This Page Is Inserted by IFW Operations 
and is not a part of the Official Record 

BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not hmited to): 

• BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 

IMAGES ARE BEST AVAILABLE COPY. 



As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 



EP 1 074 617 A2 



MA-I)y/1 .8e-32:71:100//BOS TAURUS (BOVINE).//P 16874 

F-HEMBA1003568//ZINC-FINGER PROTEIN RFP (RET FINGER PROTEIN)7/4.1e-1 9:1 26:31//HOMO SAPIENS 
(HUMAN)7/P14373 

F-HEMBA1003569//METASTASIS-ASSOCIATED PROTEIN MTA1 .//3.9e-83:143:74//HOMO SAPIENS (HU- 
5 MAN).//Q13330 

F-HEMBA1003571//HYPOTHETICAL8.7KD PROTEIN (READING FRAME 0)7/1 .0:64:25//STAPHYLOCOCCUS 
AUREUS.//P03860 ^ ■ 

F-HEMBA1003579//CYTOTOXIN 1 (CYTOTOXIN V-ll-1) (TOXIN- V(ll) 1)7/1 .0:41 :29//NAJ A MELANOLEUCA 
(FOREST COBRA) (BLACK-LIPPED COBRA)7/P01448 
10 F-HEMBA1003581//TALIN7/3.7e-36:52:98//MUSMUSCULUS(jy!OUSE)7/P26039 

F-HEMBA1003591//CHLOROPLAST 28 KD RIBONUCLEOPROTEIN PRECURSOR (28RNP)7/1 .6e-05:91 :31// 
NICOTIANASYLVESTRIS (WOOD T0BACC0)7/P 19682' y j > 

F-HEMBA1003595//HYPOTHETICAL 12.0 KD PROTEIN' INVDSTi-HEM2 INTERGENIC REGI0N7/1 .0:55:32// 
SACCHAROMYCES CEREVISIAE (BAKER'S YE AST) 7/P53 182 ^ 
15 F-H EM BA1 003597 ^ 

F-HEMBA1003598//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11)//4.9e-10:85:41//ORYCTOLAGUS 
CUNICULUS (RABBIT)7/P06333 

F-HEMBA1 00361 5//PUTATIVE MINOR COAT PROTEIN (ORF43)7/0.086:10:70//BACTERIOPHAGE PHI-LF7/ 
007482 

20 F-HEMBA1003617//HYPOTHETICAL 36.8 KD PROTEIN C26A3.16 IN CHROMOSOME l7/4.4e-1 3:58:48// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q1 01 69 

F-HEMBA1003621//LONG NEUROTOXIN 1 (NEUROTOXIN A)7/0.096:40:37//OPHIOPHAGUS HANNAH (KING 
COBRA) (NAJA HANNAH).//P01387 . i- . - 

F-HEMBA1 003622 
25 F-HEMBA1 003630 

F-HEMBA1 003637//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.4e-13:47:74//H0M0 SAPIENS (HUMAN).// 
P39188 

F-HEMBA1 003640//!!!! ALU SUBFAMILY SP WARNING ENTRY a!!!//0.87:25:64//HOMO SAPIENS (HUMAN).// 
P39193 ' -^.Hr. , 

30 F-HEMBA1 003645//HYPOTHETICAL 40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN C14B1 .4 IN CHRO- 

MOSOME lll.//1.8e-10:157:26//CAENORHABDITIS ELEGANS,//p17963 

F-HEMBA1003646//SERINE-ARGININE PROTEIN 55 (SRP55)T(€NHANCER OF DEFORMED) (52-KD BRACK- 
ETING PROTEIN) (B52 PROTEIN).//4.9e-05:207:27//DROSpPHILA MELANOGASTER (FRUIT FLY)7/P26686 
F-HEMBA1 003656 ^^ ? 

35 F-HEMBA1003662//PROLINE-RICH PEPTIDE P-B7/0.57:17:52//HbMO SAPIENS (HUMAN)7/P02814 

F-HEMBA1003667//M!! ALU SUBFAMILY SO WARNING ENTRYi!!!!//6.0e-16:43:72//HOMO SAPIENS (HU- 
MAN).//P39194 ■ '.y^i/i^yr,: , 

F-HEMBA1 003679 • . ' ' - 

F-HEMBA1003680//PUTATIVE AMINOPEPTIDASE ZK353.6 IN CHROMOSOME III (EC 3.4.11 .-)7/3.9e-08: 137: 

40 27//CAEN0RHABDITIS ELEGANS7/P34629 

F-HEMBA1003684//ZINC FINGER PROTEIN 151 (POLYOMy^VIRUS LATE INITIATOR PROMOTER BINDING 
PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z13)7/2.1e-20:127V40yyMUS MUSCULUS (MOUSE).//Q60821 
F-HEMBA1003690//HYPOTHETICAL PROTEIN KIAA0288.(HA6116)7/3.0e-85:201:78//HOMO SAPIENS (HU- 
MAN).//P56524 ^ . ^ ... 

45 F-HEMBA1003692//CELL DIVISION CONTROL PROTEIN 'iV/0;i3:69:30//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST).//P40986 

F-HEMBA1003711//CARCINOEMBRYONIC ANTIGEN PRECURSOR (CEA) (MECONIUM ANTIGEN 100) 
(CD66E ANTIGEN).//0.021 :153:26//HOMO SAPIENS (HUMAN).//P06731 
F-HEMBA1 00371 4//ABAECIN7/0.99:34:32//BOMBUS PASCUORyM.//P81463 
50 F-HEMBA1 003715 . ' v 

F-HEMBA1003720//LINE-1 REVERSE TRANSCRIPTASE HOMOLbG7/5.4e-34:155:56//HOMO SAPIENS (HU- 
MAN). //P08547 J 

F-HEMBA1003725//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G7/1 .3e-27:181:41//HOMO SAPIENS (HU- 
MAN).//P08547 , . -/v';!.., 

55 F-HEMBA1003729//PTB-ASSOCIATED SPLICING FACTOR ;(PSF SAPIENS (HU- 

MAN).//P23246 . vi ; 

F-HEMBA1003733//LINE-1 REVERSE TRANSCRIPTASE H6MOLOG.//5.0e-54:210:58//HOMO SAPIENS (HU- 
MAN).//P08547 ' , 



1597 ' : • ; v . 



EP 1 074 617 A2 



F-HEMBA1003742//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.066:72:33//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q01643 
F-H EM BA1 003758 

F-HEMBA1003760//HYPOXIA-INDUCIBLE FACTOR 1 ALP'hIA (HIF-1 ALPHA) (ARNT INTERACTING PRO- 
5 TElN)y/1.5e-51:220:52//MUSMUSCULUS(MOUSE)y/Q61221 ' ' 

F-HEMBA1 003773 . 
F-HEMBA1 003783 

F-HEMBA1 003784 , ..v.^-.. 

F-HEMBA1003799//SHORT NEUROTOXIN 1 (TOXIN AA 'C).//0.95:27:37//ACANTHOPHIS ANTARCTICUS 
10 (COMMON DEATH ADDER)y/P01 434 - ! 

F-HEMBA1003803//GAG POLYPROTEIN [CONTAINS: CORE PFlOTEINS P15. P12. P30]y/0.46:96:34//FELINE 
SARCOMA VIRUS (STRAIN SNYDER-THEILEN).//P03338 . j , , 

F-HEMBA1003804//DNA-BINDING P52/P100 COMPLEX. IOO KD'SUBUNIT (FRAGMENTS)y/0.019:30:50//HO- 
MO SAPIENS (HUMAN)y/P30808 
15 F-HEMBA1003805//HYPOTHETICAL 75,0 KD PROTEIN B0280.11 IN CHROMOSOME I IL/ZI .86-20:109:47// 

CAENORHABDITIS ELEGANSy/P42083 
F-HEMBA1 003807 

F-HEMBA1003827//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT)y/2.1e-09:23:78//OWENIA FUSI- 
FORM IS y/P21 260 ' 
20 F-HEMBA1003836//MOB1 PROTEIN (MPS1 BINDER 1)y/2..6e-31:134:52//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST) y/P40484 

F-HEMBA1003838//IIII ALU SUBFAMILY SC WARNING ENTRY !lll//3.9e-22:39:76//HOMO SAPIENS (HUMAN)y/ 
P39192 

F-HEMBA1 003856 

25 F-HEMBA1003864//HYPOTHETICAL 39.4 KD PROTEINJN MET1-SIS2 INTERGENIC REGIONy/1.5e-15:194: 

30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P36 151 

F-HEMBA1003866//PROTEIN A39y/0.0027:72:33/A/ACCINIA VIRUS (STRAIN COPENHAGEN)y/P21062 
F-HEMBA1003879//80 KD NUCLEAR CAP BINDING PROTEIN (NCBP 80 KD SUBUNIT) (CBP80)y/2.9e-16:22: 
100//HOMO SAPIENS (HUMAN)y/Q09161 
30 F-HEMBA1003880//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 :34)C(A6L)y/0.99:39:38//FELIS SILVESTRIS CATUS 

(CAT)y/P48896 : ' 

F-HEMBA1 003885//!l!l ALU SUBFAMILY SP WARNING ENTpyil!yi//3.5e-28:47:7^^^^ SAPIENS (HUMAN)y/ 

P39193 . • ! 

F-HEMBA1003893//HYPOTHETICAL 27.8 KD PROTEIN IN VI^A7-R^ INTERGENIC REGION y/1.7e-57: 
35 21 5:51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P5321 5 

F-HEMBA1 003902 r ^ < , . , 

F-HEMBA1 003908 

F-HEMBA1 003926//!!!! ALU SUBFAMILY J WARNING ENTRY l[!!//4.3e-10:60:63//HOMO SAPIENS (HUMAN)y/ 

P39188 , V 

40 F-HEMBA1003937//II!! ALU SUBFAMILY SQ WARNING ENTRY III !//8.1e-29:68:64//HOMO SAPIENS (HU- 

MAN)y/P39194 . ,. . 

F-HEMBA1003939//PROTEIN Q300y/0.0025:24:62//MUS MUSCULUS (MOUSE)y/Q02722 

F-HEMBA1003942//EXCITATORY INSECT TOXIN BJXTR-IT PRECURSOR (BJ-XTRIT)y/0.084:67:31//BUTHO- 

TUS JUDAICUS (SCORPION) (HOTTENTOTTA JUDAICA)y/P56637 
45 F-HEMBA1003950//HYPOTHETICAL 8.1 KD PROTEIN IN SPEA-METK INTERGENIC REGION (071)7/0.95:26: 

34//ESCHERICHIAC0LI.//P46878 

F-HEMBA1003953//ZINC FINGER PROTEIN MFG-1 (ZINC FjNGER PROTEIN 58) (FRAGMENT)y/2.5e-17:89: 
46//MUS MUSCULUS (M0USE).//P1 6372 ; ^ . J- 

F-HEMBA1003958//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//4.2e-23:43:76//HOMO SAPIENS (HU- 

50 MAN).//P08547 

F-H EM BA1 003959 

F-HEMBA1003976//HYPOTHETICAL PROTEIN KIAA0076 (HA0936)y/0.99:88:28//HOMO SAPIENS (HUMAN)y/ 
Q14999 i r i^ . \' 

F-HEMBA1003978//SMALL PROLINE RICH PROTEIN II (SPR-li) (CLONE 930)y/0.98:19:57//HOMO SAPIENS 
55 (HUMAN).^P22531 • .:\/^^;i:sr^ 

F-HEMBA1003985//LYSYL-TRNA SYNTHETASE (EC 6.1,1.6) (LYSINE-TRNA LIGASE) (LYSRS) (FRAG- 
MENT) y/1. 0:40 :32//MYC0 BACTERIUM LEPRAE y/P46861 . , 

F-HEMBA1003987//HYPOTHETICAL PROTEIN UL66y/0.27:65:33//HUMAN CYTOMEGALOVIRUS (STRAIN 

* ' ] •■ V* 

. " . r. 
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AD 169).//P 16822 

F-HEMBA1003989//MALE SPECIFIC SPERM PROTEIN MST84DB.//5.2e-05:64:40//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) 7/001 643 

F-HEMBA1004000//PROTEIN Q300.//0.00042:17:82//MUS MUSCULUS (MOUSE).//Q02722 
5 F-HEMBA1004011//ALPHA-TYPE CALCITONIN GENE-RELATED PEPTIDE PRECURSOR (CGRP- 1)7/0.47: 

106:32//HOMO SAPIENS (HUMAN).//P06881 ; 

F.HEMBA1004012//ATP SYNTHASE PROTEIN 9. MITQCHONPRIAL (EC 3.6.1.34) (LIPID-BINDING PRO- 
TEIN).//0.96:36:33//PARAMECIUMTETRAURELIA.//P1600i;, 

F-HEMBA1 00401 5//HYP0THETICAL 29.3 KD PROTEIN;;,^p286.6 ' IN CHROMOSOME 1117/0.00018:90:34// 
10 CAENORHABDITIS ELEGANS.//P41997 } ' . / 

F-H EM BA1 004024//!!!! ALU SUBFAMILY SO WARNING EN tRY !Jj!//5. 1 6-34:75 :80//HOMO SAPIENS (HU- 
MAN)7/P39194 * '"^' •^ 

F-H EM BA1 004038 
F-H EM BA1 004042 

15 F-HEMBA1 004045//40S RIBOSOMAL PROTEIN S27A.//1 .0:20:55//ASPARAGUS OFFICINALIS (GARDEN AS- 

PARAGUS) 7/P3 1 753 

F-HEMBA1004048//PROLINE-RICH PROTEIN MP-3 (FRAGMENT)7/1 .3e-06:158:35//MUS MUSCULUS 
(MOUSE).//P05143 

F-HEMBA1004049//32 KD HEAT SHOCK PROTEIN (4-1 PROTEIN).//0.098:106:32//DICTYOSTELIUM DISCOI- 
20 DEUM (SLIME MOLD)7/P54658 

F-HEMBA1004055//HYPOTHETICAL PROTEIN HI0258/259.//0.87:133:23//HAEMOPHILUS INFLUENZAE.// 
P43974 

F-HEMBA1 004056//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//3.3e-25:39:64//HOMO SAPIENS (HU- 
MAN)7/P39191 

25 F-HEMBA1 004074//!!!! ALU SUBFAMILY J WARNING ENTRY i!!!//9.9e-08:35:6B//HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBA1 004086 

F-HEMBA1004097//IMMEDIATE-EARLY PROTEIN IE4(IE68)JFRAGMENT)//0.7^ 
RUS(TYPE2).//P14379 f^"-' 
30 F-HEMBA1 004111//!!!! ALU SUBFAMILY J WARNING ENT^jij;!!!!//4.7e-26:84:64//HOMO SAPIENS (HUMAN).// 

P39188 ' 

F-HEMBA1004131//SEPTIN 2 HOMOLOG (FRAGMENT)7/2:8e-34:10B:63//HOMO SAPIENS (HUMAN).// 
014141 ' ^' • 

F-HEMBA1004132//HYPOTHETICAL PROTEIN HI1736.//1 .0:44:34//HAEMOPHILUS INFLUENZAE.//P44300 
35 F-HEMBA1004133//HYPOTHETICAL 8.5 KD PROTEIN CY274.4bC7/0.89:21:57//MYCOBACTERlUM TUBER- 

CULOSIS. /^Q 10826 i ) : 

F-HEMBA1004138//EARLY NODULIN 75 (N-75) (NGM-75) (FR/\GMENT).//0.016:39:41//MEDICAGO SATIVA 

(ALFALFA)y/P11728 , ' : < 

F-H EM BA1 0041 43//CYTOCH ROME C OXIDASE POLYPEPTIDE VIII PRECURSOR (EC 1 .9.3.1 ).//0.93:34:29// 
40 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//R04039 f t , 

F-HEMBA1004146//BASIC PROLINE-RICH PEPTIDE P-E (IEi-9)7/0.63:52:36//HOMO SAPIENS (HUMAN).// 
P02811 

F-HEMBA1004150//METALLOTHIONE1N-II (MT-II).//1 .0:20:45//MUS MUSCULUS (MOUSE).//P02798 
F-HEMBA1004164//!!!!ALU SUBFAMILY SX WARNING ENTRY t!!!//3.0e-13:57:71//HOMO SAPIENS (HUMAN).// 
45 P39195 ' 

F-HEMBA1 0041 68//V-TYPE SODIUM ATP SYNTHASE SUBUNIT;F(EC 3,6.1. 34) (NA(+)-TRANSLOCATING AT- 
PASE SUBUNIT F).//0.00035:90:34//ENTEROCOCCUS HIRAEy/P43437 

F-HEMBA1004199//HYPOTHETICAL HELICASE K12H4.8 . IN CHROMOSOME III.//5.1 6-14:11 5:31// 
CAENORHABDITIS ELEGANS7/P34529 
50 F-HEMBA1 004200 ' ' 

F-HEMBA1004202//YPT1 -RELATED PROTEIN 1 7/2.56-24: 96252//SeHIZOSACCHAROMYCES POMBE (FIS- 
SION YE AST). //P1 1620 ' 

F-HEMBA1 004203//!!!! ALU SUBFAMILY SP WARNING ENTRY i!!)//2^2er09:48:64//HOMO SAPIENS (HUMAN).// 
P39193 ' *^ 

55 F-HEMBA1004207//HYPOTHETICAL 8.7 KD PROTEIN IN, .RPL22;RPL23 INTERGENIC REGION (ORF70).// 

0.98:51 :33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA).//P34779 

F-HEMBA1004225//METALLOTHIONEIN-II.//1.0:30:33//CANDIDA.GLABRATA (YEAST) (TORULOPSIS GLA- 
BRATA).//P15114 ! , a- ' v 
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F-HEMBA1004227//PUTATIVE PROTEIN PHOSPHATASE 2<Si(EG 3:1 .3.16) (PP2C) (KIAA001 5)7/5.99-06: 109: 
33//HOMO SAPIENS (HUMAN).//P49593 

F-HEMBA1004238/A/ERY HYPOTHETICAL XYLU PROTEIN://b.98:39:38//ESCHERICHIA COLI.//P05056 
F-HEMBA1004241//SOX-13 PROTEIN (FRAGMENT)y/0.66:36:38//MUS MUSCULUS (MOUSE).//Q04891 
5 F-HEMBA1 004246 

F-HEMBA1004248//INSULIN-INDUCED GROWTH RESPONSE PROTEIN GL-6 (IMMEDIATE-EARLY PROTEIN 
CL-6).//1 ,0e-43:98:84//RATTUS NORVEGICUS (RAT).//Q08755 " 

F-HEMBA1004264//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMEN"0.//0.014:160:28//NEPHILA CLA- 
VI PES (ORB SPIDER) .//P46804 
10 F-HEMBA1004267//!!!!ALU SUBFAMILY SB WARNING ENTRY !!!!//1.8e-52:56:83//HOMOSAPIENS(HUMAN).// 

P39189 

F-HEMBA1 004272 ' ' 

F-HEMBA1004274//HYPOTHETICAL 13.0 KD PROTEIN F59B2.10 IN CHROMOSOME 1117/0.00084:33:54// 
CAENORHABDITIS ELEGANSy/P34485 
15 F-HEMBA1004275//HYPOTHETICAL 56.5 KD PROTEIN IN CAJ1:H0M3 INTERGENIC REGION)/9.3e-06:125: 

27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40034 

F-HEMBA1004276//BETA-ADAPTIN 1 (PLASMA MEM BRAN E. ADAPTOR HA2/AP2 AD APT! N BETASUBUNIT) 
(CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 BETA LARGE CHAIN) (AP105A).//3.7e-30:239:32//HOMO SA- 
PIENS (HUMAN).//Q10567 

20 F-HEMBA1 004286//CUTICLE COLLAGEN 347/0.0027:71 :38//eAENORH ABDITIS ELEGANS7/P34687 

F-HEMBA1004289//PTR3 PROTEIN (SSY3 PR0TEIN).//1 .0:76:28//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) 7/P43606 v i,.-.^ 

F-HEMBA1004295//DNA-BINDING P52/P100 COMPLEX. 100 KD SUBUNIT (FRAGMENTS).//0,075:58:39//HO- 
MO SAPIENS (HUMAN).//P30808 ^ n^Ji^'^ifi'V 

25 F-HEMBA1004306//HYPOTHETICAL 29.3 KD PROTEIN '(ORF92).//p:P20:132:30//ORGYIA PSEUDOTSUGATA 

MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV).//0 10341 .... 

F-H EM BA1 00431 2//EARLY PROTEIN l73R.//0.99:65:32//AFRICAN SWINE FEVER VIRUS (STRAIN BA71V) 
(ASFV).//P27946 . 

F-HEMBA1004321//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC; FINGER PROTEIN NK10).//4.3e-43: 133:44// 
SO MUS MUSCULUS (MOUSE)7/Q61 967 " . 

F-HEMBA1 004323 , ' 

F-HEMBA1004327//SMALL PROLINE-RICH PROTEIN 2-1 .//0.027:48:43//HOMO SAPIENS (HUMAN).//P35326 
F-HEMBA1004330//HOMEOBOX PROTEIN ENGRAILED-1 (HU-EN-1).//0.46:70:34//HOMO SAPIENS (HU- 
MAN)7/Q05925 

35 F-HEMBA1004334//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//7.7e-05:83:34//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-HEMBA1 004335//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.0e-24:41 :80//HOMO SAPIENS (HUMAN).// 
P39195 •; : A 

F-HEMBA1004341//PROLINE-RICH PROTEIN MP-3 (FRAGM E NT) 7/2.86-06:1 48 :35//M US MUSCULUS 
40 (MOUSE) 7/P051 43 

F-HEMBA1004353//I!!!ALU SUBFAMILY SX WARNING ENTRY;!! !l//2.2e-29:57:80//HOMO SAPIENS (HUMAN)7/ 
P39195 

F-HEMBA1004354//CHL1 P ROTEIN 7/0.0 17:40:40//S/VCCHARp^ CEREVISIAE (BAKER'S YEAST).// 

P22516 * " *^o<'r.' , 

45 F-HEMBA1 004356 ; r 'v^ 

F-HEMBA1004366//UNE-1 REVERSE TRANSCRIPTASE HOMbilpG.//0.00045:49:46//HOMO SAPIENS (HU- 
MAN)7/P08547 . \ , - • 

F-HEMBA1004372/A/ERY HYPOTHETICAL 20.6 KD PROTEIN. C56F8.15 IN CHROMOSOME I. //1 .0:125:28// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) 7/010263 
SO F-HEMBA1004389//HYPOTHETICAL 113.1 KD PROTEIN JNPRE5-:f^ET4 INTERGENIC REGION.//0.76: 170:25// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q04i93 ' 
F-HEMBA1 004394 

F-HEMBA1004396//LINE-1 REVERSE TRANSCRIPTASE HbM0L0G.//1 .2e-10:72:51//HOMO SAPIENS (HU- 
MAN)y/P08547 ^ , 

55 F-H EM BA1 004405 

F-HEMBA1 004408//PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 1 0 (EC 5.2.1 .8) (PPIASE) (ROTAMASE) (CY- 
CLOPHILIN-10).//2.7e-29:146:48//CAENORHABDITIS ELEGANS.//P52017 

F-HEMBA1 004429//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !III//0.0019:47:59//HOMO SAPIENS (HU- 
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MAN)y/P39191 

F-HEMBA1004433//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//1.1e-20:47:68//HOMOSAPIENS(H^ 
P39192 

F-HEMBA1 004460//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//6.2e-64:134:69//HOMO SAPIENS (HU- 
5 MAN)y/P39193 

F-HEMBA1004461//METALLOTHIONEIN-LIKE PROTEIN i.//1,0:3?:35//PISUM SATIVUM (GARDEN PEA).// 
P20830 ' ' 

F-HEMBA1004479//HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-1 ALPHA) (ARNT INTERACTING PRO- 
TE!N).//9.7e-43:101:48//MUS MUSCULUS (MOUSE)y/Q61221 . 
10 F-HEMBA1004482//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34)7/1*0:41 :36//CANDIDA GLABRATA (YEAST) 

(TORULOPSIS GLABRATA)y/P05040 

F-HEMBA1004499//TUBULIN BETA CH AIN 7/0.00021 :55:36//CAENORHABDITIS ELEGANS.//P52275 
F-HEMBA1 004502 

F-HEMBA1004506//HYPOTHETICAL PROTEIN ORF-1137.//5.3-11 :119:35//MUS MUSCULUS (M0USE)7/ 
15 P11260 

F-HEMBA1004507//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)7/0.00072:90:37//HOMO 
SAPIENS (HUMAN)7/Q15428 

F-HEMBA1004509//HYPOTHETICAL52.2 KD PROTEIN IN MPR1-GCN20INTERGENIC REGION7/6.3e-28:169: 
42//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) 7/Pi;3589 
20 F-HEMBA1004534//ENDOTHELIAL ACTIN-BINDING PROTEIN (ABP-280) (NONMUSCLE FILAMIN) (FILAMIN 

1)7/1 .3e-80:226:66//HOMO SAPIENS (HUMAN).//P21333 - ;■ 

F-HEMBA1004538//HYPOTHETICAL PROTEIN MJ0764.//d.96:28:35//METHANOCOCCUS JANNASCHII.// 
0581 74 ..^ . ;,^/. . . 

F-HEMBA1004542//METALLOTHIONEIN (MT)7/0.78:36:4'l//GADUS MORHUA (ATLANTIC COD)7/P51902 
25 F-H EM BA1 004554 < , . 

F-HEMBA1004560//HYPOTHETICAL PROTEIN KIAA0281 '(HA6725)7/4.2e-15:56:69//HOMO SAPIENS (HU- 
MAN)7/Q92556 . , 

F-HEMBA1004573//CIRCUMSPOROZOITE PROTEIN ^-PRECURSOR (CS).//0. 65:31 :58//PLASMODIUM 
BERGHEI7/P06915 

30 F-HEMBA1004577//IIII ALU SUBFAMILY SX WARNING ENTRY !!l!//3.9e-08:35:80//HOMO SAPIENS (HUMAN).// 

P39195 . . i V ^ • 

F-HEMBA1004586//IIII ALU SUBFAMILY SO WARNING ENTRY !l!!//6.6e-08:64:54//HOMO SAPIENS (HU- 

MAN)7/P39194 

F-HEMBA1004596//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN C (HNRNP C) (HNRNP CORE 
35 PROTEIN C) (FRAGMENT).//0.00057:88:31//RATTUS NORVEGIQUS (RAT)7/P17132 

F-HEMBA1004604//COLLAGEN ALPHA 2(XI) CHAIN PRECURSOR (FRAGMENT).//0.045:37:45//MUS MUSCU- 
LUS (MOUSE)7/Q64739 

F-HEMBA1 004610//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.3e-11 :73:54//HOMO SAPIENS (HUMAN).// 
P39188 

40 F-HEMBA1004617 / 

F-H EM BA1 004629 ' ii:-.*; -A 

F-HEMBA1004631//HYPOTHETICAL 7.8 KD PROTEIN IN WAPArLlCT INTERGENIC REGION 7/1 .0:36:38//BA- 
CILLUS SUBTILIS7/P42303 ; ; . 

F-HEMBA1004632//PHOTOSYSTEM I REACTION CENTRE SUBUNIT.X PRECURSOR (LIGHT-HARVESTING 
45 8.0 KD POLYPEPTIDE)7/0.86:48:35//SYNECHOCOCCUS ELQNGATUS NAEGELI7/P20453 

F-HEMBA1004637//HYPOTHETICAL 83.6 KD PROTEIN R05b3.2. IN CHROMOSOME III.//1 .7e-32: 159:42// 
CAENORHABDITIS ELEGANS7/P34535 >r' ^ ■ 

F-HEMBA1004638//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT).//2.8e-06:50:46//OWENIA FUSI- 

FORMIS.//P21260 • 
50 F-HEMBA1004666//TOXINS6C4.//1.0:36:30//DENDR0ASPIS JAMESON! KAIMOSAE (EASTERN JAMESON'S 

MAMBA).//P25682 , ^ . / 

F-HEMBA1004669//SPLICING FACTOR, ARGlNINE/SERjNE-RICH -4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/1.6e-12:105:42//HOMO SAPIENS (HUMAN)7/Qb8170. . 

F-HEMBA1004670//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR.//2.5e-06:62:45//HOMO SAPIENS (HU- 
55 MAN)7/P02452 

F-HEMBA1004672//HYPOTHETICAL PROTEIN MJ0437://0.95:37:29//METHANOCOCCUS JANNASCHII.// 
Q57879 ' 

F-HEMBA1004693//MYOSIN HEAVY CHAIN. NONMUSCLE TYPE B (CELLULAR MYOSIN HEAVY CHAIN, 
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TYPE B) (NMMHC-B).//0.00035:217:23//HOMO SAPIENS (HUMAN)7/P35580 

F-HEMBA1004697//IMMUNOGLOBULIN G BINDING PROTEIN H'PRECURSOR (PROTEIN H)y/0.058:1 18:30// 
STREPTOCOCCUS PYOGENES.//P50470 . , 

F-HEMBA1004705//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//6.8e-09:43:72//HOMO SAPIENS (HUMAN).// 
5 P39188 • ' 

F-HEMBA1 004709//!!!! ALU SUBFAMILY SB WARNING ENTRY1!!l//8:8e-18:50:84//HOMO SAPIENS (HUMAN).// 
P39189 

F-HEMBA1004711//ETS-RELATED PROTEIN 71 (ETS TRANSLOCATION VARIANT 2)7/0.0027:1 48:30//HOMO 
SAPIENS (HUMAN).//000321 • * ; ' 

10 F-HEMBA1004725//CUTICLE COLLAGEN 2.//0.0051 :41 :41//CAEN0RHABDITIS ELEGANSy/P17656 

F-HEMBA1004730//L1NE-1 REVERSE TRANSCRIPTASE HOMOLOGy/1.4e-22:210:37//HOMO SAPIENS (HU- 
MAN)y/P08547 

F-HEMBA1 004733//!!!! ALU SUBFAMILY J WARNING ENTRV l!!l//4.7e-07:50:62//HOMO SAPIENS (HUMAN).// 
P39188 ' ' 

15 F-HEMBA10a4734//UBIQUITIN-CONJUGATING ENZYME E2-18 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42)y/9.9e-39:143:52//ARABiDOPSIS THALIANA (MOUSE-EAR 
CRESS).//P42743 

F-HEMBA1004736//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/4.1 6-60:210:61 //HO MO SAPIENS (HU- 
MAN)y/P08547 

20 F-HEMBA1 004748 i; v ! , 

F-HEMBA1 004751//!!!! ALU SUBFAMILY J WARNING ENTRY l!!l//4.8e-20:88:63//HOMO SAPIENS (HUMAN).// 
P39188 K^:,:v.; M 

F-HEMBA1004752//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)y/0.0043: 126:34// 
XENOPUSLAEVIS (AFRICAN CLAWED FR0G)y/P1 7437 . ; 
25 F-HEMBA1004753//!!!! ALU SUBFAMILYSP WARNING ENTRY !!!i//7.8e-2B:47:78//HOMOSAPIENS(HUMAN).// 

P39193 '■, . 

F-HEMBA1004756//HYPOTHETICAL 53.3 KD PROTEIN JN^HXTSrCANI INTERGENIC REGION.//0.22:77:27// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P39981 ' 
F-HEMBA1 004758 . ; . , 

30 F-HEMBA1004763//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT)y/1.1e-06:58:43//OWENIA FUSI- 

FORM IS y/P2 1260 ; . 

F-HEMBA1004768//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/4.7e-65:298:53//HOMO SAPIENS (HU- 

MAN)y/P08547 
F-HEMBA1 004770 

35 F-HEMBA1 004771 ■ ' 

F-HEMBA1004776//GRANULIN 1 y/0.78:28:42//CYPRINUS CARFfJO (COMMON CARP)y/P81013 
F-H EM BA1 004778 

F-HEMBA1004795//CDC4-LIKE PROTEIN (FRAGMENT) y/6.9e-20:74:63//HOMO SAPIENS (HUMAN).//P50851 
F-HEMBA1004803//LINE-1 REVERSE TRANSCRIPTASE H0MPL0G.//1 .4e-22:58:86//HOMO SAPIENS (HU- 
40 MAN)y/P08547 

F-HEMBA1004806//HYPOTHETICAL24.3KD PROTEIN IN,RiSBH-RPL11 INTERGENIC REGION (ORF182).// 
0.72:75:33//CYANOPHORA PARAD0XAy/P48324 r;' 
F-HEMBA1 004807 \ . 

F-HEMBA1004816 

45 F-HEMBA1004820//HEMOLYMPH TRYPSIN INHIBITOR A (BP I -TYPE) (FRAGMENT)y/1 .0:50:38//MANDUCA 

SEXTA (TOBACCO HAWKMOTH) (TOBACCO HORNWORM)y/P26226 

F-HEMBA1004847//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68).//3.0e-76:171:91//CANIS FA- 
MILIARIS (DOG)./yQ00004 , 

F-HEMBA1004850//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMEisiTS)y/3.0e-05:64:43//BOS TAURUS (BO- 
50 VINE).//P25508 

F-HEMBA1004863//TOXIN C13S1C1 PRECURSORy/0.38:52:3p//bEfSlDROASPIS ANGUSTICEPS (EASTERN 
GREEN MAMBA).//P1 8329 ; 

F-HEMBA1004864/yTAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) (FRAGMENT).//0.89:24:50// 
HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) (HIV-1)y/P04612 
55 F-HEMBA1 004865 ■ • ^ . 

F-HEMBA1 004880 

F-HEMBA1004889//SMALL PROLINE-RICH PROTEIN II (SPR-M) (CLONE 174N).//0.66:23:47//HOMO SAPIENS 
(HUMAN).//P22532 
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F-HEMBA1 004900 

F-HEMBA1 004909 . ' * ' 

F-HEMBA1 00491 8//CHLOROPLAST30S RIBOSOMAL PRO'TEIN'S8(FRAGMENT)y/0.56:37:32//SPINACIAOL- 
ERACEA (SPINACH)y/P09597 ' ^ - 

5 F-HEMBA1 004923//!!!! ALU SUBFAMILY J WARNING ENTRY !!!l//3,5e-24:44:68//HOMO SAPIENS (HUMAN).// 

P39188 - ; 

F-HEMBA1004929//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L).//0.97:39:38//STRONGYLOCENTROTUS 
PURPURATUS (PURPLE SEA URCHIN).//P15997 

F-HEMBA1004930//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//6.6e-15:64:59//HOMO SAPIENS (HU- 
10 MAN)y/P08547 

F-HEMBA1004933/A/ASODILATOR-STIMULATED PHOSPHbPROTEIN (VASP)y/0.34:58:41//HOMO SAPIENS 
(HUMAN).//P50552 

F-HEMBA1 004934 " * ' • 

F-HEMBA1 004944 

15 F-HEMBA1004954//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 3 (EC 1 .6.5.3)y/0.58:78:30//PARA- 

MECIUM TETRAURELIAy/P15579 

F-HEMBA1004956//HYPOTHETICAL 18.8 KD PROTEIN (ORF4)y/0.98:57:31//PARAMECIUM TETRAURELlAy/ 
P15605 

F-HEMBA1004960//HYPOTHETICAL 12.6 KD PROTEIN-(dRFJ) (RETRON EC67)y/1 .0:58:27//ESCHERICHIA 

20 COLI.//P21324 . *. 

F-HEMBA1 004972 ' ^ 

F-HEMBA1004973//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)y/0.90:55:30//HOMO SAPIENS 
(HUMAN).//P22531 ^ / • 

F-HEMBA1 004977 . 4i 

25 F-HEMBA1 004978 ' 

F-HEMBA1004980//MOTILIN PRECURSOR.//0.088:79:31//MACACA MULATTA (RHESUS MACAQUE)y/01 8811 
F-HEMBA1004983//10 KD CHAPERONIN (PROTEIN CPN1.0) (PROTEIN GROES)y/0.87:51 :31//BUCHNERA 
APHIDICOLAy/Q591 76 . , X-' " 

F-HEMBA1004995//MYOCYTE-SPECIFIC ENHANCER FACTOR 2B (SERUM RESPONSE FACTOR-LIKE PRO- 
30 TEIN 2) (XMEF2) (RSRFR2).//0.17:52:40//HOMO SAPIENS (HUMAN)y/Q02080 

F-HEMBA1005008//METALLOTHIONEIN (MT).//1.0:52:32//CRASSOSTREA VIRGINICA (EASTERN OYS- 

TER)y/P23038 • , . 

F-HEMBA1005009//ACTlNy/3.5e-27:171 :38//CANDIDA ALBICANS (YEAST) y/P 14235 

F-HEMBA1 00501 9//HYP0THETICAL PROTEIN HI1222y/0.13:58:31//HAEMOPHILUS INFLUENZAE.//P44129 
35 F-HEMBA1005029//P2Y PURINOCEPTOR5(P2Y5) (PURINERGIC RECEPTOR 5) (6H1).//0.76:72:31//GALLUS 

GALLUS (CHICKEN)y/P32250 

F-HEMBA1005035//HOMEOBOX PROTEIN HB9y/0.0086:60:4o7/HOMO SAPIENS (HUMAN).//P50219 
F-HEMBA1005039//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0.47:49:32//HOMO SAPIENS 
(HUMAN)y/P22532 v. 
40 F-HEMBA1005047//RAS-RELATED PROTEIN RAB-24 , -(pAB.-16).//1.5e-19:39:100//MUS MUSCULUS 

(MOUSE)y/P35290 " 

F-HEMBA1005050//COLLAGEN ALPHA 1{XII) CHAIN (FRAGMENTS).//0.074:34:44//BOS TAURUS (BOVINE)y/ 
P25508 .r 
F-HEMBA1 005062 

45 F-HEMBA1005066//LINE-1 REVERSE TRANSCRIPTASE H0M0L0G.//2.1 e-44:126:65//HOMO SAPIENS (HU- 

MAN)y/P08547 

F-HEMBA1005075//SUPPRESSOR PROTEIN SRP40.//0.35:96:31//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) y/P32583 *' ./ 

F-HEMBA1 005079//!!!! ALU SUBFAMILY SB2 WARNING ENTRY Ml !//3.6e-20:75:64//HOMO SAPIENS (HU- 
SO MAN)y/P39191 

F-HEMBA1005083//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS).//0.00015:72:34//BOS TAURUS (BO- 
VINE) y/P25508 

F-HEMBA1005101//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN 27C (HNRNP 48) (HRP48.1)y/ 
4.8e-10:176:25//DROSOPHILA MELANOGASTER (FRUIT FLY)y/p48809 
55 F-HEMBA1 0051 1 3 - . . ' ;> . 

F-HEMBA1 005123//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//3.6e-24:99:60//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-HEMBA1005133//HYPOTHETICAL 13.5 KD PROTEIN IN M0B1-SGA1 INTERGENIC REGION.//0.11 :22:54// 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40490 

F-HEMBA1005149//I!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.7e-1 6:59:71 //HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBA1005152//GENOME POLYPROTEIN 2 [CONTAINS: HELpER COMPONENT PROTEINASE (EC 
5 3.4.22.-) (HC-PRO); 70 KD PR0TEIN]7/1 .0:77:27//BARLEY YELLOW MOSAIC VIRUS (JAPANESE STRAIN II- 

1)(BAYMV),//Q01207 • . 

F-HEMBA1005159//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1 .6.5.3)7/0.40:53:33//APIS MEL- 
LIFERA (HONEYBEE).//P34859 

F-HEMBA1005185//MYOSIN IB HEAVY CHAIN.//0.011 :58:48//DICTYOSTELIUM DISCOIDEUM (SLIME 
10 MOLD).//P34092 

F-HEMBA1005201//HYPOTHETICAL 56.6 KD PROTEIN C16C9.03 IN CHROMOSOME l.//3.9e-67:241 :53// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)*.//Q0981 7 ' 

F-HEMBA1005202//SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68)y/3.8e-124:257:95//CANIS 
FAMILIARIS (DOG)y/Q00004 . ^ . ^. 

15 F-HEMBA1005206//CUTICLE COLLAGEN 1 7/0.01 0:11 8:33//cfeNORHABDITIS ELEGANS.//P08124 

F-HEMBA1 00521 9//PTB-ASS0CIATED SPLICING FACTOR (PS F).//0. 99 :85:40//HOMO SAPIENS (HUMAN).// 
P23246 

F-HEMBA1005223//HYPOTHETICAL GENE 1.05 PROTEIN.//0.3i;75:28//BACTERIOPHAGE T37/P07715 
F-HEMBA1005232//HYPOTHETICAL 7.8 KD PROTEINy/0.99:48:29//VACCINIA VIRUS (STRAIN WR), AND 
20 VACCINIA VIRUS (STRAIN COPENHAGEN).//P20544 

F-HEMBA1005241//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//1 .4e-28:138:55//HOMO SAPIENS (HU- 
MAN). //P39 193 

F-HEMBA1005244//SMALL PROLINE RICH PROTEIN II (SPFt-li) (CLONE 930)7/0.01 4:39:41//HOMO SAPIENS 
(HUMAN)7/P22531 

25 F-HEMBA1005251//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L).//0.55:15:46//DICENTRARCHUS LABRAX 

(EUROPEAN SEA BASS).//Q36362 ' . 

F-HEMBA1005252//EC PROTEIN HOMOLOG (ZINC-METALLOTRIONEIN CLASS ll)y/0.088:33:42//2EA MAYS 

(MAIZE).//P43401 

F-HEMBA1 005274 

30 F-HEMBA1 005275//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0. 96 :42:45//HOMO SAPIENS (HUMAN)7/ 

P39188 

F-HEMBA1005293//PROBABLE COATOMER BETA' SUBUNlt(BETA'-COAT PROTEIN) (BETA'-COP)y/0.55:98: 

30//CAENORHABDITIS ELEGANS7/Q20168 : r- ' /. : . 

F-HEMBA1005296//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2).//0.095:75:34//HOMO SAPIENS (HU- 
35 MAN)7/Q02817 

F-HEMBA1 005304//!!!! ALU SUBFAMILY SB WARNING ENitRY !!!!//5.4e-33:103:74//HOMO SAPIENS (HU- 
MAN)7/P39189 ..^f?^; 

F-HEMBA1005311//PERIOD CLOCK PROTEIN (FRAGMENt)y/0.99:45:31//DROSOPHILA SALTANS (FRUIT 
FLY)7/Q04536 // :. r ' ' 

40 F-HEMBA1005314//HYPOTHETICAL 6.3 KD PROTEIN. .J19C3.3 IN CHROMOSOME 1 1 1. //0. 98: 30:30// 

CAENORHABDITIS ELEGANSy/Q10009 ' • 

F-HEMBA1005315//LINE-1 REVERSE TRANSCRIPTASE H6MGLOGy/1.1e-05:35:51//HOMO SAPIENS (HU- 
MAN)y/P08547 

F-HEMBA1 00531 8//0LFACT0RY RECEPTOR-LIKE PR6TEIN/.CpR8 (FRAGMENT).//0.57:44:38//GALLUS 
45 GALLUS (CHICKEN)y/Q98913 ' '* 

F-HEMBA1005331//IMMED1ATE-EARLY PROTEIN IE180.//0.57:106:33//PSEUDORABIES VIRUS (STRAIN IN- 
DIANA-FUNKHAUSER / BECKER) (PRV)y/P11675 ' 

F-HEMBA1005338//CARTIAGE MATRIX PROTEIN PRjEGURSOR: (MATRILIN-1)y/1,8e-55:199:59//GALLUS 
GALLUS (CH!CKEN).//P05099 
50 F-HEMBA1005353//CHLOROPLAST30S RIBOSOMAL PROTEIN S17.//0.88:33:36//PORPHYRA PURPUREAy/ 

P51305 

F-HEMBA1005359//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .1 e-68:255:48//HOMO SA- 
PIENS (HUMAN).//P51 522 . • . • i ' 

F-HEMBA1005367//ALPHA-AMYLASE INHIBITOR AAiy/1 .0:^5:40//AMARANTHUS HYPOCHONDRIACUS 
S5 (PRINCE'S FEATHER).//P80403 

F-HEMBA1 005372 

F-HEMBA1005374//I!!! ALU SUBFAMILY SO WARNING ENTRY II !l//2.0e-34:92:75//HOMO SAPIENS (HU- 
MAN)y/P39194 . .. .5..; 
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F-HEMBA1005382//APOLIPOPROTEIN C-ll (APO-CI 1)7/0. 99:39:33//BOS TAURUS (BOVINE) .//P1 9034 
F-HEMBA1005389//HYPOTHETICAL 70.0 KD PROTEIN IN.DNAK 3'REGION (ORF4).//0.82:1 64:31 //LACTO- 
COCCUS LAGTIS (SUBSR LACTIS) (STREPTOCOCCUS LACTIS).//P42377 

F-HEMBA1005394//HYPOTHETICAL 8.9 KD PROTEIN IN IE0-IE1 INTERGENIC REG I ON. //0. 98:44:38// 
5 AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41703 

F-HEMBA1005403//SPERM HISTONE P2 PRECURSOR (PROTAMINE MP2).//0.066:64:29//MUS MUSCULUS 
(MOUSE).//P07978 

F-HEMBA1005408//50S RIBOSOMAL PROTEIN L33.//0.77:32:25//BACILLUS SUBTILIS.//Q06798 
F-HEMBA1005410//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
10 (EC 2.7.7.49); ENDONUCLEASE].//0.0065:38:52//MUS MUSCULUS (MOUSE) .//P 11 369 

F-HEMBA1 00541 1//T0XIN 84087/0.1 6:46:28//DENDROASPIS JAMESON! KAIMOSAE (EASTERN JAMES- 
ON'S MAMBA)7/P25683 

F-HEMBA1005423//CYCLIN-DEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CYCLIN-DEPENDENT KINASE 
4 INHIBITOR C) (P18-INK4C).//4.3e-09:29:96//HOMO SAPIENS (HUMAN).//P42773 
15 F-HEMBA1 005426//TOXIN C10S2C2.//0.99:49:34//DENDROASPIS ANGUSTICEPS (EASTERN GREEN MAM- 

BA).//P25684 . 

F-HEMBA1005443//I!!! ALU SUBFAMILY J WARNING ENTRY !!!l//2.9e-16:78:60//HOMO SAPIENS (HUMAN)7/ 
P39188 . , ^ ^ , ^ 

F-HEMBA1 005447//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L).//0.99:57:31//DASYPUS NOVEMCINCTUS 
20 (NINE-BANDED ARMADILLO) 7/02 1329 

F-HEMBA1005468//NADH-UBIQUINONE 0X1 DO REDUCTASE. CHAIN 1 (EC 1.6.5.3) (FRAGMENTS).//0.68:41 : 

31//ARTEMIA SAUNA (BRINE SHRIMP) .//PI 9040 

F-HEMBA1 005469 . . • 

F-HEMBA1005472//LINE-1 REVERSE TRANSCRIPTASE HQiyiOLOG 7/1. 5e-39: 142: 70//HO MO SAPIENS (HU- 
25 MAN).//P08547 ' - 

F-HEMBA1005474//I!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//5.8e-10:44:68//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-HEMBA1005475//U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD (U1 SNRNP70 KD) (SNRP70).//9.2e- 

14:179:33//HOMO SAPIENS (HUMAN)7/P08621 ; ' v.,^ ^ 

30 F-HEMBA1 005497 ; v'^jr, 

F-HEMBA1005500//60S RIBOSOMAL PROTEIN L377/p't1i:53:33//SCHISTOSOMA MANSONI (BLOOD 

FLUKE).//044125 •■ - j/!',:'; ^ 

F-HEMBA1 005506 ' ' , 

F-HEMBA1 005508 ^ 
35 F-HEMBA1005511//l!!!ALUSUBFAMILYSQWARNINGENTRY;iJil//3.5e-30:92:73//HOMOSAPIENS(HUMAN).// 

P39194 * 

F-HEMBA1005513//MALES-ABSENT ON THE FIRST PROTEIN^ (EC 2.3,1 .-)7/2.0e-39:95:61//DROSOPHILA 
MELANOGASTER (FRUIT FLY).//O02193 ; 

F-HEMBA100551 7//PR0LINE-RICH PROTEIN MP-2 PRECURSOR7/2.1e-06:56:44//MUS MUSCULUS 
40 (MOUSE).//P05142 

F-HEMBA1 00551 8//C0LLAGEN ALPHA 1(1) CHAIN (FRAGMENTS)7/5.8e-05:192:33//BOS TAURUS (BO- 
VINE). //P02453 

F-HEMBA1 005520//!!! I ALU SUBFAMILY J WARNING ENTRYJ!!!/2.0e-18:87:57//HOMO SAPIENS (HUMAN).// 
P39188 

45 F-HEMBA1005526//I!!! ALU SUBFAMILY SB2 WARNING EN JRY !!!!/5.1e-22:77:54//HOMO SAPIENS (HU- 

MAN).//P39191 

F-HEMBA1005528//CCR4-ASSOCIATED FACTOR 1 (CAF1)7/1 .2e-81 :157:98//MUS MUSCULUS (MOUSE).// 
Q60809 

F-HEMBA1005530//POLLEN ALLERGEN AMB P 5-A PRECURSQR (AMB P V-A).//0.98:19:47//AMBROSIA PSI- 
SO LOSTACHYA (WESTERN RAGWEED).//P431 74 

F-HEMBA1005548//TRANSCRIPTION FACTOR MAF1,//i;4e-72:*137:97//RATTUS NORVEGICUS (RAT).// 
P54842 '.'i y - .-1 

F-HEMBA1 005552//!!!! ALU SUBFAMILY SP WARNING ENTRY:!! iV/l .7e-29:47:78//HOMO SAPIENS (HUMAN).// 
P39193 

55 F-HEMBA1005558//HYPOTHETICAL25.6 KD PROTEIN IN ABF2:CHL12 INTERGENIC REGION7/1.6e-20:202: 

30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)./i!p04272 r . 
F-H EM BA1 005568 

F-HEMBA1005570//NADH-UBIQUINONE OXIDOREDUCTASE/ CHAIN 6 (EC 1.6.5.3).//1. 0:80:31// 
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CAENORHABDITIS ELEGANS.//P24885 

F-HEMBA1005576//TRANSMEMBRANE PROTEIN SEX PREGURSOR.//8.5e-58:152:75//HOMO SAPIENS (HU- 
MAN)y/P51805 

F-HEMBA1005577//KERATIN, HIGH-SULFUR MATRIX PROTEIN, B2A.//0.98:57:36//OVIS ARIES (SHEEP).// 
5 P02438 , 

F-HEMBA1005581//SLIT PROTEIN PRECURSORy/1.1e:62:254:41//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P24014 

F-HEMBA1005582//DYNACTIN, 150 KD ISOFORM (150 KD DYNEIN-ASSOCIATED POLYPEPTIDE) (DP-150) 
(DAP-150) (P150-GLUED).//0.0091:189:29//RATTUS NORVEGICUS (RAT).//P28023 
10 F-HEMBA1005583//HYPOTHETICAL 41.2 KD PROTEIN IN CPS'REGION (ORF7).//0.83:119:23//KLEBSIELLA 

PNEUMONIAE.//Q48453 

F-HEMBA1005588//I!!! ALU SUBFAMILY J WARNING ENTRY l!!!//i;9e-1 7:1 08:53//HOMO SAPIENS (HUMAN).// 
P39188 : r:-. \ - . 

F-HEMBA1005593//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0.23:24:54//HOMO SAPIENS 
15 (HUMAN).//P22532 

F-HEMBA1005595//DYNEIN HEAVY CHAIN, CYTOSOUC(DYHC).//2.7e-39:257:39//DICTYOSTELIUM DISCOI- 
DEUM (SLIME MOLD)y/P34036 
F-HEMBA1 005606 

F-HEMBA1005609//I!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//3.2e-20:27:96//HOMO SAPIENS (HUMAN).// 
20 P39192 

F-HEMBA1 00561 6//LATE CONTROL GENE B PROTEIN (GPB).//0.48:51;33//BACTERIOPHAGE 186.//P08711 
F-HEMBA1005621//MITOTIC MAD2 PROTEINy/1.2e-06:137:32//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST)y/P40958 . : 4. 

F-HEMBA1005627//HYPOTHETICAL 17.1 KD PROTEIN IN PUBS 3'REGION.//0.18:100:32//SACCHAROMY- 
25 CES CEREVISIAE (BAKER'S YEAST) .//P38898 
F-HEMBA1 005631 

F-HEMBA1005632//HYPOTHETICAL 7.4 KD PROTEINy/0.32:59:32//VACCINIA VIRUS (STRAIN WR).//P04309 
F-HEMBA1005634//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.6e-14:93:58//HOMO SAPIENS (HUMAN).// 
P39188 :-.-^^V K 

30 F-HEMBA1005666//HYPOTHETICAL PROTEIN KIAAoi29y/2,1e-05:126:25//HOMO SAPIENS (HUMAN)y/ 

Q14142 i! i 

F-HEMBA1 005670 

F-HEMBA1005679//LINE-1 REVERSE TRANSCRIPTASE. HOIVlOLOGy/2.2e-08:40:72//HOMO SAPIENS (HU- 

MAN)y/P08547 . , , 

35 F-HEMBA1005680//SMALL PROLINE-RICH PROTEIN 2-1 .//0:0:1,5;1?:47//HOMO SAPIENS (HUMAN)y/P35326 

F-HEMBA1 005685 ' ■ ' ' 

F-HEMBA1005699//EPHRIN-B3 PRECURSOR (EPH-RELATED RECEPTOR TYROSINE KINASE LIGAND 8) 
(LERK-8)(EPH-RELATED RECEPTOR TRANSMEMBRANE LIGANDELK-L3)y/4.2e-38:98:81//HOMO SAPIENS 
(HUMAN).//Q15768 

40 F-HEMBA1005705//PROTEIN Q300.//0.11 :23:56//MUS MUSCULUS (MOUSE).//Q02722 

F-HEMBA1005717 

F-HEMBA1005732//BACTENECIN 7 PRECURSOR (BAC7),//0.22:55:41//OVIS ARIES (SHEEP)y/P50415 
F-HEMBA1005737//CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT).// 
4,5e-18:167:34//SACCHAROMYCES CEREVISIAE (BAKER'S^ YEAST).//P25296 
45 F-H EM BA1 005746 * l-"■ 

F-HEMBA1005755//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//7.4e-30:69:65//HOMO SAPIENS (HU- 
MAN)y/P08547 . v. 

F-HEMBA1005765//III! ALU SUBFAMILY SO WARNING ENTRY III !//2.8e-1 9:60 :63//HOMO SAPIENS (HU- 
MAN)y/P39194 *• ^vi 

50 F-HEMBA1005780//METALLOTH1ONEIN-I (MT-1).//1 .0:31 :38//COLUMBA LIVIA (DOMESTIC PIGEON).// 

PI 5786 . '-;t'-;:v. v.- 

F-HEMBA1005813 /. 

F-HEMBA1 00581 5//CALPAIN, LARGE [CATALYTIC] SUBUNIT (EC '3.4.22.17) (CALCIUM- ACTIVATED NEU- 
TRAL PROTEINASE) (CANP) (MU/M-TYPE).//1 .0e-23:20G:31//e/\LL;US GALLUS (CHICKEN) .//P007B9 
55 F-HEMBA1005B22//PROTEIN Q300.//0.0016:21:80//MU,S MUSCULUS (MOUSE).//O02722 F- 

HEMBA1005829//IIII ALU SUBFAMILY SQ WARNING ENTITY M!!//9.6e-33:96:73//HOMO SAPIENS (HUMAN).// 
P39194 

F-HEMBA1005834//LINE-1 REVERSE TRANSCRIPTASE HpMOLOGy/1.6e-22:103:46//NYCTICEBUS COU- 
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GANG (SLOW LORIS)y/P08548 

F-HEMBA1005B52//PROLINE-RICH PROTEIN MP-3 (FRAGMENT)y/8.8e-06:95:35//MUS MUSCULUS 
(MOUSE)7/P05143 

F-HEMBA1005853//HYPOTHETICAL PROTEIN 
5 MJ06477/0.39:28:39//METHANOCOCCUSJANNASCHII.//Q58d63 
F-HEMBA1 005884 

F-HEMBA1005891//HYPOTHETICAL PROTEIN MTH137.//b:95:51 :27//METHANOBACTERIUM THERMOAU- 
TOTROPHICUM.//O26240 

F-HEMBA1 005894//!!!! ALU SUBFAMILY SX WARNING ENTRY- !!!!//2.6e-29:81 :71//H0M0 SAPIENS (HUMAN).// 
10 P39195 

F-HEMBA1005909//HYPOTHETICAL 8.2 KD PROTEIN Ei0353.1 IN CHROMOSOME lll.//0.98:19:52// 
CAENORHABDITIS ELEGANSy/Q10958 

F-HEMBA1 005911//!!!! ALU SUBFAMILY J WARNING ENTRY .V!!l//1,9e-27:86:70//HOMO SAPIENS (HUMAN).// 
P39188 

15 F-HEMBA1 005921//!!!! ALU SUBFAMILY SO WARNING ENTRY I !!!//! .3e-38:99:81//HOMO SAPIENS (HU- 

MAN)y/P39194 

F-HEMBA1005931//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//2.3e-17:76:51//HOMO SAPI- 
ENS (HUMAN).//P51 522 

F-HEMBA1 005934//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//0.024:54:40//HOMO SAPIENS (HUMAN)y/ 
20 P39189 ..s, ■ „ 

F-HEMBA1 005962 

F-HEMBA1005963//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAM MA-C0P)y/1 .76-32:89: 
79//BOS TAURUS (BOVINE) y/P53620 , , , . 

F-HEMBA1005990//HYPOTHETICAL BHLF1 PROTEIN.//3.0e-09:180:36//EPSTEIN-BARR VIRUS (STRAIN 
25 B95-8) (HUMAN HERPESVIRUS 4)y/P03181 

F-HEMBA1005991//HYPOTHETICAL PROTEIN KIAA0p32y/3.qe-17:107:43//HOMO SAPIENS (HUMAN)y/ 

Q15034 ■ 

F-HEMBA1 005999 ? iOrit^:-^ - 

. F-HEMBA1 006002 - ' * 

30 F-HEMBA1006005//CORNIFIN B (SMALL PROLINE-RICH .PRbT/El.hJ IB) (SPR1B) (SPR1 B).//0.00 17:45:44// 

MUS MUSCULUS (MOUSE)y/Q62267 ' 

F-HEMBA1006031//BASIC PROLINE-RICH PEPTIDE IB-i://0..00016:84:39//HOMO SAPIENS (HUMAN)y/ 
P04281 . : 

F-HEMBA1006035//DNAK PROTEIN 1 (HEAT SHOCK PROJEIN./Tp) (HSP70)y/0.43:100:27//SYNECHOCYSTIS 
35 SP. (STRAIN PCC6803)y/Q55154 ' 

F-HEMBA1 006036//!!!! ALU SUBFAMILY SO WARNING ENTRY !!J!//6.2e-64:150:74//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-HEMBA1 006042 ^ : . - 

F-HEMBA1006067//METALLOTHIONEIN A (MT- A).//0. 86:34:41 //THERM ARC ES CERBERUSy/P52721 

40 F-HEMBA1 006081 

F-HEMBA1 006090//SODIUM/GLUCOSE COTRANSPORTEB 3 (NA(+)/GLUCOSE COTRANSPORTER 3) (LOW 
AFFINITY SODIUM-GLUCOSE COTRANSPORTER)y/0.87:35:54//SUS SCROFA (PIG)y/P31636 
F-HEMBA1006091//EARLY NODULIN 20 PRECURSOR (N-20)y/0.027:87:32//MEDICAGO TRUNCATULA (BAR- 
REL MEDIC)y/P93329 ; \ 

45 F-HEMBA1006100//I!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//8.1e-09:58:60//HOMO SAPIENS (HUMAN)y/ 

P39195 

F-HEMBA1006108//HYPOTHETICAL 56.6 KD PROTEIN IN^yRE2-SSU72 INTERGENIC REGIONy/5.6e-16:88: 
36//SACCHAROMYCES CEREVISIAE (BAKER'S YEASf )y/P53867 

F«HEMBA1006121//HOMEOBOX PROTEIN CDX-1 (CAUDAL:TYPE HOMEOBOX PROTEIN 1)y/3.4e-05:106: 
50 37//HOMO SAPIENS (HUMAN)y/P47902 ' /' *' 

F-HEMBA1006124//50S RIBOSOMAL PROTEIN L33y/l;0:i'.2-83//BACILLUS STEAROTHERMOPHILUSy/ 
P23375 ' - ' 

F-HEMBA1006130//SEL-10PROTEINy/7.7e-05:129:28//CAENORHABDITIS ELEGANSy/Q93794 
F-HEMBA1006138//I!!! ALU SUBFAMILY SO WARNING ENT RY.!!!!//7.8e-13:41 :73//HOMO SAPIENS (HU- 
55 MAN)y/P39194 , .f;'iv4^:.y. 

F-HEMBA1006142//I!!! ALU SUBFAMILY SC WARNING ENTRY !l!!//2.3e-39:1 01 :77//HOMO SAPIENS (HU- 
MAN)y/P39192 . v.. . . 

F-HEMBA1006155//GENE 33 POLYPEPTIDEy/0.21:70:31//RATTUS NORVEGICUS (RAT)y/P05432 
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F-HEMBA1006158 

F-HEMBA1006173//PROTEIN-TYROSINEPHOSPHATASESTRIATUM-ENRICHED(EC3.1.3.48) (STEP) (NEU- 
RAL-SPECIFIC PROTEIN-TYROSINE PHOSPHATASE);(FRAGMENT).//0.017:20:95//HOMO SAPIENS (HU- 
MAN).//P54829 . . ; . 

5 F-HEMBA1006182//!!!! ALU SUBFAMILY J WARNING ENTRY !!!i//0.37:31:61//HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBA1006198//HOMEOBOX PROTEIN H0X-B3 '(HOX-2 7) ^(MH-23).//0.85:61:29//MUS MUSCULUS 

(MOUSE).//P09026 , . , , . ,: 

F-HEMBA1006235//50S RIBOSOMAL PROTEIN L33.//1.6:26:38//AQUIFEX AEOLICUS7/067756 
10 F-HEMBA100624B//MALE SPECIFIC SPERM PROTEIN MSf84DBy/0.0041 :64:37//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q01643 ' \X-/ V .-' 

F-HEMBA1006252//BOWMAN-BIRKTYPE PROTEINASE INHIBITOR DE-3 .//1 .0:22:40//DOLICHOS AXILLARIS 
(MACROTYLOMA AXILLARE).//P01 057 

F-HEMBA1006253//DIS1NTEGRIN ERISTICOPHIN (PLATELET AGGREGATION ACTIVATION INHIBITOR).// 
15 0.95:1 9:47//ERISTOCOPHIS MACMAHONI (LEAF-NOSED VIPER).//P22826 

F-HEMBA1 006259 

F-HEMBA1 006268//!!!! ALU SUBFAMILY SC WARNING ENTRY I!! !//7.0e-05:32:65//HOMO SAPIENS (HUMAN).// 
P39192 

F-HEMBA1 006272//RETROVIRUS-RELATED GAG POLYPROTEIN (VERSION 2).//4.8e-1 1 2:248:78//HOMO SA- 
20 PIENS(HUMAN).//P10264 

F-HEMBA1006278//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
FERASE) (FRAGMENT).//2.5e-71:164:75//HOMO SAPIENS (HUMAN)7/P51003 

F-HEMBA1006283//50S RIBOSOMAL PROTEIN L32,//0.81 :27:44//THERMUS AQUATICUS (SUBSP. THER- 
MOPHILUS).//P80339 . .V*v.':\. . 

25 F-HEMBA1006284//CUTICLE COLLAGEN 2.//0.36:42:40//CAENpkHABDITIS ELEGANS.//P 17656 

F-HEMBA1006291//HYPOTHETICAL 43.3 KD PROTEIN'tlN EVGS-GLK INTERGENIC REGIONy/2.4e-37:143: 
31//ESCHERICHIA COLI.//P76518 

F-HEMBA1006293//MYELIN-OLIGODENDROCYTE GLYCOi^^BOTEIN PRECURSOR.//0.20:134:29//RATTUS 
NORVEGICUS (RAT)y/Q63345 F-HEMBA1 006309//HYPOTHETICAL 54.2 KD PROTEIN IN ERP5-ORC6 INTER- 
30 GENIC REGIONy/2.1e-43:187:48//SACCHAROMYCES CEREVlgiAE (BAKER'S YEAST)y/P38821 

F-HEMBA1 00631 0//SIGNAL TRANSDUCER CD24 PRECURSOR (HEAT STABLE ANTIGEN) (HSA) 
{NECTADRIN).//0.71:46:39//RATTUS NORVEGICUS (RAT) 7/067490' 

F-HEMBA1006328//RNA POLYMERASE ALPHA SUBUNIT (EC 2.7.7.48) (NUCLEOCAPSID PHOSPHOPRO- 
TEIN).//0.44:141:24//HUMAN PARAINFLUENZA 1 VIRUS (STRAIN Ci-5/73).//P32531 
35 F-HEMBA1 006334//HYPOTH ETICAL TRANSCRIPTIONAL REGULATOR AF1 627.//0.98:26:46//ARCH AE- 

OGLOBUS FULGIDUSy/028646 . ■ , 

F-HEMBA1006344//EZRIN (P81) (CYTOVILLIN) (VILLIN-2)y/8.8e-08:91 :36//MUS MUSCULUS (MOUSE).// 
P26040 

F-HEMBA1006347//MALES-ABSENT ON THE FIRST PROTEIN (EC 2.3. 1.-)y/9.1 9-48:1 49:50//DROSOPHILA 
40 MELANOGASTER (FRUIT FLY).//021 93 - ; , 

F-HEMBA1006349//METALLOTHIONEIN-LIKE PROTEIN 1 .//0.6l5:59:33//CASUARINA GLAUCA (SWAMP 
OAK)y/Q39511 

F-HEMBA1006359//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6).//6.8e-96:261 :66//HOMO SAPIENS (HU- 
MAN).//P28160 e , V 

45 F-HEMBA1006364//PUTATIVE ENDONUCLEASE CI F12.06e!:(EC 3.1 .-.-)y/0.97:60:35//SCHIZOSACCHARO- 

MYCES POMBE (FISSION Y E AST) y/Q 10348 • • ' V" ■ . 

F-HEMBA1006377//EARLY NODULIN 20 PRECURSOR '(N-2ojy/0.00023:110:35//MEDICAGO TRUNCATULA 
(BARREL MEDIC)7/P93329 

F-HEMBA1 006380 .'''J^lh^^ ' 

50 F-HEMBA1006381//METALLOTHIONEIN-ll7/1.0:26:38//CANDlb/\'GLABRATA (YEAST) (TORULOPSIS GLA- 

BRArA).//P15114 ' "> - V> . 

F-HEMBA1006398//LINE-1 REVERSE TRANSCRIPTASE HbMpLOG7/3.3e-26:123:52//HOMO SAPIENS (HU- 
MAN).//P08547 ^ 1^:;/^?*)'' 

F-HEMBA1006416 ' -i 

55 F-HEMBA1006419//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!l//1.2e-24:102:50//HOMO SAPIENS (HU- 

MAN).//P39189 : - , 

F-HEMBA1 006421//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3-1e-21 :1 01 :57//HOMO SAPIENS (HUMAN).// 
P39188 
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F-HEMBA1006424//HYPOTHETICAL PROTEIN 1 0RF1 7/0.85 :55:30//BOVINE CORONAVIRUS (STRAIN ME- 
BUS), AND BOVINE CORONAVIRUS (STRAIN QUEBEC).//P22053 ^ 

F-HEMBA1006426//!I!IALU SUBFAMILY SX WARNING ENTRYJI!!//1.8e-36:78:74//HOMOSAPIENS(HUMAN).// 
P39195 " . ■ /• ^ 

5 F-HEMBA1006438//HYPOTHETICAL 8.1 KD PROTEIN (OR'F65)y/.1.0:38:36//GUILLARDIA THETA (CRYPTO- 

MONAS PHI).//078421 * • 

F-HEMBA1 006445//RAS-LIKE PROTEIN 37/1 .9e-06:40:47//RH!Z6MpCOR RACEMOSUS (MUCOR CIRCINEL- 
LOIDES R LUSITANICUS)7/P22280 '/ ' \ ' 

F-HEMBA1 006446 , v' 

10 F-HEMBA1006461//IIII ALU SUBFAMILYSC WARNING ENTRY !!l|//4*1e-18:68:^^^ 

P39192 

F-HEMBA1 006467 
F-HEMBA1 006471 

F-HEMBA1006474//40 KD PR0TEIN7/1 .1e-37:231 :38//BORNA DISEASE VIRUS (BDV)7/Q01552 
15 F-HEMBA1006483//!!!IALUSUBFAMILYSCWARNINGENTRYII!l//6.1e-38:77:74//HOMOSAPIENS(HUMAN)7/ 
P39192 

F-HEMBA1006485//HYPOTHETICAL 9.3 KD PROTEIN IN NAD3-NAD7 INTERGENIC REGION (ORF 79)7/0.91 : 
30:40//MARCHANTIA POLYMO RPH A (LIVERWORT) .//P38465 ' 

F-HEMBA1006486//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1.1e-12:78:51//HOMO SAPIENS (HU- 
20 MAN)y/P08547 

F-HEMBA1006489//FUN34 PROTEIN7/0.94:58:37//SACCHARdMYCES CEREVISIAE (BAKER'S YEAST)7/ 
P32907 J , ' 

F-HEMBA1006492//NADH-UBIQUINONE OXIDOREDUCTASE'MW SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX l-MWFE) (CI-MWFE).//0.87:44:36//HOMO SAPIEINj's (HUM AN). //0 15239 
25 F-HEMBA1006494//FERREDOXIN-LIKE PROTEIN IN NIF REGION.//0.11 :46:26//RHIZOBIUM LEGUMINOSA- 

RUM (BIOVARTRIFOLII)7/P42711 :■ ; :■ '! 

F-H EM BA1 006497 " 

F-HEMBA1006502//IIII ALU SUBFAMILY J WARNING ENTRYv!M!//q.15:26:73//HOMO SAPIENS (HUMAN).// 
P39188 

30 F-HEMBA1 006507//DIAPHANOUS PROTEIN.//0.0055:1 29:28//DROSOPHILA MELANOGASTER (FRUIT FLY).// 

P48608 . ' V ■ 

F-HEMBA1006521//3-OXOACYL-[ACYL-CARRIER PROTEIN] REDUCTASE (EC 1.1.1.100) (3-KETOACYL- 
ACYL CARRIER PROTEIN REDUCTASE)y/1 .1e-32:177:41//ESCHERICHIA COLI.//P25716 
F-HEMBA1006530//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1 .6.5.3) ( FRAGMENT). //0.052:84: 
35 26//LEISHMANIA TARENTOLAE (SAUROLEISHMANIA TARENTOLAE).//P15583 

F-HEMBA1006535//INHIBITOR OF APOPTOSIS PROTEIN 1^ (Ml API) (MIAP-1).//6.6e-05:53:39//MUS MUSCU- 
LUS (MOUSE).//O08863 

F-HEMBA1006540//PRESYNAPTIC PROTEIN SAP97 (SVNAPSBASSOCIATED PROTEIN 97) (DISCS. LARGE 
HOMOLOG 1).//2.1e-07:206:23//RATTUS NORVEGICUS (RAT)y/Q62696 
40 F-HEMBA1006546//PROBABLE E5 PROTEIN.//0.11 :70:32//HU,MAN PAPILLOMAVIRUS TYPE 51 .//P26553 

F-HEMBA1006559//SUPPRESSOR PROTEIN SRP40.//0.015:221-:20//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YE AST) y/P32583 . 

F-HEMBA1006562//SALIVARY PROLINE-RICH PROTEIN PO. PRECURSOR (ALLELE S).//1 .5e-07:122:33//HO- 

MO SAPIENS (HUMAN).//P10163 • .)'•:■ ri" -^^ 

45 F-HEMBA1006566//CELL DIVISION PROTEIN KINASE 2 (Ep:2V7,1.;.,;) (CDC2 HOMOLOG EG1 PROTEIN KI- 

NASE) .//0. 63:53 :37//XENOP US LAEVIS (AFRICAN CLAWED:FRO^G)y/P23437 

F-HEMBA1006569//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENT)y/4.4e-06:88:39//BOS TAURUS (BOVINE).// 
P02465 'H::- 
F-HEMBA1 006579 . L: :-<f:^t^\^i 

SO F-HEMBA1006583//PROLINE-RICH PROTEIN MP-2 , PRECURSOR.//0.011:61:40//MUS MUSCULUS 

(MOUSE).//P05142 

F-HEMBA1006595//III! ALU SUBFAMILY SO WARNING ENTRY II !!//5.6e-34:93:77//HOMO SAPIENS (HU- 
MAN)7/P39194 \ ^' 

F-HEMBA1006597//IIIIALU SUBFAMILYSXWARNING ENTRY I! II//1.9.e-26:75:74//HOMO SAPIENS (HUM AN)7/ 
55 P39195 

F-HEMBA1006612//SUPPRESSOR PROTEIN SRP407/0.026:221 :22//SACCHAR0MYCES CEREVISIAE (BAK- 
ER'S YEAST) .//P32583 , , 

F.HEMBA1006617//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//6.6e-20:73:63//HOMO SAPIENS (HUMAN).// 
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P39188 

F-HEMBA1006624//HYPOTHET1CAL41.9 KD PROTEIN (N SbS3-THSl INTERGENIC REGlONy/2.6e-31 :209: 
44//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P405p6 

F-HEMBA1006631//HYPOTHETICAL 62.8 KD PROTEIN IN TAf,145-YOR1 INTERGENIC REGI0N.//1 .5e-15: 
5 131 :41//SACCHAR0MYCES CEREVISIAE (BAKER'S YEASf)!//P53331 

F-HEMBA1 006635 . ■ , , 

F-HEMBA1006639//POLYADENYLATE-BINDING PROTEIN 1 (POLY(A) BINDING PROTEIN 1) (PABP 1)7/2.26- 

11:48:75//MUSMUSCULUS(MOUSE).//P29341 ... 

F-HEMBA1006643//LONG NEUROTOXIN CR1 PRECURSOR (KAPPA NEUROTOXIN).//0.28:48:27//BUNGA- 
10 RUS MULTICINCTUS (MANY-BANDED KRAIT).//P15817 

F-HEMBA1006648//ZINC FINGER PROTEIN 12 (ZINC FINGER PROTEIN K0X3) (FRAGMENT).//0.26: 17:47// 
HOMO SAPIENS (HUMAN).//P1 7014 

F-HEMBA1006652//60S RIBOSOMAL PROTEIN L7.//2.4e-44:2p6:47//MUS MUSCULUS (MOUSE) .//PI 41 48 
F-HEMBA1006653 
15 F-HEMBA1006659 

F-HEMBA1006665//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.018:43:58//HOMO SAPIENS (HU- 
MAN). //P08547 

F-HEMBA1006674//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
(TAFII-130) (TAFII130).//2.9e-05:154:33//HOMO SAPIENS (HUMAN).//O00268 
20 F-HEMBA1006676//HYPOTHETICALPROLINE-RICH PROTEIN (FRAGMENT)y/3.6e-09:52:51//OWENIA FUSI- 

FORMIS.//P21260 ' 
F-HEMBA1 006682 ^ ' ^ 

F-HEMBA1006695//IIII ALU SUBFAMILY J WARNING ENTRY'!!;I!//2:;1e-06:35:65//HOMO SAPIENS (HUMAN).// 
P39188 

25 F-HEMBA1 006696 ; ■ JuC '; 

F-HEMBA1006708//HYPOTHETICAL 46.4 KD TRP-ASP. REPEATS CONTAINING PROTEIN IN PMC1-TFG2 
INTERGENIC REGION.//3.4e-19:104:45//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53196 
F-HEMBA1006709//RETINOIC ACID RECEPTOR RXf3-BETAy/0.24:111:36//HOMO SAPIENS (HUMAN).// 
P28702 ' ; ^ 

30 F-HEMBA1006717 \ ' -'^ 

F-HEMBA1006737//ANKYRIN. BRAIN VARIANT2 (ANKYRIN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
5.86-09:111 :40//HOMO SAPIENS (HUMAN).//Q01485 

F-HEMBA1006744//!l!i ALU SUBFAMILY SB2 WARNING ENTRY !!!l//1 .8e-32:84:78//HOMO SAPIENS (HU- 
MAN).//P39191 . , . ; 

35 F-HEMBA1006754//LINE-1 REVERSE TRANSCRIPTASE- HOMOLOGy/l .3e-75:220:62//HOMO SAPIENS (HU- 

MAN)y/P08547 

F-HEMBA1006758//VASCULAR ENDOTHELIAL-CADHERIN , PRECURSOR (VECADHERIN) (CADHERIN-5) 
(7B4 ANTIGEN) (CD144 ANTIGEN)7/0.024:110:29//HOMO SAPIENS (HUMAN)y/P33151 
F-HEMBA1 006767 . 
40 F-HEMBA1006779//MITOCHONDRIAL RIBOSOMAL PROTEIN;S12y/0.67:19:42//LEISHMANIA TARENTOLAE 

(SAUROLEISHMANIA TARENTOLAE).//Q34940 fr^v 
F-HEMBA1 006780 \ 

F-HEMBA1006789//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//0.056:98:30//MUS MUSCULUS 
(MOUSE) y/P051 43 

45 F-HEMBA1006795//LINE-1 REVERSE TRANSCRIPTASE HO'M6LOGy/2.9e-11 : 143:3 0//NYCTICE BUS COU- 

CANG (SLOW LORIS).//P08548 • ^ : : [ 

F-HEMBA1006796//WISKOTT-ALDRICH SYNDROME PROTEIN^f^OMOLOG (WASP).//0.16:38:42//MUS MUS- 
CULUS (MOUSE) y/P703 15 . " ■ 

F-HEMBA1006807//HYPOTHETICAL 46.4 KD PROTEIN T16fil2.5 IN CHROMOSOME lll.//4.4e-75:184:77// 
50 CAENORHABDITIS ELEGANSy/P34568 ' " ' 

F-HEMBA1006821//III! ALU SUBFAMILY SQ WARNING ENTRY !I!I//0.011:20:85//HOMO SAPIENS (HUMAN).// 
P39194 

F-HEMBA1006824//PROTEIN B11 .//0.44:27:44//VACCINIA VIRUS (STRAIN WR)y/Q01229 
F-HEMBA1006832//HYPOTHETICAL 34.6 KD PROTEIN- .CI 3G5.2 IN CHROMOSOME III.//1 .0:46:36// 
55 CAENORHABDITIS ELEGANSy/P34327 

F-HEMBA1 006849 

F-HEMBA1006865//ACROSIN INHIBITORS IIA AND IIB(BUSI-II).//1 .0:41 :31//B0S TAURUS (BOVINE)y/P01001 
F-HEMBA1006877//OXYSTEROL-BINDING PROTEIN.//3.7e-26:239:36//ORYCTOLAGUS CUNICULUS (RAB- 
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BIT)y/P16258 

F-HEMBA1006885//HYPOTHET1CAL 27.2 KD PROTEIN F09E5.8 IN CHROMOSOME ll.//4.5e-38:1 85:43// 
CAENORHABDITIS ELEGANSy/P52057 < s.' - 

F-HEMBA1 006900 

5 F-HEMBA1006914//UBIQUITIN-ACTIVATING ENZYME EI-LIKE (POLYMERASE-INTERACTING PROTEIN 2)7/ 

5.2e-27:269:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P52488 

F-HEMBA1006921//CYTOTOXIN 3 (COMPONENT 3.20).//0.99:32:37//NAJA MELANOLEUCA (FOREST CO- 
BRA) (BLACK-LIPPED COBRA).//P01 473 

F-HEMBA1006926//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN).//0.0024:148: 
10 33//RATTUS NORVEGICUS (RAT).//P54258 

F-HEMBA1006929//HYPOTHETICAL PROTEIN MJ0525.//d.95:35:20//METHANOCOCCUS JANNASCHII.// 
Q57945 

F-HEMBA1006936//SALIVARY ACIDIC PROLINE-RICH PHOSPHOPROTEIN 1/2 PRECURSOR (PRP-1 / PRP- 
3) (PRP-2/ PRP-4) (PIF-F/ PIF-S) (PROTEIN A/ PROTEIN C) [CONTAINS: PEPTIDE P-C].//0.074:11 6:31//HOMO 
15 SAPIENS (HUMAN).//P02810 . 

F-HEMBA1 006938 

F-HEMBA1006941//THIOREDOXIN H-TYPE 1 (TRX-H1)V/2;1eTl3:90:33//NlCOTIANA TABACUM (COMMON 
TOBACCO).//P29449 

F-HEMBA1 006949 ' . ' * 

20 F-HEMBA1006973//COLLAGEN ALPHA 1(XI1) CHAIN (FRAGMENTS).//0. 75:29 :55//BOS TAURUS (BOVINE).// 

P25508 • 

F-HEMBA1006976//CMP-N-ACETYLNEURAMINATE-BETA-GALACTOSAMIDE-ALPHA-2,3-SIALYLTRANS- 
FERASE (EC 2.4.99.-) (BETA-GALACTOSIDE ALPHA-2.3-SIALYLTRANSFERASE) (ST3GALIII) (ALPHA 2.3-ST) 
(GAL-NAC6S) (STZ) (SIAT4-C) (SAT-3) (ST-4).//3.9e-108:117:95//HOMO SAPIENS (HUMAN) 7/011 206 
25 F-HEMBA1 006993 

F-HEMBA1006996//HYPOTHETICAL 8.7 KD PROTEIN IN I=IPL22-RPL23 INTERGENIC REGION (ORF70)7/ 
0.12:51 :33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA).//P34779 

F-HEMBA1007002//PLATELETGLYCOPROTEIN IX PRECURSOR (GPIX) (CD42A).//0.00096:60:33//HOMO SA- 
PIENS (HUM AN)7/P1 4770 

30 F-HEMBA1 00701 7//HYP0THETICAL 7.2 KD PROTEIN IN CYAY-DAPF INTERGENIC REGI0N7/1 .0:25:56//ES- 

CHERICHIA COLI.//P39166 " '• . ' 

F-HEMBA1 00701 8//DYNEiN LIGHT INTERMEDIATE CHAIN};i,; CVtOSOLIC (LIC57/59) (DYNEIN LIGHT CHAIN 
A) (DLC-A)y/8.5e-120:278:80//GALLUS GALLUS (CHICKEN)7/Q9b828 

F-HEMBA1007045//SKIN SECRETORY PROTEIN XP2. PREGJU.F^SPR (APEG PROTEIN)7/2.1 6-12:158:29// 
35 XENOPUS LAEVIS (AFRICAN CLAWED FROG)7/P17437! r.o/' • v. 

F-HEMBA1 007051 ' 

F-HEMBA1007052//60S RIBOSOMAL PROTEIN L37-B (L35) (YP55).//0.94:37:35//SACCHAROMYCES CERE- 
VISIAE (BAKER'S YEAST).//P51402 i i;,^^ 

F-HEMBA1007062//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34j'(A6L)7/0.93:55:29//RHlNOCEROS UNICORNIS 
40 (GREATER INDIAN RHINOCEROS)7/Q96063 ^. , - . 

F-HEMBA1007066//ECLOSION HORMONE PRECURSOR. (ECDYS.IS ACTIVATOR) (EH)7/0.58:49.38//BOM- 
BYX MORI (SILK MOTH)7/P25331 

F-HEMBA1007073//PUTATTVE SMALL MEMBRANE PROTEIN (ORF 4).//0.86:46:34//CANINE ENTERIC 
CORONAVIRUS (STRAIN INSAVC-1) (CCV)7/P36696 
45 F-HEMBA1007078//HMALU SUBFAMILY SP WARNING ENTRY !M!//8.6e-29:56:67//HOMO SAPIENS (HUMAN)7/ 

P39193 

F-HEMBA1007080//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)7/0.028:122:30//XENO- 
PUS LAEVIS (AFRICAN CLAWED FR0G)7/P1 7437 , . ■ ' 

F-HEMBA1007085//RTOA PROTEIN (RATI0-A).//7.4e-11 :221:31//DICTYOSTELIUM DISCOIDEUM (SLIME 
50 MOLD).//P54681 

F-HEMBA1007087//HYPOTHETICAL PROTEIN MJ01 627/3.3.6-29:1 73:36//METHANOCOCCUS JANNASCHII.// 
057626 

F-HEMBA1007112 

F-HEMBA1007113 ^ ■ 

S5 F-HEMBA1007121//INOSITOL POLYPHOSPHATE 1-PHOSPHATASE (EC 3.1 .3.57) (IPP)7/5.4e-07:90:28//HO- 

MO SAPIENS (HUMAN)7/P49441 

F-HEMBA1007129//HIRUSTASIN.//0.88:37:32//HIRUDO MEDICINALIS (MEDICINAL LEECH) 7/P80302 
F-HEMBA1007147//HYPOTHETICAL 12.0 KD PROTEIN IN pSJ1-HEM2 INTERGENIC REGION.//0.92:23:34// 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53182 

F-HEMBA1007149//BACTER(OC1N MICROCIN B17 PRECURSOR (MCB17).//0.0078:17:70//ESCHERICHIA 
COLI.//P05834 

F-HEMBA1007151//WDNM1 PROTEIN PRECURSORy/0.25:45:37//MUS MUSCULUS (MOUSE).//Q62477 
5 F-HEMBA1007174//HYPOTHETICAL 45.1 KD PROTEIN IN RPS5-ZMS1 INTERGENIC REGIONy/6.9e-18:97: 

47//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P47160 

F-HEMBA1 0071 78//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!/9.8e-06:38:65//HOMO SAPIENS (HUMAN).// 
P39195 • 

F-HEMBA1 0071 94//GLUCOSE-6-PHOSPHATE 1 -DEHYDROGENASE, CHOLOROPLAST ISOFORM PRECUR- 
10 SOR (EC 1.1.1.49) (G6PD).//1.0:80:32//NICOTIANATABACUM (COMMON TOBACCO) .//Q43793 

F-HEMBA1007203//PROTEIN A22.//1.0:115:26/A/ARIOLA VIRUS,//P33845 
F-HEMBA1 007206 

F-HEMBA1007224//HYPOTHETICAL 35.7 KD PROTEIN C41G4.6 IN CHROMOSOME ll.//2.4e-05:92:30// 
CAENORHABDITIS ELEGANS.//Q09275 , 
15 F-HEMBA1007243//HYPOXANTHINE-GUANINE PHOSPHORIBOSYLT RANSFERASE (EC 2.4.2.8) (HGPRT) 

(HGPRTASE) (HPRT B).//3.1e-74:205:67//MUS MUSCULUS ( MOUSE), //P00493 

F-HEMBA1007251//VITELLINE MEMBRANE PROTEIN VM26AB PRECURSOR (PROTEIN TU-4) (PROTEIN 
SV23).//0.52:108:30//DROSOPHILA MELANOGASTER (FRUIT FLY). //P 13238 
F-HEMBA1 007256 ' ' 

20 F-HEMBA1007267//CALICIN (FRAGMENT).//0.060:88:31//HOMO SAPIENS (HUMAN)y/Q13939 

F'HEMBA1007273//HYPOTHETICAL 8.1 KD PROTEIN (ORF65).//0.95:40:37//GUILLARDIA THETA (CRYPTO- 
MONAS PHI).//078421 

F-HEMBA1 007279//!!!! ALU SUBFAMILY J WARNING ENTRY .!!!!//4.6e-24:98:64//HOMO SAPIENS (HUMAN).// 
P39188 

25 F-HEMBA1 007281 / 

F-HEMBA1007288//HYPOTHETICAL 13.5 KD PROTEIN IN ZMS-1-MNS1 INTERGENIC REGION.//0.88:11 :54// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P47162 . 

F-HEMBA1007300//CGMP-SPECIFIC 3'.5'-CYCUC PHOSPHODIESTERASE (EC 3.1.4.17) (CGB-PDE).//2.7e- 
43:220:41//BOS TAURUS (BOVINE).//Q28156 . ' ' : 

30 F-HEMBA1007301//PROCOLLAGEN ALPHA 1(111) CHAIN:,Pi?E(?URSOR.//3.3e-22:115:33//HOMO SAPIENS 

(HUMAN)./^P02461 ^ V ;v, ' * 

F-HEMBA1007319 , V'J . v ! 

F-HEMBA1007320//HYPOTHETICAL 28.0 KD PROTEIN IN GL!6b-!f=INHA INTERGENIC REG 1 ON .//1 .0:48:37// 
ESCHERICHIA COLI.//P75672 . 
35 F-HEMBA1007322//THREONINE DEHYDRATASE OPERON ACTIVATOR PROTEIN.//1.0:59:33//ESCHERICHIA 

COLI.//P11866 . :> '] 

F-HEMBA1 007327 . - 

F-HEMBA1 007341//!!!! ALU SUBFAMILY J WARNING ENTRY !'!!!//9'le-12:37:62//HOMO SAPIENS (HUMAN).// 
P39188 • • 

40 F-HEMBA1007342//PROBABLE E5 P ROTE! N.//0.89:96:29//PYGMY CHIMPANZEE PAPILLOMAVIRUS TYPE 

1.//Q02268 -.-1 

F-HEMBA1007347//INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 2 PRECURSOR (IGFBP-2) (IBP-2) 
(IGF-BINDING PROTEiN 2).//0.92:62:43//OVIS ARIES (SHEEP).//Q29400 

F-HEMBB1000005//WEAK NEUROTOXIN 5.//0.98:30:33//NAv!AiNAJA (INDIAN COBRA).//P29179 
45 F-HEMBB1 000008//!!!! ALU SUBFAMILY SX WARNING ENTRY !n!//2.7e-35:73:84//HOMO SAPIENS (HUMAN).// 

P39195 

F-HEMBB1 00001 8//HYP0THETICAL BHLF1 PROTEIN.//0.39:9p:37//EPSTEIN-BARR VIRUS (STRAIN B95-8) 
(HUMAN HERPESVIRUS 4).//P03181 

F-HEMBB1000024/A/IRE LOCUS 9 KD VIRULENCE F?ROTEIN.//0.66:36:41//AGROBACTERIUM TUMEFA- 
50 CIENSy/P08061 

F-HEMBB1000025//MUSCARIN1C TOXIN ALPHA (MT.ALPH/\),//0.46:32:40//DENDROASPIS POLYLEPIS 
POLYLEPIS (BLACK MAMBA).//P80494 .*'V. -* : ^ 

F-HEMBB1000030//SUPPRESSOR PROTEIN SRP40y/6.7e-07:50:52//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P32583 . ^'^'(^'i^-U - 

55 F-HEMBB1000036//HYPOTHETICAL 43.2 KD PROTEIN, C34E1 6.1 IN CHROMOSOME lll.//2.5e-07:1 20:29// 

CAENORHABDITIS ELEGANS.//P46576 . T: ' ^ 

F-HEMBB1000037//HYPOTHETICAL 59.9 KD PROTEIN-IN SGA1-KTR7 INTERGENIC REGI0N.//1 .7e-05:71 : 
29//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P40492' ^ 
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F-HEMBB1000039/A/ERY HYPOTHETICAL 11.9 KD PROTEIN G4H3.12C IN CHROMOSOME I.//1 .0:61:21// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q 102 19 
F-HEMBB1 000044 

F-HEMBB1000048//HYPOTHETICAL 15.7 KD PROTEIN IN IDH-DEOR INTERGENIC REGI0N.//1 .0:63:31//BA- 
5 CILLUS SUBT1LIS7/P54942 

F-HEMBB1 000050//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!l//9.0e-14:34:79//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-HEMBB1 000054//!!!! ALU SUBFAMILY SP WARNING ENTRY ! !!!//5.9e-31 :45:73//H0M0 SAPIENS (HUMAN).// 

P39193 

10 F-HEMBB1000055//MUSCARINIC TOXIN ALPHA (MT-ALPHA).//1 .0:14:57//DENDROASPIS POLYLEPIS 

POLYLEPIS (BLACK MAMBA)y/P80494 ' ' . i. . . 

F-HEMBB1 000059//!!!! ALU SUBFAMILY SX WARNING ENTRY ■!!!!//1 .Oe-21 :82:59//HOMO SAPIENS (HUMAN).// 
P39195 

F-HEMBB1000083//CHROMOGRANIN A PRECURSOR (CGA) [CONTAINS: PANCREASTATIN; BETA-GRANIN; 
15 WE-14].//0.87:172:28//RATTUS NORVEGICUS (RAT)7/P10354 

F-HEMBB1000089//HYPOTHETICAL 9.5 KD PROTEIN IN SPEA-METK INTERGENIC REGION (F83)y/1 .0:42: 
33//ESCHERICHIACOLL//P46879 . 

F-HEMBB1 000099//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//7.7e-08:31 :87//HOMO SAPIENS (HUMAN).// 
P39189 ; ' 

20 F-HEMBB1000103/LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//1.4e-38:136.58//HOMO SAPIENS (HU- 

MAN)y/P08547 

F-HEMBB1000113//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3.9e-13:57:64//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBB1000119//MAF PROTEIN.//3.6e-32:195:43//BACILLUS SUBTILIS.//Q021 69 
25 F-HEMBB1000136//HYPOTHETICAL 12.7 KD PROTEIN IN PCS66-ABD1 INTERGENIC REGION.//0.65:71 :32// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P38327 

F-HEMBB1000141//B-CELL GROWTH FACTOR PRECURSOR (BCGF-1 2 KD)y/0.00014:34:64//HOMO SAPI- 
ENS (HUMAN)y/P20931 

F-HEMBB1 000144//!!!! ALU SUBFAMILY SB2 WARNING IeNTRY !!!!//2.0e-26:81:69//HOMO SAPIENS (HU- 
30 MAN)y/P39191 

F-HEMBB1000173//!!!! ALU SUBFAMILY J WARNING ENTR^ !il!//9 2e-29:91:71//HOMO SAPIENS (HUMAN).// 
P39188 " ; ' 

F-HEMBB1000175//ANTIMICROBIAL PEPTIDE ENAP-1 •(FRAGMENT)y/0.97:41 :36//EQUUS CABALLUS 
(HORSE)y/P80930 ^ " . 

35 F-HEMBB1000198//HYPOTHETICAL 7.7 KD PROTEIN -YCF33'(ORF67).//0.91:21 :52//PORPHYRA PURPU- 

REA./^P51329 ' --!C- • 

F-HEMBB1000215//I!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//3.4e-08:39:76//HOMO SAPIENS (HUMAN).// 
P39192 

F-HEMBB1 00021 7//DNA DAMAGE TOLERANCE PROTEIN*. RHC31 ,(RAD31 H OMO LOG). //2. 96-32:174:40// 
40 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/QO 6624 . 

F-HEMBB1 00021 8//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//0.73:31:38//MICROTUS PENNSYLVAN- 
ICUS (MEADOW VOLE).//P24949 

F-HEMBB1000226//HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME I L//6.5e-26: 191:34// 
CAENORHABDITIS ELEGANSy/Q09217 
45 F-HEMBB1 000240 ' c 

F-HEMBB1 000244//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1.9e-05:44:61//HOMO SAPIENS (HUMAN).// 
P39188 

F-H EM BB1 000250 ^^kr- 
F-H EM BB1 000258 

50 F-HEMBB1000264//CUTICLE COLLAGEN SQT-1 .//O.I 5:89 :33/i;eAENORHABDITIS ELEGANS.//P12114 

F-HEMBB1000266//TRANSLATION INITIATION FACTOR IF5y/2.7e-06:167:22//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/P39730 . /'.'•v;;; ..^ 

F-HEMBB1000272//CYTOCHROMECOXIDASE POLYPEPTIDE V^IB (EC 1.9.3.1) (AED)y/0.75:30:43//BOS TAU- 
RUS (BOVINE).//P00429 ..j - , . \^ ' 
55 F-HEMBB1000274//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUA- 
MOUS CELL MARKER) (SPRP)y/1.0:38:36//SUS SCROFA (PIG);//P35323 

F-HEMBB1000284//CALTRIN (CALCIUM TRANSPORT INHIBITOR)y/1.0:56:30//MUS MUSCULUS (MOUSE).// 
Q09098 ^ : . 
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F-HEMBB1 000307 
F-HEMBB1 000312 

F-HEMBB1000317//rHROMBOSPONDIN 1 PRECURSORy/3.2e-32:135:43//HOMO SAPIENS (HUMAN).// 
P07996 ' , 

5 F-HEMBB1 00031 8//PUTATIVE SMALL MEMBRANE PROTEIN (NONSTRUCTURAL PROTEIN NS3) (NON- 

STRUCTURAL 9.5 KD PROTEIN).//0.41:51:31//HUMAN CORbNAVIRUS (STRAIN OC43) 7/0 04854 
F-HEMBB1000335//ZINC FINGER PROTEIN 13 (ZFP-13) (KROX-8 PROTEIN) (FRAGMENT).//0.82:33:45//MUS 
MUSCULUS (M0USE)7/P1 0754 - :V ' . 

F-HEMBB1000336//ALDEHYDE OXIDASE (EC 1 .2.3.1 ) (FRAdMENtS)7/0.80:44:40//ORYCTOLAGUS CUNIC- 
10 ULUS (RABBIT)7/P80456 • ' ' 

F-HEMBB1000337//SPLICING FACTOR. ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 
SRP75)7/0.94:118:22//HOMO SAPIENS (HUMAN).//Q08170 -\-' ' 

F-HEMBB1000338//MALE SPECIFIC SPERM PROTEIN '-•'WST84DA.//0.042:33:39//DROSO PHI LA MELA- 
NOGASTER (FRUIT FLY)7/Q01 642 
15 F-HEMBB1000339//I!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.2e-14:54:55//HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBB1000341//GENE 74 PROTEIN (GP74).//1.0:39:33//MYCOBACTERIOPHAGE L57/Q05289 
F-HEMBB1 000343 

F-HEMBB1000354//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .1e-15:83:56//HOMO SAPIENS (HUMAN).// 
20 P39188 

F-HEMBB1000369//PROTEIN Q300.//0.99:27:40//MUS MUSCULUS (MOUSE).//Q02722 
F-HEMBB1000374//II!! ALU SUBFAMILY SB WARNING ENTRY !!ll//4.7e-34:56:78//HOMO SAPIENS (HUMAN)7/ 
P39189 

F-HEMBB1 000376 

25 F-HEMBB1000391//COLLAGEN ALPHA 1(XII) CHAIN (FRAGiyiENTS)y/0.0013:79:35//BOS TAURUS (BO- 

VINE)7/P25508 . ... .. 

F-HEMBB1000399//CHECKPOINT PROTEIN RAD177/2:8er^5:T87!31//SCHIZOSACCHAROMYCES POMBE 
(FISSION YEAST) 7/P50531 - 

F-HEMBB1000402//NADH-UBIQUINONE OXIDOREDUCT/\SE CHAIN 5 (EC 1.6.5.3) ( FRAGMENT). //0.027:60: 
30 38//LEISHMANIA TARENTOLAE (SAUROLEISHMANIA TAR ENT0LAE).//P1 5583 

F-HEMBB1000404//CYANELLE SOS RIBOSOMAL PROTEIN^ L28'.//0.9'4:29:27//CYANOPHORA PARADOXA.// 
P48129 

F-HEMBB1000420//SPLICEOSOME ASSOCIATED PROTEIN 49- (SAP 49) (SF3B53).//0.023:97:35//HOMO SA- 
PIENS (HUMAN).//Q1 5427 ' . 
35 F-HEMBB1000434//!III ALU SUBFAMILY SO WARNING ENTRY !!!!//4.8e-20:111:54//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-HEMBB1000438//HYPOTHETICAL 7.9 KD PROTEIN IN GPl55-NRDG INTERGENIC REGION.//0.93:24:50// 
BACTERIOPHAGE T47/P07076 • ... 

F-HEMBB1 000441//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.4e-23:85:70//HOMO SAPIENS (HUMAN)7/ 
40 P39188 

F-HEMBB1000449//II!! ALU SUBFAMILY SX WARNING ENTF?Y III !//0. 88:27:51 //HOMO SAPIENS (HUMAN).// 
P39195 . ' . 

F-HEMBB1 000455 ■ ^ : 

F-H EM BB1 000472 

45 F-HEMBB1000480//PROTEINSTBC7/1.0:52:30//ESCHERICHIACOLI7/P11905 

F-HEMBB1000487//SHORT NEUROTOXIN 1 (NEUROTOXIN. ALPHA) (NEUROTOXIN ll).//0.93:29:34//NAJA 
OXIANA (CENTRAL ASIAN COBRA) (OXUS CO BRA) .//P0 1427 ' 

F-HEMBB1 000490//!!!! ALU SUBFAMILY SX WARNING ENTRKJI!!//2.3e-16:50:80//HOMO SAPIENS (HUMAN).// 

P39195 . ; 

50 F-HEMBB1 000491 ] ' ; >■ . 

F-HEMBB1000493//3A PROTEIN. //1 .0:51 :35//AVIAN INFECTION VIRUS (STRAIN BEAU- 

DETTE) (IBV)7/P30237 =" '. 

F-H EM BB1 00051 0//LINE-1 REVERSE TRANSCRIPTASE H6'MoLpG7/9.7e-27:132:45//HOMO SAPIENS (HU- 
MAN) 7/P08547 : .yr .^/l ,.. 
55 F-HEMBB1 00051 8//CYT0CHR0ME C OXIDASE POLYPEPTIDE III (EC 1 .9.3.1).//0.021:47:40//LEISHMANIA 
TARENTOLAE (SAUROLEISHMANIA TARENTOLAE).//P14546 
F-H EM BB1 000523 

F-HEMBB1000530//COLLAGEN ALPHA 1(XIV) CHAIN PRECURSOR (UNDULIN).//9.8e-14:43:83//GALLUS 
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GALLUS (CHICKEN).//P32018 

F-HEMBB1000550//NADH-UBIQUINONE OXIDOREDUCTASE, CHAIN 5 (EC 1 .6.5.3)7/0.1 9:97:30/yTRYPANO- 
SOMA BRUCEI BRUCEiy/P04540 ' ! ' 

F-HEMBB1000554//MATERNAL B9.10 PROTEIN (P30 B9,10).//0.94:82:25//XENOPUS LAEVIS (AFRICAN 
CLAWED FROG)y/P40744 ^ ■ ■ ^' 

F-HEMBB1000556//TRANSCRIPTION INITIATION FACTOR f RID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
(TAFII-130) (TAFII130).//0.043:201:29//HOMO SAPIENS (HUMAN)y/000268 

F-HEMBB1000564//ATP SYNTHASE PROTEIN 8 (EC 3,6.1 .34) .(A6L)y/1.0:5:2:34//METRlDIUM SENILE 
(BROWN SEA ANEMONE) (FRILLED SEA ANEMONE).//047A93;V 

F-HEMBB1000573//III! ALU SUBFAMILY SB2 WARNING! ENW nil//2.3e-10:52:73//HOM SAPIENS (HU- 
MAN)y/P39191 

F-HEMBB1000575//!!!! ALU SUBFAMILY SC WARNING ENTRY.IIM//1 .8e-26:76:76//HOMO SAPIENS (HUMAN)y/ 
P39192 

F-HEMBB1000586//NADH-UBIQUINONE OXIDOREDUCTASE* MLRQ SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX I'MLRQ) (CI-MLRQ).//0.74:23:52//HOMO SAPIENS (HUMAN).//O00483 

F-HEMBB1 000589//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//2.9e-25:61 :75//HOMO SAPIENS (HUMAN).// 
P39193 

F-HEMBB1000591//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L)y/1 .0:34:35//PETROMYZON MARINUS 
(SEA LAMPREY)y/Q35537 

F-HEMBB1000592//SMALLPROLINE-RICH PROTEIN 2-1 .//0.0016:49:42//HOMO SAPIENS (HUMAN).//P35326 
F-HEMBB1000593//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENTS)y/0.0070:189:32//GALLUS GALLUS 
(CHICKEN).//P12105 * " • ' 

F-HEMBB1000598//LINE-1 REVERSE TRANSCRIPTASE.-HpMpLQGy/5.7e-10:110:41//NYCTICEBUS COU- 
GANG (SLOW LORIS)y/P08548 ' -^v'^i^ 

F-HEMBB1000623//HYPOTHETICAL 54.9 KD PROTEIN-:'Cp2F5,7 IN CHROMOSOME lliy/0.0022:98:28// 
CAENORHABDITIS ELEGANSy/P34284 '-^^ • 

F-HEMBB1 000630 :'"^f: -fr; 

F-HEMBB1000631//ALPHA-2C-1 ADRENERGIC RECEPT0R/i:(ALPHA-2C-1 ADRENOCEPTOR) (SUBTYPE 
C4)y/8.8e-06:59:40//HOMO SAPIENS (HUMAN)y/P1 8825 ^ ; ■ ^ 

F-HEMBB1000632//GUANINE NUCLEOTIDE RELEASING PROTEIN (GNRP)y/7.3e-1 3:1 73 :28//MUS MUSCU- 
LUS (MOUSE).//P27671 { ::v - -^ ^ 

F-HEMBB1000637//MIIALU SUBFAMILY SP WARNING ENTRY i!!l//4.6e-41 :94:82//HOMO SAPIENS (HUMAN)y/ 
P39193 . • 

F-HEMBB1000638//INVOLUCRIN.//1.9e-06:144:29//HOMOSAPIENS'(HUMAN).//P07476 
F-HEMBB1000643//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//8.3e-30:77:76//HOMO SAPIENS (HUMAN)y/ 
P39195 

F-HEMBB1000649//!!!! ALU SUBFAMILY SB WARNING ENTRY l!!!//2.5e-37:58:81//HOMO SAPIENS (HUMAN)y/ 
P39189 

F-HEMBB1000652//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//2.2e-37:61 :77//HOMO SAPIENS (HUMAN)y/ 
P39193 

F-HEMBB1000665//HYPOTHETICAL PROTEIN BBD24y/0.83:38:36//BORRELIA BURGDORFERI (LYME DIS- 
EASE SPIROCHETE)y/P70845 

F-HEMBB1000671//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/6.8e-51:74:71//HOMO SAPIENS (HU- 
MAN) y/P08547 .... -.-.MW., 

F-HEMBB1000673//HEAT-STABLE ENTEROTOXIN A3/A4^BREC,URiSOR (STA3/STA4) (ST-IB) (ST-H).//0.012: 
37:37//ESCHERICHIACOLiy/P07965 . 

F-HEMBB1 000684//!!!! ALU SUBFAMILY SP WARNING ENTRYV!!!//3.1e-21 :66:72//HOMO SAPIENS (HUMAN)y/ 
P39193 V 

F-HEMBB1000693//HUNTINGTIN ASSOCIATED PROTEIN 1'(IHAI?^)y/5.2e-26:121 :49//RATTUS NORVEGICUS 
(RAT).//P54256 '^'Vv'." 
F-HEMBB1 000705 a- ^y:"-^: 

F-HEMBB1 000706 . 

F-HEMBB1000709//HYPOTHETICAL 5.8 KD PR0TEINy/1.b:2^:44//CLOVER YELLOW MOSAIC VIRUS 
(CYMV)y/P16485 ; , 

F-HEMBB1000725//RAS-RELATED PROTEIN RAB-8B,//7:Wld5:205:98//RATTUS NORVEGICUS (RAT).// 
P70550 

F-HEMBB1000726//!!!! ALU SUBFAMILY SO WARNING ENTRY l!f!//1 .4e-25:85:70//HOMO SAPIENS (HU- 
MAN)y/P39194 
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F-HEMBB1000738//50S RIBOSOMAL PROTEIN L33.//1. 0:4.1 :31/ArHERM US AQUATICUS (SUBSP. THER- 
MOPHILUS).//P35871 

F-HEMBB1000749//I!!! ALU SUBFAMILY SQ WARNING ENTFIY !!!!//1 .3e-29:42:85//HOMO SAPIENS (HU- 
MAN)y/P39194 ^. . 

5 F-HEMBB1000763//NIFUPROTEINV/0.089:63:36//FRANKIAALNL//P46045 

F-HEMBB1000770//CALTRIN-LIKE PROTEIN 117/0.98:1 3:69//CAVrA PORCELLUS (GUINEA PIG)y/P22075 
F-HEMBB1000774//HIGH MOBILITY GROUP PROTEIN HMG-Y.//p.029:53:32//MUS MUSGULUS (MOUSE).// 
P17095 

F-HEMBB1000781//MAPK/ERK KINASE KINASE 2 (EC 2.7.1.-.) (MEK KINASE 2) (MEKK 2).//3.5e-75:1 44:98// 
10 MUS MUSGULUS (M0USE)y/Q61 083 

F-HEMBB1000789//PUTAT1VE 90.2 KDZINC FINGER PROTEIN IN QCA1-ADK2 INTERGENIC REGIONy/2.6e- 
49:232:43//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAiST).//P39956 

F-HEMBB1000790//!!!! ALU SUBFAMILY J WARNING ENTRY !!l!//2.9e-16:93:51//HOMO SAPIENS (HUMAN).// 
P39188 
15 F-HEMBB1 000794 

F-HEMBB1000807//MUSCARINIG ACETYLCHOLINE RECEPTOR M3.//0.54:111 :27//GALLUS GALLUS (CHICK- 
EN).//P49578 
F-HEMBB1 000810 
F-HEMBB1 000821 

20 F-HEMBB1000822//HYPOTHETICAL 10 KD PROTEIN .(OBF 6)7/0.1 0:50:34//NARCISSUS MOSAIC VIRUS 

(NMV).//P15099 * • 

F-HEMBB1000826//B-CELL GROWTH FACTOR PRECURSOR (BCGF-1 2 KD).//0.00025:73:39//HOMO SAPI- 
ENS (HUMAN)y/P20931 

F-HEMBB1000827//HYPOTHETICAL 7.4 KD PROTEIN y/0:89;23:52//THERMOPROTEUS TENAX VIRUS 1 
25 (STRAIN KRA1 ) (TTV1 )y/P1 9302 : ' ' 

F-HEMBB1000831//MALE SPECIFIC SPERM PROTEIN [; MSTB7F.//0. 98:35 :40//DROSO PHI LA MELA- 
NOG ASTER (FRUIT FLY). //P081 75 ■ -/'-y^fAt' 

F-HEMBB1000835//LINE-1 REVERSE TRANSCRIPTASE HOMOLOey/7,8e-31:96:46//HOMO SAPIENS (HU- 
MAN)y/P08547 

30 F-HEMBB1000840//LINE-1 REVERSE TRANSCRIPTASE HpMOLOG7/0.00012:102:36//NYCTICEBUS COU- 

CANG (SLOW LORIS)7/P08548 ' ' ' 

F-HEMBB1000848//LINE-1 REVERSE TRANSCRIPTASE- HOMPLOG7/7.3e-97:239:70//HOMO SAPIENS (HU- 
MAN) y/P08547 * , ^; , ^[ * 
F-HEMBB1 000852 V'' ' 
35 F-HEMBB1 000870 

F-HEMBB1000876//METALLOTHIONEIN (MT).//0.99:14:64//PERCA FLUVIATILIS (PERCH)7/P52725 
F-HEMBB1000883//HYPOTHETICAL 7.8 KD PROTEIN (ORF62)7/0.34:60:33//GUILLARDIA THETA (CRYPTO- 
MONAS PHI).//078459 

F-HEMBB1000887//HISTIDINE-RICH, METAL BINDING POLYPE PTIDE.//1.0:26:42//HELICOBACTER PYLORI 
40 (CAMPYLOBACTER PYLORI) 7/048251 

F-HEMBB1 000888 . 
F-HEMBB1 000890 " ' 

F-HEMBB1 000893 , / - 

F-HEMBB1000908//I!!! ALU SUBFAMILY J WARNING ENTRY^H!!//0.0074:45:51//HOMO SAPIENS (HUMAN)7/ 

45 P39188 . ; . .yji.r^ I 

F-HEMBB1 00091 0//PROBABLE E5 PROTEIN.//1 .0:49:36//HUMANl PAPILLOMAVIRUS TYPE 58y/P26552 
F-HEMBB1 000913//!!!! ALU SUBFAMILY SX WARNING ENTRY III !//p. 29:56 :46//HO MO SAPIENS (HUMAN).// 
P39195 • * 

F-HEMBB1 00091 5//CYT0CHR0ME B (EC 1 .10.2.2).//2.5e-24:62:9p//HOMO SAPIENS (HUMAN)y/P00156 
50 F-HEMBB1 000917//!!!! ALU SUBFAMILY SP WARNING ENTRY n!!//5.9e-26:53:66//H0M0 SAPIENS (HUMAN)7/ 

P39193 . ; : 

F-HEMBB1000927//NEURONAL CALCIUM SENSOR 1 (NciSM) (FREQUENIN)y/3.9e-44:182:45//XENOPUS 
LAEVIS (AFRICAN CLAWED FR0G)y/Q91 614 . ^ 

F-HEMBB1000947//SMALL PROLINE-RICH PROTEIN 2-1 ,//0 •2'4:69:27//HOMO SAPIENS (HUMAN)7/P35326 
55 F-HEMBB1000959//lin ALU SUBFAMILY SX WARNING ENTRV !!!!//3.0e-31 :89:68//HOMO SAPIENS (HUMAN).// 

P39195 

F-HEMBB1000973//CONNECTIVETISSUEGROWTHFACTORiPRECURSOR.//0.96:66:36//BOS TAURUS (BO- 
VINE) 7/0 18739 
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F-HEMBB1000975//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR (HISTIDINE-PROLINE RICH GLYCO- 
PROTEIN) (HPRG).//0.00042:77:41//HOMO SAPIENS (HUMAN)V/P04196 
F-HEMBB1 000981 

F-HEMBB1000985//MIPP PROTEIN {MURINE lAP-PROMOf ED PLACENTA-EXPRESSED PR0TEIN)y/1 .Oe-1 8: 
5 178:30//MUSMUSCULUS(MOUSE)y/P28575 
F-HEMBB1 000991 

F-HEMBB1000996//HYPOTHETICAL 10.1 KD PROTEIN IN RHSD-GCL INTERGENIC REGION (0RFD3) 7/0.58: 
34:35//ESCHERICHIA COLI.//P33669 

F-HEMBB1001004//PROBABLE E4 PROTEIN. //0.24:110:35//HUM AN PAPILLOMAVIRUS TYPE 5B.//P26550 
10 F-HEMBB1001008 

F-HEMBB1001011//ZINC FINGER PROTEIN 7 (ZINC FINGER PROTEIN K0X4) (ZINC FINGER PROTEIN HF. 
16).//3.2e-17:104:47//HOMO SAPIENS (HUM AN) .//P1 7097 

F-HEMBB1001014//EOTAXIN PRECURSOR (EOSINOPHIL CHEMOTACTIC PROTEIN).//1.0:58:39//RATTUS 
NORVEGICUS (RAT).//P97545 
15 F-HEMBB1001 020//!!!! ALU SUBFAMILY SB WARNING ENTRY MIi^/l .4e-07:36:75//HOMO SAPIENS (HUMAN).// 

P39189 

F-HEMBB1001024 ; /"^ . 

F-HEMBB1001037//FERREDOXIN.//1.0:52:25//MOORELLA - . THERMOACETICA (CLOSTRIDIUM THER- 
MO AC ETIC U M ) .//P00203 
20 F-HEMBB1001047 . \ 

F-HEMBB1001051//PROTEIN FAN (FACTOR ASSOCIATED WITH N-iSMASE ACTIVATION).//3.4e-21 :50:100// 
HOMO SAPIENS (HUMAN).//Q92636 r ' -s^ 

F-HEMBB1 001 056//HYPOTHETICAL 29.3 KD PROTEIN (ORF92)://0.6o99: 11 5:35/70 RGYIA PSEUDOTSUGATA 
MULTICAPSID POLYHEDROSIS VIRUS (0PMNPV)y/01 0341 
25 F-HEMBB1 001 058//!!!! ALU SUBFAMILY SO WARNING ENTRY l!!!//1 ,i 6-33:95 :76//HO MO SAPIENS (HUMAN)7/ 

P39192 -., 

F-HEMBB1001060//HYPOTHETICAL 8.2 KD PROTEIN ZC21.7 IN CHROMOSOME 1117/1.0:38:36// 

CAENORHABDITIS ELEGANS.//P34591 

F-HEMBB1001063 

30 F-HEMBB100106B ! - 1 . 

F-HEMBB1001096//NOXIUSTOXIN (NTX) (TOXIN 1I.11)7/0.99:36:38//CENTRUROIDES NOXIUS (MEXICAN 
SCORPION)7/P08815 

F-HEMBB1001102//HYPOTHETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME I.//1 .16-27:115:36// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09701 
35 F-HEMBB1001105//CLASS II HISTOCOMPATIBILITY ANTIGEN, M ALPHA CHAIN PRECURSOR.//0.80:70:40// 

HOMO SAPIENS (HUMAN).//P28067 i'r^'M^ ^ 

F-HEMBB1001112//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT7/1 .1e-126:287:85//RATTUS 
NORVEGICUS (RAT)7/P38378 , 

F-HEMBB1001114//HYPOTHETICAL 9.6 KD PROTEIN (6RF2)7/q,84:62:27//BACTERIOPHAGE L27/P42537 
40 F-HEMBB1001117 i >~ * 

F-HEMBB1001119//COLLAGEN ALPHA 1(XII) CHAIN PRECURS0R.//1 .66-21 :50:98//HOMO SAPIENS (HU- 
MAN)7/Q99715 c!a> ^-h -i : 

F-HEMBB1001126//HYPOTHETICAL 55.9 KD PROTEIN EEEDjB.ejN CHROMOSOME II.//1 .76-50:184:53// 
CAENORHABDITIS ELEGANS7/Q09296 i ; 

45 F-HEMBB1001133//!!!! ALU SUBFAMILY SC WARNING ENTRY !!l!//i;4e-09:53:62//HOMO SAPIENS (HUMAN).// 

P39192 - V n ir, ^ 

F-HEMBB1001137//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
MENT).//2.06-05:206:27//CRICETULUS GRISEUS (CHINESE HAMSTER)7/P11414 

F-HEMBB1 001142//!!!! ALU SUBFAMILYSP WARNING ENTRY 1 1 !l//4.1e-05:46:56//HOMO SAPIENS (HUMAN).// 
50 P39193 

F-HEMBB1001151//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME I. //2.3e-23: 109:44// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q1 0149 ' 

F-HEMBB1001153//PROCOLLAGEN ALPHA 2(IV) CHAIN PRECURSOR7/0.75:76:34//ASCARIS SUUM (PIG 
ROUNDWORM) (ASCARIS LUMBRICOIDES)7/P27393 
55 F-HEMBB1001169//!!!! ALU SUBFAMILY SX WARNING ENTRYJ!!!//1 .46-1 6:71 :59//HOMO SAPIENS (HUMAN)7/ 

P39195 . ■ 

F-HEMBB1001175//ANKYRIN.//3.2e-12:169:31//MUS MUSCU.LUS (MOUSE) 7/Q02357 

F-HEMBB1001177//PERIODIC TRYPTOPHAN PROTEIN ^ HOMbLOG.//9.4e-07:148:27//HOMO SAPIENS (HU- 
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MAN).//Q15269 

F-HEMBB1001182//HYPOTHETICAL 36.0 KD PR0TEIN7/1 .39-09:11 0:31//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST) .//P54858 > . 

F-HEMBB1001199 

5 F-HEMBB100120a//HYPOTHETICAL PROTEIN LAMBDA-SP5y/0.053:23:47//MUS MUSCULUS (MOUSE).// 

PI 5974 

F-HEMBB1 001209 

F-HEMBB1001210//HYPOTHETICAL PROTEIN LAM BDA-SP5. //O.I 4:40 :37//MUS MUSCULUS (MOUSE).// 
PI 5974 ' • 

10 F-HEMBB1001218//!!!! ALU SUBFAMILY SQ WARNING ENTRY I!! l//3.4e- 19:49 :67//HOMO SAPIENS (HU- 

MAN).//P39194 . 

F-HEMBB1001221//CYTOCHROMEC OXIDASE POLYPEPTIDE VIIA-LIVER PRECURSOR (EC 1.9.3.1)7/0.11: 

44:38//HOMO SAPIENS (HUM AN).//P1 4406 ... j ; i 

F-HEMBB1001234//65 KD YES-ASSOCIATED PROTEIN . (YAP65).//2.0e-45:192:53//MUS MUSCULUS 
15 (MOUSE).//P46938 

F-HEMBB1001242//HYPOTHETICAL 143.3 KD TRP-ASP REPEATS CONTAINING PROTEIN C12G12.13C IN 
CHROMOSOME 17/5.56-37:226:41 //SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/009876 
F-HEMBB1001249//OXALOACETATE DECARBOXYLASE GAMMA CHAIN (EC 4.1 .1 .3)7/1 .0:23:43//KLEBSIEL- 
LA PNEUMONIAE.//P13155 

20 F-HEMBB1001253//METALLOTHIONEIN-IH (MT-1H) (MET/V|,LOTHIONE!N-0) (MT-0).//0.14:16:43//HOMO SA- 

PIENS (HUMAN).//P80294 

F-HEMBB1001254//II!! ALU SUBFAMILY SX WARNING ENTRY MII//1 .4e-12:40:75//HOMO SAPIENS (HUMAN).// 
P39195 . ..I . 

F-HEMBB1001267//!I!!ALU SUBFAMILY SP WARNING ENTRY !l!l//1.0e-12:33:78//HOMO SAPIENS (HUMAN).// 
25 P39193 

F-HEMBB1001271//HYPOTHETICAL 25.1 KD PROTEIN B0302.5 IN CHROMOSOME X.//1 .0:58:37// 
CAENORHABDITIS ELEGANSy/Q10928 

F-HEMBB1001282//ANKYRIN HOMOLOG PRECURSOR.//9.5e-13:206:31//CHROMATIUM VINOSUM7/Q06527 
F-HEMBB10012B8//COPPER HOMEOSTASIS PROTEIN ,CUTC7/4.6e-42:163:51//ESCHERICHIA COLL// 
30 P46719 ^ .• 

F-HEMBB1001289//HYPOTHETICAL PROTEIN ORF-1137,//1 .06-05:1 06:26//MUS MUSCULUS (MOUSE).// 
P11260 , , 

F-HEMBB1001294//GTP-BINDING PROTEIN TC10.//1 .3e-34:58:94//HOMO SAPIENS (HUM AN). //PI 7081 
F-HEMBB1001302//HOMEOBOX PROTEIN CDX-2 (CAUDAL-TYPE HOMEOBOX PROTEIN 2) (CDX-3) 7/0.24: 
35 49:46//HOMO SAPIENS (HUMAN).//Q99626 , ' - v .- -V-. - 

F-HEMBB1001304//GLYCINE-RICHCELLWALLSTRUCfURAL PROTEIN (CLONE W1 0-1) (FRAGMENT) .//1 ,0: 
17:70//LYCOPERSICON ESCULENTUM (TOMATO).//Q01157 . 

F-HEMBB1001314//SALIVARY GLUE PROTEIN SGS-3 PRECt!jRSOR.//0.21 :104:27//DROSOPHILA ERECTA 
(FRUIT FLY).//P1 3730 / K^^/v , 

40 F-HEMBB1001315//!!!! ALU SUBFAMILY SXWARNING ENTRY !!!l//1.3e-24:53:71//HOMO SAPIENS (HUMAN).// 

P39195 \ , ■ : V 

F-HEMBB1001317//HYPOTHETICAL 85.7 KD PROTEIN ;C13G6:03 IN CHROMOSOME l.//0.24:90:31// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09782 , 

F-HEMBB1001326//HYPOTHETICAL PROTEIN LAMBDA-SP5.//0.36:26:50//MUS MUSCULUS (MOUSE).// 
45 PI 5974 " , ^ 

F-HEMBB1001331//HYPOTHETICAL BHLF1 PROTEIN.//1.0'127:33//EPSTEIN-BARR VIRUS (STRAIN B95-8) 
(HUMAN HERPESVIRUS 4).//P031 81 

F-HEMBB1 001335//ESCARGOT/SNAIL PROTEIN HOMOLOG (FRAGMENT).//0.85:44:29//SCIARA 00- 
PROPHILA (FUNGUS GNAT)7/Q01799 
50 F-HEMBB1001337//n!! ALU SUBFAMILY SQ WARNING ENTRY l!!!//4.2e-20:62:62//HOMO SAPIENS (HU- 

MAN)y/P39194 ' ' 

F-HEMBB1001339//HYPOTHETICAL 17.3 KD PROTEIN CY1 A11 .16C7/8.2e-07:123:34//MYCOBACTERIUM 
TUBERCULOSIS.//Q50606 

F-HEMBB1001346//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//4.2e-14:60:45//HOMO SAPIENS (HU- 
55 MAN).//P08547 .r ; V , 

F-HEMBB1001348//!!!! ALU SUBFAMILY J WARNING ENTRY I! !!//5.6e-1 4:61 :62//H0M0 SAPIENS (HUMAN).// 
P39188 ' . . 

F-HEMBB1001356 . . 
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F-HEMBB1001364 

F-HEMBB1001366/HISTIDINE-RICH PROTEINy/0.87:26:42//PLASMODIUM FALCIPARUM (ISOLATE FCM17/ 
SENEGAL).//P14586 

F-HEMBB1001367//!!!! ALU SUBFAMILY SC WARNING ENTRY ll!l//8.6e-40:146:61//HOMO SAPIENS (HU- 
5 MAN)y/P39192 

F-HEMBB1 001369 

F-HEMBB1001380//!!!! ALU SUBFAMILY SP WARNING ENTRY .96-25:49 :83//HOMO SAPIENS (HUMAN).// 
P39193 

F-HEMBB1001384//BH3 INTERACTING DOMAIN DEATH AGONIST (BID).//0.80:95:29//MUS MUSCULUS 
10 (MOUSE).//P70444 

F-HEMBB1 001387//PE/\2 PROTEIN (PPF2 PROTEIN).//0,022:H7:34//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)y/P40091 : . V. 

F-HEMBB1001394//ALPHA-ADAPTIN A (CLATHRIN ASSEMBLY- PROTEIN COMPLEX 2 ALPHA-A LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN A) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
15 A SUBUNIT)y/0.38:85:31//MUS MUSCULUS (MOUSE).//P17426 7 

F-HEMBB1001410 *• 

F-HEMBB1001424//PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR.//0.99:37:21// 
ORYZA SATIVA (RICE)y/P12162 

F-HEMBB1001426//!!!! ALU SUBFAMILY SX WARNING ENTRY •!!!i//0.0035:40:60//HOMO SAPIENS (HUMAN).// 
20 P39195 \r 

F-HEMBB1001429//CYTOSOL AMINOPEPTIDASE (EC 3.4'.11 .1) (LEUCINE AMINOPEPTIDASE) (LAP) (LEU- 
CYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (EC'3A11.5) (PROLYL AMIN0PEPTIDASE)y/1 .1e- 
99;21:86//BOS TAURUS (BOVINE).//P00727 .jvr- 

F-HEMBB1001436//!!!! ALU SUBFAMILY SX WARNING ENTRY !!li//3.4e-30:57:78//HOMO SAPIENS (HUMAN)7/ 
25 P39195 

F-HEMBB1001443//[PYRUVATE DEHYDROGENASE (LIPOAMIDE)]-PHOSPHATASE PRECURSOR (PDP) (EC 
3.1.3.43) (PYRUVATE DEHYDROGENASE PHOSPHATASE. CATALYTIC SUBUNIT (PDPC).//2.5e-79: 155:97// 
BOS TAURUS (BOVINE).//P3581 6 i- 
F-HEMBB1001449 

30 F-HEMBB1001454//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT).//1.1e-05:196:31//HOMO SAPIENS (HUMAN)7/P1016\ , 

F-HEMBB1001458//24 KD ANTIGEN (FRAGMENT).//0.94:18:5b//PLASMODIUM CHABAUDiy/P14592 
F-HEMBB1001463 

F-HEMBB1001464//PPF2L ANTIGEN ( FRAGMENT) 7/1. 0:45 :28//l^'LASMODIUM FALCIPARUM (ISOLATE PALO 
35 ALTO/ UGANDA) y/P07765 ^'^\^>/oi 

F-HEMBB1001482//GASTRULA ZINC FINGER PROTEIN XLGGF16.1 (FRAGMENT) y/4.2e-10:37:43//XENO- 
PUS LAEVIS (AFRICAN CLAWED FROG)y/P18712 F-HEMBB1001500 

F-HEMBB1001521//!!!! ALU SUBFAMILY J WARNING ENTRY l!!!//2:4e-39:59;72//HOMO SAPIENS (HUMAN).// 
P39188 

40 F-HEMBB1001527//HOMEOBOX PROTEIN H0X-B5 (XLHBOX-4) (XH0X-1B) (FRAGMENT)y/0.21:131 :25// 

XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P0901 9 , - ' 

F-HEMBB1001531//GENE 32 PROTEIN (GP32).//0.88:95:30//MYQOBACTERIOPHAGE L5y/Q05241 
F-HEMBB1001535//ATP SYNTHASE PROTEIN 8 (EC 3.6.1^34) (A6L)y/1. 0:31 :38//LUM BR IC US TERRESTRIS 
(COMMON EARTHW0RM)7/Q34942 ^ 
45 F-HEMBB1 001536 ' 

F-HEMBB1 001537//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//0.0063:52:50//HOMO SAPIENS (HU- 
MAN)7/P39191 

F-HEMBB1 001555//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.9e-23:69:63//HOMO SAPIENS (HUMAN).// 
P39188 ; J 

50 F-HEMBB1001562//RABPHILIN-3A7/0.087:147:27//RATTUS NORVEGICUS (RAT).//P47709 

F-HEMBB1001564//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG 7/5.98-27: 107:54//HOMO SAPIENS (HU- 
MAN) .//P08547 

F-HEMBB1001565//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//! .96-12:51 :54//HOMO SAPIENS (HU- 
MAN)7/P39194 

55 F-HEMBB1001585 \/-,, 

F-HEMBB1001586 vr... . - 

F-HEMBB1001588//HYPOTHETICAL 12.3 KD PROTEIN IN GAP1-NAP1 INTERGENIC REGION.//0.0031 :31 .48// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P3614a 
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F-HEMBB1001603 

F-HEMBB1001618//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE].//0.00076:47:44//MUS MUSCULUS (MOUSE).//P11369 
F-HEMBB1001619//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930).//1 .0:52:32//HOMO SAPIENS 
5 (HUMAN)7/P22531 
F-HEMBB1001630 

F-HEMBB1001635//METALLOTHIONEIN-LIKE PROTEIN TYPE 2 A.//1,0:27:44//LYCOPERSICON ESCULEN- 

TUM (TOMATO).//Q40157 . , 

F-HEMBB1001637//MII ALU SUBFAMILY J WARNING ENTRY'i!!!//0.0042:26:73//HOMO SAPIENS (HUMAN).// 
10 P39188 

F-HEMBB1001641 " 

F-HEMBB1001653//SURVIVAL MOTOR NEURON PROTEIN 1.//0.51:36:47//CAN IS FAMILIARIS (DOG).// 
002771 I , ' ' • ' 

F-HEMBB1001665//HOMEOBOX PROTEIN ENGRAILED-1 {Hb-EN-1).//0.0030:135:34//HOMO SAPIENS (HU- 
15 MAN)7/Q05925 

F-HEMBB1 001 668//PROBABLE 60S RIBOSOMAL PROTEIN L39.//0.99:25:44//CAENORHABDITIS ELEGANS.// 

P52814 : . • 

F-HEMBB1 001 673//HYPOTHETICAL 46.1 KD PROTEIN IN ERP5-ORC6 INTERGENIC REGIONy/0.0054:128: 
34//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) .//P38 823. - 
20 F-HEMBB1001684//SUPPRESSOR PROTEIN SRP40.//0.56:81:34//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST) .//P32583 

F-HEMBB1 001685//CYTOCHROME C OXIDASE POLYPEPTIDE VIII-HEART PRECURSOR (EC 1 .9.3.1 ) (VIIIB) 
(1X).//1.0:21:47//BOS TAURUS (BOVINE).//P10175 

F-HEMBBI 001695//MYOSIN IC HEAVY CHAIN.//8.9e-05:86:40//ACANTHAMOEBA CASTELLANII (AMOEBA).// 
25 PI 0569 

F-HEMBB1001704//IIIIALU SUBFAMILY SX WARNING ENTRY !!!!//9.0e-08:35:71//HOMO SAPIENS (HUMAN).// 
P39195 

F-HEMBB1001706//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUA- 
MOUS CELL MARKER) (SPRP)y/0.91:39:41//SUS SCROFA (PIG).//P35323 
30 F-HEMBB1001707//FERREDOXIN-LIKE PROTEIN IN NIF REGiON.//1.0:43:23//BRADYRHIZOBIUM JAPONI- 

CUM.//P27394 

F-HEMBB1 001 71 7//NADH-UBIQUIN0NE OXIDOREDUCTASE-CHAIN 4 (EC 1 .6.5.3) (FRAGMENT).//1 .0:71 :25// 
LEMUR CATTA (RING-TAILED LEMUR).//Q34878 , , , 

F-HEMBB1001735//!!!! ALU SUBFAMILY SO WARNING ENTRY !in//9.0e-35:97:74//HOMO SAPIENS (HU- 
35 MAN).//P39194 * . r-^. • 

F-HEMBB1001736//EUKARYOTIC TRANSLATION INITIATION FACTOR 3 BETA SUBUNIT (EIF-3 BETA) (EIF3 

P116) (EIF3 P110).//0.00069:180:28//HOMO SAPIENS (HUMAN) y/P55884 

F-HEMBB1001747 

F-HEMBB1001749//!III ALU SUBFAMILY SX WARNING ENTRiYJ !!l//1'.8e-43:75:70//HOMO SAPIENS (HUMAN).// 
40 P39195 

F-HEMBB1001753//PROTEIN 03007/0.00091 :16:81//MUS lyj.USCULUS (MOUSE).//Q02722 
F-HEMBB1001756//CYCLIN-DEPENDENT KINASES REGULATORY SUBUNIT 2 (XE-P9).//0.94:35:42//XENO- 
PUS LAEVIS (AFRICAN CLAWED FR0G).//Q91 879 
F-HEMBB1001760 

45 F-HEMBB1001762//GENE 35 PROTEIN (GP35).//0.76:21 :47//MYC0BACTE RIO PHAGE L5y/Q05245 

F-HEMBB1001785 

F-HEMBB1001797//CHLOROPLAST 50S RIBOSOMAL PROTEiN. 1.357/0.99 :41 :31//P0RPHYRA PURPUREA.// 
P51270 

F-HEMBB1001802 

50 F-HEMBB1001812//!!!!ALUSUBFAMILYSP WARNING ENTRY !!!!//2.2e-39:54:77//HOMO SAPIENS (HUMAN).// 

P39193 - -nV j 

F-HEMBB1001816//!!!! ALU SUBFAMILY SO WARNING ENTRY IIM//1 .1e-19:97:57//HOMO SAPIENS (HU- 
MAN).//P39194 . r .;• 

F-HEMBB1 001 831//HYPOTHETICAL 45.6 KD PROTEIN INicOXSA-ALGII INTERGENIC REG I ON 7/0. 62:204: 
S5 23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//R53951...' 

F-HEMBBia01834//GLYCINE-RICH RNA-BINDING PROTEIN t,'(FRAGMENT)7/0.0014:40:45//SORGHUM VUL- 
GARE (SORGHUM)7/Q99069 . . . 

F-HEMBB1001836//!III ALU SUBFAMILY SB2 WARNING ENTRY I!! !//7.1e- 14:85:61 //HOMO SAPIENS (HU- 
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MAN)7/P39191 i' '-. : 

F-HEMBB1001839//PROBABLE E4 P ROTE IN 7/0.61 :49:34//HU MAN PAPILLOMAVIRUS TYPE 6Gy/P20969 
F-HEMBB1001850 

F-HEMBB1001863//IIII ALU SUBFAMILY SQ WARNING* ENTRY.n!!//2.7e-30:57:68//HOMO SAPIENS (HU- 
5 MAN)7/P39194 ^ - Vr S 

F-HEMBB1001867 ' \ \ , 'v •> 

F-HEMBB1001868//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYC0PR0TEIN)7/ 
0.00036:47:53//NICOTIANA TABACUM (COMMON TOBAeeO)://P 13983 

F-HEMBB1001869//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//7.0e-11 :95:45//HOMO SAPIENS (HUMAN)7/ 
10 P39188 i - . : 

F-HEMBB1001872//HYPOTHETICAL 8.2 KD PROTEIN IN LEF8-FP INTERGENIC REG ION 7/1. 0:34:38// 

AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV)7/P41459 

F-HEMBB1001874 

F-HEMBB1001875 
15 F-HEMBB1001880 

F-HEMBB1001899//GENE 11 PROTEIN.//1.0:45:31//SPIROPLASMA VIRUS SPV1-R8A2 B7/P15902 

F-HEMBB1001905//HYPOTHETICAL 81.7 KD PROTEIN IN M0L1-NAT2 INTERGENIC REGION7/8.8e-54:216: 

51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)7/P48234 

F-HEMBB1001906 

20 F-HEMBB1001908//MONOCYTICLEUKEMIAZINC FINGER PROTEIN7/6.3e-51:138:80//HOMO SAPIENS (HU- 

MAN) 7/092794 

F-HEMBB1001910 ^vM, 
F-HEMBB1001911 . 

F-HEMBB1001915//UBIQUITIN CARBOXYL-TERMINAL HYDFiOLASE 64E (EC 3.1.2.15) (UBIQUITIN THl- 
25 OLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING RROJEASE 64E) (DEUBIQUITINATING ENZYME 

64E).//2.3e-27:71 :70//DROSOPHILA MELANOGASTER (FRljiT::RLY).7/Q24574 

F-HEMBB1001921//LINE-1 REVERSE TRANSCRIPTASE HOMQLOG7/9.8e-13:75:53//HOMO SAPIENS (HU- 
MAN) .//P08547 . \/i.yi - 
F-HEMBB1001922 ."-'^ , ^ 
30 F-HEMBB1 001 925//EPITHELIAL MEMBRANE PROTEIN-1 (EMP-1) (TUMOR-ASSOCIATED MEMBRANE PRO- 
TEIN).//! .0:55:30//MUS MUSCULUS (MOUSE)7/P47801 

F-HEMBB1001930//HYPOTHETICAL 9.6 KD PROTEIN klOD2.7 IN CHROMOSOME 1117/0.43:49:26// 
CAENORHABDITIS ELEGANS7/Q09412 • 

F-HEMBB1001944//!I!IALU SUBFAMILYSBWARNINGENTRY l!!l//5.ie-34:63:85//HOMOSAPIENS (HUMAN).// 
35 P39189 

F-HEMBB1001945//NONSPECIFIC LIPID-TRANSFER PROTEIN (LTP) (PHOSPHOLIPID TRANSFER PRO- 
TEIN) (PLTP).//0.28:45:40//AMARANTHUS CAUDATUS (LOVE-LIES-BLEEDING) (!NCA-WHEAT).//P80450 
F-HEMBB1Q01947//PROTEIN UL247/0.48:42:47//HERPES SIMPLEX VIRUS (TYPE 1 /STRAIN 17).//P10208 
F-HEMBB1 001 950//HYPOTH ETICAL 42.6 KD PROTEIN IN GSHB-ANSB INTERGENIC REGION (0378)7/1 .6e- 
40 24:162:36//ESCHERICHIACOLI7/P52062 

F-HEMBB1001952 *- - 

F-HEMBB1001953 

F-HEMBB1001957//III! ALU SUBFAMILY J WARNING ENTRY l!l!//2.7e-11 :51 :60//HOMO SAPIENS (HUMAN).// 
P39188 , ; 

45 F-HEMBB1001962//!!!! ALU SUBFAMILY J WARNING ENTRY |! ! !//7, 6e-24: 1 63:42//HOMO SAPIENS (HUMAN).// 

P39188 , /'.V}^ - 

F-HEMBB1001967//!!!! ALU SUBFAMILY SB WARNING ENTRY ■! ! !!//2.1,e-35:55:80//HOMO SAPIENS (HUMAN).// 

P39189 : ^'C'dr'Zr 

F-HEMBB1001973//IIII ALU SUBFAMILY SC WARNING ENTRY nj!//2.1e-37:108:75//HOMO SAPIENS (HU- 
50 MAN)7/P39192 . '' V:' ' 

F-HEMBB1001983//LYSIS PROTEIN (E PROTEIN) (GPE).//a84:4j5.:37//BACTERIOPHAGE ALP HA-3.//P3 1280 
F-HEMBB1001988 

F-HEMBB1001990 • : ,i 

F-HEMBB1001996//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/1.4e-14:98:40//HOMO SAPIENS (HU- 
55 MAN).//P08547 ; 

F-HEMBB1001997//I!!! ALU SUBFAMILY J WARNING ENTRY !ll!//4.1e-19:38:73//HOMO SAPIENS (HUMAN).// 
P39188 

F-HEMBB1002002//CYTOCHROMEC BIOGENESIS PROTEIN CCSA.//1. 0:1 50 :25//PORPHYRA PURPUREA7/ 
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P51369 - r v V . 

F-HEMBB1 002005//!!!! ALU SUBFAMILY SX WARNING ENTRY !l!!//7.6e-12:94:40//HOMO SAPIENS (HUMAN).// 
P39195 ^ ' ; - ' 

F-HEMBB1 002009 . / . 

5 F-HEMBB1 00201 5//HYP0THETICAL 7.7 KD PROTEIN IN MBRi-fsR.INTERGENIC REGION {F67)y/1 ,0:1 7:47// 

ESCHERICHIA COLiy/P39395 ;; ' 

F-HEMBB1002042//CYTOCHROME P450 4Cl (EC 1.14.14.:1) (G.YPIVC1).//2.4e-50:139:55//BLABERUS DIS- 
COIDALIS (TROPICAL COCKROACH).//P29981 

F-HEMBB1002043//HYPOTHETICAL9.5 KD PROTEIN IN DHFR 3'REGION (ORF3).//0.052:40:42//HERPESVI- 
10 RUS SAIMIRI (SUBGROUP C / STRAIN 488).//P22577 

F-HEMBB1002044//CELLULOSE COMPLEMENTING PROTEIN7/0.45:87:33//ACETOBACTER XYLINUM (AC- 
ETOBACTER PASTEUR IANUS).//P37697 

F-HEMBB1 002045//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L)7/0.78:1 8:55//HOMO SAPIENS (HUMAN).// 
P03928 
15 F-HEMBB1 002049 

F-HEMBB1002050//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP?) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT)y/1.0e-06:188:27//HOMO SAPIENS (HUMAN).//P02812 

F-HEMBB1002068//HOMEOBOX PROTEIN H0X-A4 (CH OX- 1 .4) 7/0.0023 :56:44//GALLUS GALLUS (CHICK- 
EN).//P17277 

20 F-HEMBB1002069//EXTENSIN PRECURSOR (CELL WAL^rHYDROXYPROLINE-RICH GLYCOPROTEIN).// 

0.0074:1 34:33//NICOTIANA TABACUM (COMMON TOBACCOy//P 13983 

F-HEMBB1002092//ENV POLYPROTEIN PRECURSOR (COAT POLYPROTEIN) [CONTAINS: OUTER MEM- 
BRANE PROTEIN GP70; TRANSMEMBRANE PROTEIN. .P2pE]'//2.4e-07:75:40//BABOON ENDOGENOUS VI- 
RUS (STRAIN M7).//P10269 * V'v / :"i 
25 F-HEMBB1 002094//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//1.9e-24:63:82//HOMO SAPIENS (HU- 

MAN).//P39191 ^. V^^I^H- : 

F-HEMBB1 00211 5//EC PROTEIN HOMOLOG (ZINC-METAlLoTHIONEIN CLASS ll).//0.94:26:42//ZEA MAYS 
(MAIZE).//P43401 , n.., :^" 

F-HEMBB1002134//2INC-FINGER PROTEIN NEURO-D4y/4.6e-57:i76:67//RATTUS NORVEGICUS (RAT).// 
30 P56163 , 

F-HEMBB1002139//CHLOROPLAST SOS RIBOSOMAL PROTEIN L35.//1.0:17:52//PORPHYRA PURPUREA.// 
P51270 f^x--- \- .'-r : 

F-HEMBB1002142//EARLYNODULIN 20 PRECURSOR(N-20).//0.g8^.:52:36//MEDICAGO TRUNCATULA (BAR- 
REL MED1C).//P93329 

35 F-HEMBB1002152//HYPOTHETICAL 12.3 KD PROTEIN IN RPL3-RPL33 INTERGENIC REGION (ORF102).// 

5.8e-05:61 :37//CYANOPHORA PARADOXA.//P15811 

F-HEMBB1002189//HYPOTHETICAL PROTEIN UL1 257/1 .0:77:32//HUMAN CYTOMEGALOVIRUS (STRAIN 
AD169).//P16835 .] 
F-HEMBB1002190 ^ , 

40 F-HEMBB1002193//TYROSINE-PROTEIN KINASE RECEPTOR TYR03 PRECURSOR (TYROSINE-PROTEIN 

KINASE RSE) (TYROSINE-PROTEIN KINASE SKY) (TYROSINE-PROTEIN KINASE DTK).//1 .2e-27:59:100// 
HOMO SAPIENS (HUMAN)7/Q0641 8 ' ' f . . 

F-HEMBB1 00221 7//ZINC FINGER PROTEIN 184 (FRAGMENT)://6.6e-22:106:50//HOMO SAPIENS (HUMAN).// 
Q99676 ^'^ri* r . • 

45 F-HEMBB1 00221 8//PR0TE1N Q300.//0.85:1 9:52//MUS mOSCULUS (MOUSE).//Q02722 

F-HEMBB1 002232//!!! I ALU SUBFAMILY SX WARNING ENTRy- i!!!//9,6e-21:56:71//HOMO SAPIENS (HUMAN).// 
P39195 v^.-.^; ; 

F-HEMBB1 002247 . • ^rJi,;') ^ 

F-HEMBB1 002249//!!! I ALU SUBFAMILY SO WARNING ENTRY l!!!//7.2e-29:93:69//HOMO SAPIENS (HU- 
50 MAN).//P39194 ''VoV^^'^i.- 

F-HEMBB002254//I!!! ALU SUBFAMILY SQ WARNING ENTRY.!!!!//2.0e-29:101:67//HOMO SAPIENS (HU- 
MAN).//P39194 

F-HEMBB1002255//NADH-UBIQUINONE OXIDOREDUCTASE 'jCrtAIN 3 (EC 1 .6.5.3)7/1 .0:73 :28//PAR A- 
MECIUMTETRAURELIA7/P15579 ; ' '-l ^ ' 

55 F-HEMBB1002266//GLUTAMIC ACID-RICH PROTEIN PRECURSbR.//0.0079:151:26//PLASMODIUM FALCI- 

PARUM (ISOLATE FC27/ PAPUA NEW GUINEA).//P13816 

F-HEMBB1002280//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/5.2e-15:182:36//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 
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F-HEMBB1 002300 ^ 

F-HEMBB1 002306//!!!! ALU SUBFAMILY SX WARNING ENTRY'!!!!//0.00011 :26:84//HOMO SAPIENS (HU- 
MAN)y/P39195 

F-HEMBB1 002327//!!!! ALU SUBFAMILY SB WARNING ENTRY4!!!/M.1e-11 :41:85//HOMO SAPIENS (HUMAN).// 
5 P39189 . • . 

F-HEMBB1002329//HYPOTHETICAL 74.0 KD PROTEIN IN e/VJr-HQM3 INTERGENIC REG ION 7/9.96-1 7:232: 
30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40032 
F-HEMBB1 002340 

F-HEMBB1002342//HYPOTHETICAL 32.5 KD PROTEIN IN MSH6tBMH2 INTERGENIC REGIONy/3.6e-40:102: 
10 57//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q03835 ' 

F-HEMBB1002358//THYMIDYLATE KINASE (EC 2.7.4.9) (DTMP KINASE)y/6.1e-30:63:96//HOMO SAPIENS 
(HUMAN).//P23919 

F-HEMBB1002359//HYPOTHETICAL 7.1 KD PROTEIN C6G9.01C IN CHROMOSOME I. //0. 97:28:46// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q92346 
15 F-HEMBB1002364//RETROVIRUS-RELATED POL POLYPROTEIN ( FRAGMENT) 7/0. 47: 119:25//HOMO SAPI- 

ENS (HUMAN).//P1 2895 

F-HEMBB1002371//HYPOTHETICAL 15.5 KD PROTEIN C2F7.12 IN CHROMOSOME I PRECURSOR.//3.0e-05: 
111:30//SCHIZOSACCHAROMYCES POMBE (FISSION Y EAST) .//Q 09703 

F-HEMBB1002381//PUTATIVE CUTICLE COLLAGEN 00965.47/0.34: 105:34//CAENORHABDITIS ELEGANS7/ 
20 Q09455 >. <. . 

F-HEMBB1002383//ATP SYNTHASE A CHAIN (EC 3.6.i.34r(RROtEIN 6).//0.049:103:32//AQUIFEX AEOLI- 
CUS.//066566 ' - 

F-HEMBB1002387//10 KD CHAPERONIN (PROTEIN CPN1p);(!^l?pTEIN GROES) (HEAT SHOCK PROTEIN 
11)7/0.18:75:28//RICKETTSIA TSUTSUGAMUSHI7/P16626 • ' • 
25 F-HEMBB1002409//HIGH MOBILITY GROUP PROTEIN HM.GiY7/0.014:61:36//MUS MUSCULUS (MOUSE).// 

PI 7095 : J A . 

F-HEMBB1002415 " :r' ^ • 

F-HEMBB1 002425//!!!! ALU SUBFAMILY SO WARNING !ENXRY>!!!!//3. 8e- 18:55 :70//HOMO SAPIENS (HU- 
MAN).//P39194 . ' . ?' 

30 F-HEMBB1002442//LIN-10 PROTEIN7/5.1 6-15:121 :31//CAENqRHABDITIS ELEGANS7/P34692 

F-HEMBB1 002453//!!!! ALU SUBFAMILY SB WARNING ENTRYJ!!I//1 .2e-32:54:75//H0MO SAPIENS (HUMAN).// 

P39189 ^ V \w 

F-HEMBB1 002457//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .56-07:31 :64//HOMO SAPIENS (HUMAN).// 
P39188 

35 F-HEMBB1002458//MALE SPECIFIC SPERM PROTEIN, . MST84DA.//0.92:28:53//DROSOPH!LA MELA- 

NOGASTER (FRUIT FLY)7/Q01 642 . " , , 

F-HEMBB1002477//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2,7.7,6) (RPB1) (FRAG- 
MENT). //0. 0066: 198 :27//CRICETULUS GRISEUS (CHINESE HAMSTER) .//P1 141 4 

F-HEMBB1 002489//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53).//0.030:1 82:28//HOMO SA- 
40 PIENS (HUMAN).//Q15427 <. %-r^ 

F-H EM BB1 002492 ^/ ' 

F-HEMBB1 002495//!!!! ALU SUBFAMILY SC WARNING ENTF\V m !//2. 16-08:41 :75//HO MO SAPIENS (HUMAN).// 
P39192 v' 

F-HEMBB1002502//RETROVIRUS-RELATED POL POLYPROTEIN ,(.FRAGMENT)7/0.00030:31 :77//HOMO SA- 
45 PIENS (HUMAN).//P1 2895 ' ' .!' V " 

F-H EM BB1 002509 . i'-^r:}-' 

F-HEMBB1 002510 Z''^ ■ 

F-HEMBB1002520//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//6.8e-36:162:50//NYCTICEBUS COU- 
CANG (SLOW LORIS)7/P08548 ^ ^ . 

50 F-HEMBB1002522//7 KD PROTEIN (ORF 4).//0.77:32:40//CHRYSANTHEMUM VIRUS B (CVB).//P37990 

F-HEMBB1 002531 , ,; 

F-HEMBB1 002534//!!!! ALU SUBFAMILY SX WARNING ENTRY i!!!//3.1 e-36:80:73//HOMO SAPIENS (HUMAN).// 
P39195 y 
F-HEMBB1 002545 ' • ' " 

55 F-HEMBB1002550//HOMEOBOX PROTEIN H0X-D11 (HOX-4.6) (HOX-5.5)7/3.8e-05:83:34//MUS MUSCULUS 

(MOUSE).//P23813 l 
F-HEMBB1 002556 . ' !• 

F-HEMBB1002579//SPLICING FACTOR U2AF 35 KD SUBUNIT (U2 AUXILIARY FACTOR 35 KD SUBUNIT) (U2 
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SNRNP AUXILIARY FACTOR SMALL SUBUNIT) (FRAGMENT) .//5.0e-06:27:77//SUS SCROFA (PIG).//Q29350 
F-HEMBB1002582//PROTEINASE INHIBITOR.//! .0:27:40//SOLANUM MELONGENA (EGGPLANT) (AUBER- 
GINE). //P0 1078 

F-HEMBB1002590//HYPOTHETICAL PROTEIN IN MMSB 3'REGION. (0RF1) (FRAGMENT).//! .96-20:90:54// 
5 PSEUDOMONASAERUGINOSA.//P288!2 v,. . 

F-HEMBB1 002596 

F-HEMBB1002600//NOVEL ANTIGEN 2 (NAG-2).//1 .98-60:1 87:59//HpMO SAPIENS (HUMAN).//014817 
F-HEMBB1002601//M PROTEIN, SEROTYPE 6 PRECUF^SO'R.//i.6:71:35//STREPTOCOCCUS PYOGENES.// 
P08089 
10 F-HEMBB1002603 

F-HEMBB1002607//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT). 7/0.0032 : 142 :33//HOMO SAPIENS (HUMAN).//P10!62 

F-HEMBB! 00261 0//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//2.0e-11:79:49//HOMO SAPIENS (HU- 
MAN).//P08547 ' 
15 F-HEMBB1 00261 3//!!!! ALU SUBFAMILY J WARNING ENTRY !!II//3.9e-08:41 :60//HOMO SAPIENS (HUMAN).// 

P39188 

F-HEMBB1 00261 4//HYP0THETICAL 9.5 KD PROTEIN.//1'.0:40:35//VACCINIA VIRUS (STRAIN COPENHA- 
GEN)y/P20553 

F-HEMBB1 00261 7//INSECT TOXIN 1 (BOT IT1).//1 .0:44:29//BUTHUS OCCITANUS TUNETANUS (COMMON 

20 EUROPEAN SCORPlON).//P55902 

F-HEMBB1002623//HYPOTHETICAL 9.7 KD PROTEIN (ORF88). '(PUTATIVE DNA-BINDING PROTEIN).//0.42: 
31 :54//BACTERIO PHAGE P4y/P1 2552 - , , . .. 

F-HEMBB1002635//STRESS-ACTIVATED PROTEIN KINASE JNK3 (EC 2.7.!.-) (C-JUN N-TERMINAL KINASE 
3) (MAP KINASE P49 3F!2).//6.2e-17:44:95//HOMO SAPIENS (HUMAN).//P53779 
25 F-HEMBB! 002664//SMALL NUCLEAR RIBONUCLEOPROTEIN ASSOCIATED PROTEIN B (SM-B) (SNRNP-B) 

(SM11) (FRAGMENT).//1.0:57:36//RATTUS NORVEGICUS (RAT).//P17136 

F-HEMBB1002677//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//! .9e-06:!94:34//NYCTICEBUS COU- 
CANG (SLOW LORlS)y/P08548 • . 

F-HEMBB! 002683//NADH-UBIQUINONE OXIDOREDUCTASFCHAIN 5 (EC 1.6.5.3) (FRAGMENT).//0.96:56: 
30 35//LEMURCATTA (RING-TAILED LEMUR)y/Q34879 

F-HEMBB!002684//SILLUCIN.//1.0:16:50//RHIZOMUCOR PUSILLUSy/P02885 
F-HEMBB1 002686 
F-H EM BB1 002692 

F-HEMBB1002697//HELIX-DESTABILIZING PROTEIN (SINGLE-STRANDED DNA BINDING PROTEIN) (GPV).// 
35 0.57:36:38//BACTERIOPHAGE FD, BACTERIOPHAGE F1 . AND BACTERIOPHAGE M13.//P03669 

F-HEMBB1 002699 
F-HEMBB! 002702 

F-HEMBB1002705//HYPOTHETICAL 34.8 KD PROTEIN C4H.3.04C IN CHROMOSOME l.//3.6e-40: 180:37// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)y/Q.10212 
40 F-H EM BB1 002712 ; :ff.M^-i • 

F-MAMMA1000009//I!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//! .2e-32:95:75//HOMO SAPIENS (HU- 
MAN)7/P39189 ; 'j:. . 

F-MAMMA1000019 \ . " 

F-MAMMA1000020//DlMETHYLANILINEMONOOXYGENASEtN-OXIDE FORMING] 5 (EC 1.14.13.8) (HEPATIC 
45 FLAVIN-CONTAINING MONOOXYGENASE 5) (FMO 5) (DIMETHYtANILINE^^^ 

MO SAPIENS (HUMAN).//P49326 a,;.; 

F-MAMMA1000025//BETA-2-MICROGLOBULIN PRECURSORy/i.6:73:26//BRACHYDANIO RERIO (ZE- 
BRAFISH) (ZEBRA DANIO).//Q04475 "v\' 

F-MAMMA1000043//HYPOTHETICAL PXBL-I PROTEIN (■fRAGMENT).//0. 057: 130:31 //BO VINE LEUKEMIA VI- 
50 RUS (JAPANESE ISOLATE BLV-1) (BLV).//P03412 f -hi V 

F-MAMMA1 000045 

F-MAMMA1000055//TESTIN 2 (TES2) [CONTAINS: TESTIN -1 (TES1)].//7.5e-44:138:55//MUS MUSCULUS 
(MOUSE).//P47226 

F-MAMMA1000057//!!!! ALU SUBFAMILY SO WARNING ENTRY IHIZ/1 .2e-39:92:69//HOMO SAPIENS (HU- 
55 MAN)y/P39194 . , 

F-MAMMA1000069//HYPOTHETICAL29.3KD PROTEIN (OR"F92)y/0'.0044:96:34//ORGYIA PSEUDOTSUGATA 
MULTICAPSIDPOLYHEDROSIS VIRUS (0PMNPV)y/01 0341 . 

F-MAMMA1000084//IIII ALU SUBFAMILY SX WARNING ENTRY !l!l//5.4e-28:94:73//HOMO SAPIENS (HU- 
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MAN)y/P39195 

F-MAMMA1000085//PUTATIVE CYSTEINYL-TRNA SYNTHETASE C29E6.06C (EC 6.1.1.16) (CYSTEINE- 
TRNA LIGASE) (CYSRS).//6.6e-38:90:51//SCHIZOSACCHARQMYCES POMBE (FISSION YEAST).//Q09860 
F-MAMMA1 000092//! Ill ALU SUBFAMILY SC WARNING .ENTRY !!J!//6.4e-30:43:86//HOMO SAPIENS (HU- 
5 MAN)y/P39192 

F-MAMMA1000103//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.038:1 7:52//HOMO SAPIENS 
(HUMAN).//P22531 

F-MAMMA1000117//50S RIBOSOMAL PROTEIN L24E (HL21/HL22).//0.90:25:4a//HALOARCULA MARISMOR- 
TUI (HALOBACTERIUM MARISMORTUI).//P14116 / ' 
10 F-MAMMA1000129//HYPOTHETICAL BHLF1 PROTEIN.//Q.Qbi.6:75:40//EPSTEIN-BARR VIRUS (STRAIN 

B95-8) (HUMAN HERPESVIRUS 4)y/P03181 
F-MAMMA1000133 

F-MAMMA1000134//HYPOTHETICAL PROTEIN MJ0647.//1.0:41:41//METHANOCOCCUS JANNASCHII.// 
Q58063 

15 F-MAMMA1000139//GUANINE NUCLEOTIDE-BINDING PROTEIN G(l)/G(S)/G(0) GAMMA-3 SUBUNITy/0.99: 

69:28//BOS TAURUS (BOVINE), AND MUS MUSCULUS (MOUSE)y/P29798 

F-MAMMA1000143//CALPAIN INHIBITOR (CALPASTATIN) (FRAGMENT)y/0.023:111:27//MUS MUSCULUS 
(MOUSE)y/P5l125 

F-MAMMA1000155//PUTATIVE CUTICLE COLLAGEN Cp9G5.5 //0 ,01 8:1 25:34y/CAENORHABDITIS ELE- 

20 GANSy/Q09456 : : " 

F-MAMMA1000163//MERCURIC TRANSPORT PROTEIN PERIPLASMIC COMPONENT PRECURSOR (PERI- 
PLASMIC MERCURY ION BINDING PROTEIN) (MERCURY SCAVENGER PROTEIN)y/0.1 1 :88:25//SHEWAN EL- 
LA PUTREFACIENS (PSEUDOMONAS PUTREFACIENS).//Q5*4463 •. 
F-MAMMA1000171 . ' , 

25 F-MAMMA1000173//DREBRIN E.//7.6e-41 :197:43//HOMq SAPiENS (HUMAN)y/Q16643 

F-MAMMA1000175//GAMMA-THIONIN HOMOLOG PPT PRECURS6r7/0.92:39:38//PETUNIA INTEGRIFOLIA 
(VIOLET-FLOWERED PETUNIA) (PETUNIA IN PLATA) 7/040901 , : 

F-MAMMA1000183//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)7/2.4e-106:249:61//HOMO SA- 
PIENS (HUMAN)y/P51 523 .] 
30 F-MAMMA1 0001 98//M ALE SPECIFIC SPERM PROTEIN MST84DD.//0.0014:35:42//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)7/Q01 645 ; . - 

F-MAMMA1 000221 ' ' ' 

F-MAMMA1000227//6.8 KD MITOCHONDRIAL PR0TE6lIPID7/1 .0:30:40//MUS MUSCULUS (MOUSE).// 
P56379 

35 F-MAMMA1000241//PHOTOSYSTEMIREACTIONCENTRESUBUNITX(PSI-K).//1,0:40:37//PORPHYRAPUR- 
PUREA7/P51370 . ...j m-m- , 

F-MAMMA1000251//HYPOTHETICAL6.8 KD PROTEIN IN FIG-RPIA iNTERGENIC REGION 7/0.99:29:48//SAL- 
MONELLA TYPHIMURIUMy/P37771 ''^Z 

F-MAMMA1000254//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5'REGION7/1 .0:20:50//SACCHAROMYCES 
40 CEREVISIAE (BAKER'S YEAST)y/P53820 - , 

F-MAMMA1000257//HYPOTHETICAL 50.0 KD PROTEIN IN/HEML 3'REGION (ORF2)7/0.22:50:44//PSEU- 
DOMONAS AERUGINOSA.//Q51470 

F-MAMMA1000264//GASTRIN-RELEASING PEPTIDE RECEPTQR,(GRP-R) (GRP-PREFERRING BOMBESIN 
RECEPTOR).//0.80:39:43//HOMO SAPIENS (HUMAN)y/P30.550 -.^^ ' 
45 F-MAMMA1 000266 ^/ 

F-MAMMA1000270//III! ALU SUBFAMILY SB WARNING -ENTRY III !//9.5e-42:95:84//HOMO SAPIENS (HU- 
MAN)y/P39189 \ . 

F-MAMMA1000277//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN]y/ 
0.0062:90:34//MUS MUSCULUS (MOUSE)7/P28481 
50 F-MAMMA1000278//C-HORDEIN (CLONE PC H0R1-3) (FR/\GMENT).//0.00096:59:33//HORDEUM VULGARE 

(BARLEY)y/P17991 / , • 

F-MAMMA1000279//!!!! ALU SUBFAMILY SX WARNING ENTRY !l!l//8.4e-1 7:56:76//HOMO SAPIENS (HU- 
MAN)y/P39195 ■ * . 

F-MAMMA1000284//ARYL HYDROCARBON RECEPTOR NUCLEAR TRANSL0CAT0R2 (ARNT PROTEIN 2)7/ 
55 0.01 7:1 46:30//MUS MUSCULUS (MOUSE) y/Q6 1324 

F-MAMMA1000287//IIII ALU SUBFAMILY SB WARNING ENTRY !!!!//1 .5e-32:84:58//HOMO SAPIENS (HU- 
MAN)y/P39189 . ; " I 

F-MAMMA1000302//C-HORDEIN (CLONE PC-919) (FRAGMENJ)y<1 .0:42:33//HORDEUM VULGARE (BAR- 
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LEY).//P17992 : . 

F-MAMMA1000307//PROBABLE E4 PROTEIN.//0.21 :71 :30//RHESUS PAPILLOMAVIRUS TYPE 1 (RHPV 1).// 
P24832 

F-MAMMA1000309//COLLAGEN ALPHA 1(VIII) CHAIN PRECURSOR (ENDOTHELIAL COLLAGEN) 7/0.0026: 
5 141 :36//HOMO SAPIENS (HUMAN).//P27658 ■ 

F-MAMMA1000312 

F-MAMMA1 00031 3//DNA REPAIR PROTEIN RADC H0M0IL0G:(25 KD PROTEIN) (FRAGMENT).//0.76:52:32// 
STAPHYLOCOCCUS AUREUS.//P31 337 

F-MAMMA1 000331 • . . . . 

10 F-MAMMA1000339//50S RIBOSOMAL PROTEIN L29P.//0.78:32-46//METHANOBACTERIUM THERMOAU- 

TOTROPHICUM.//0261 1 7 

F-MAMMA1000340//HYPOTHETICAL 29.4 KD PROTEIN IN STE6-L0S1 INTERGENIC REGI0N.//1 .0:29:58// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P3603? . , • 

F-MAMMA1 000348//! II! ALU SUBFAMILY J WARNING ENTRY !l!!//7,5e-09:63:60//HOMO SAPIENS (HUMAN).// 
15 P39188 

F-MAMMA1000356//!!!! ALU SUBFAMILY J WARNING ENTRY,! ll!//3.3e-05:42:52//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1 000360 , 

F-MAMMA1000361//IIII ALU SUBFAMILY SB WARNING ENTRY !l!!//4.4e-33:84:72//HOMO SAPIENS (HU- 
20 MAN)y/P39189 

F-MAMMA1000372//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//6.6e-21 :53:71//HOMO SAPIENS (HU- 
MAN)y/P39193 . \ , 

F-MAMMA1 000385 . .J- ' 

F-MAMMA1000388//OX40L RECEPTOR PRECURSOR (ACT35 ANTIGEN) (TAX-TRANSCRIPTIONALLY ACT\- 
25 VATED GLYCOPROTEIN 1 RECEPTOR) (CD134 ANTIGEN)y/0.4b:72:36//HOMO SAPIENS (HUMAN).//P43489 

F-MAMMA1000395//RABPHILIN-3A (FRAGMENT)7/0.032:125:25//MUS MUSCULUS (MOUSE) .//P47708 
F-MAMMA1000402//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/3.1e-28:266:40//HOMO SAPIENS (HU- 
MAN)y/P08547 r-P^i: ^ 

F-MAMMA1 00041 0//NADH-UBIQU1NONE OXIDOREDUCTASE 13 KD-B SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) 
30 (COMPLEX I-13KD-B) (CI-13KD-B) (B13)7/5.9e-06:32:68//HOMO SAPIENS (HUMAN)7/Q16718 

F-MAMMA1000413//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE17/6.7e-05:93:31//MUS MUSCULUS. (M0USE).//P1 1369 
F-MAMMA1000414 ' . V V- • 

F-MAMMA1 00041 6//HYP0THETICAL 32.0 KD PROTEIN 6p9*F5. 2 : IN CHROMOSOME lll.//4.1e-28:1 19:53// 
35 CAENORHABDITIS ELEGANS 7/009232 , ^'.^ ' *:v'' : 

F-MAMMA1000421//II!! ALU SUBFAMILY SO WARNING 'eNTRY !!ll//2.7e-23:68:76//HOMO SAPIENS (HU- 
MAN)7/P39194 r / >^ 

F-MAMMA1000422//METALLOTHIONEIN (MT)7/0.037:42:42//GADUS MORHUA (ATLANTIC COD).//P51902 
F-MAMMA1 000423 

40 F-MAMMA1 000424//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//0;048:23:73//HOMO SAPIENS (HUMAN)7/ 

P39189 

F-MAMMA1000429/A/ACUOLAR PROTEIN SORTING -ASSOCIATED PROTEIN VPS57/2.7e-05:110:30//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q92331 

F-MAMMA1000431//H!I ALU SUBFAMILY SO WARNING ENtpiY !!!!//9.4e-15:85:58//HOMO SAPIENS (HU- 
45 MAN)7/P39194 . . . . . 

F-MAMMA1000444//II!! ALU SUBFAMILY SO WARNING ENTRY II! !//4.3e-25:65:76//HOMO SAPIENS (HU- 
MAN)7/P39194 

F-MAMMA1000446//ZYXIN.//0.79:155:29//GALLUS GALLUS (CHICKEN) 7/Q04584 

F-MAMMA1000458//HYPOTHETICAL 37.7 KD PROTEIINJ C18B11.06 IN CHROMOSOME 17/0.0048:46:43// 
50 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Qp^7i 3. . 

F-MAMMA1000468//PERIOD CLOCK PROTEIN (FRAGMENT>7/0.50:20:55//DROSOPH1LA ROBUSTA (FRUIT 

FLY).//O03296 S-^l ^ . 

F-MAMMA1 000472//!!!! ALU SUBFAMILY J WARNING ENTRY;! !!!//i*.5e-1 7:1 06:55//HOMO SAPIENS (HUMAN)7/ 
P39188 

55 F-MAMMA1 000478//!!!! ALU SUBFAMILY SX WARNING ENTRY !!n//3.9e-35:80:68//HOMO SAPIENS (HU- 

MAN)7/P39195 - ^ V ■ ' 

F-MAMMA1 000483//!!!! ALU SUBFAMILY SP WARNING -EISITRY !!!!//2.8e-24:74:77//HOMO SAPIENS (HU- 
MAN)7/P39193 

- , 'v '.^ 



1626 



EP 1 074 617 A2 



F-MAMMA1 000490/yTYROSINE-PROTEIN KINASE TXK (EC 2.7.1 .112) (PTK-RL-18) (RESTING LYMPHOCYTE 
KINASE)y/0.43:21 :57//MUS MUSCULUS (MOUSE).//P42682 

F-MAMMA1000500/yTAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN).//0.61:33:54//HUMAN IM- 
MUNODEFICIENCY VIRUS TYPE 1 (Z2/CDC-Z34 ISOLATE) (HIV-1).//P12506 
5 F-MAMMA1000501//III! ALU SUBFAMILY SO WARNING ENTRY llll//1.1e-32:43:83//HOMO SAPIENS (HU- 

MAN)7/P39194 ; 
F-MAMMA1000516 ' ' 

F-MAMMA1000522//LINE-1 REVERSE TRANSCRIPTASE HOm6lOG.//0.0015:113:32//HOMO SAPIENS (HU- 
MAN)y/P08547 i . , : * _ 

10 F-MAMMA1 000524//HYPOTHETICAL HOST RANGE 8.5 KD PROTEiN'.Z/l .0:63:31/A/ACCINIA VIRUS (STRAIN 

WR)y/P17359 . 

F-MAMMA1000559//METALLOTHIONEIN-I (MT-I) (MT-IB/MT-1AV/0.31 :16:50//CALLINECTES SAPIDUS (BLUE 
CRAB).//P55949 . . • 

F-MAMMA1000565//FERREDOXIN-TYPE PROTEIN NAPF.//d.98:'37:35//ESCHERlCHIA COLI.//P33939 
15 F-MAMMA1 000567//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//5.5e-37:95:76//HOMO SAPIENS (HU- 

MAN)y/P39195 

F-MAMMA1 000576//!!!! ALU SUBFAMILY SB2 WARNING ENTRY l!!l//4.1e-07:34:64//HOMO SAPIENS (HU- 

MAN)y/P39191 

F-MAMMA1 000583 

20 F-MAMMA1 000585//! I!! ALU SUBFAMILY SO WARNING ENTRY !l!!//1.5e-28:89:75//HOMO SAPIENS (HU- 

MAN)y/P39194 • 

F-MAMMA1 000594//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//4.8e-24:38:71//HOMO SAPIENS (HU- 
MAN)y/P39195 \ • * ' V 

F-MAMMA1 000597//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1.1e-25:74:77//HOMO SAPIENS (HU- 
25 MAN)y/P39195 

F-MAMMA1000605//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.1e-1 8:83:50//HOMO SAPIENS (HU- 
MAN)y/P39195 ; *^ . 

F-MAMMA1 00061 2//HYP0THETICAL 34.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN SIS1-MRPL2 
INTERGENIC REGIONy/4.0e-42:166:48//SACCHAROMYCES:GEREVISIAE (BAKER'S YEAST).//P41318 
30 F-MAMMA1 00061 6 ^ " . 

F-MAMMA1 000621 " i:-^fr'^] 

F-MAMMA1000623//METALLOTHIONEIN-IK (MT-1 K).//0.0045:25T48//h6mO SAPIENS (HUMAN) y/P80296 
F-MAMMA1000625//PROLINE-RICH PROTEIN MP-3 (FR/\GMENT)y/0. 00078 :79:35//M US MUSCULUS 
(MOUSE) .//P051 43 ^ ■ " ; ' ^ 

35 F-MAMMA1 000643//HYPOTHETICAL 9.3 KD PROTEIN.//1 .d:25:28//M AGUARI VIRUS.//P1 6607 

F-MAMMA1 000664 ' , • 

F-MAMMA1000669//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/4.2e-05:186:30//HOMO SAPIENS (HU- 
MAN)y/P08547 ■ . 

F-MAMMA1000670//PROLINE-R1CH PROTEIN MP-3 (FRAGMENT)y/1 .6e-06:195:30//MUS MUSCULUS 
40 (MOUSE).//P05143 

F-MAMMA1000672//VITELLOGENIC CARBOXYPEPTIDASE PRECURSOR (EC 3.4.1 6. -).//3.8e-28: 184:35// 
AEDES AEGYPTI (YELLOWFEVER MOSQUITO)y/P42660 ' 

F-MAMMA1000684//DNA-B1NDING PROTEIN (VMW21)y/1 ,1e-07:55:56//HERPES SIMPLEX VIRUS (TYPE 1 / 
STRAIN 17).//P04487 

45 F-MAMMA1 000696//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!/1 .2e-31 :97:74//HOMO SAPIENS (HU- 

MAN)y/P39194 

F-MAMMA1000707//METALLOTHIONEIN-II (MT-II) (MT-IIB/MT-IIA)y/0.31 :19:42//CALLINECTES SAPIDUS 
(BLUE CRAB),//P55950 

F-MAMMA1 00071 3//XYLUL0SE KINASE (EC 2.7.1.17) (XyiiULGKINASE).//1,6e-05:88:35//LACTOBACILLUS 
50 PENT0SUSy/P21 939 ,• <^-r; - ^ 

F-MAMMA1000714//PROTEIN-LYSINE 6-OXiDASE PRECURSOR (EC 1.4.3.13) (LYSYL OXIDASE)y/0.44:126: 
30//RATTUS NORVEGICUS (RAT)y/P1 6636 w t; • - 

F-MAMMA1000718//METALLOTHIONEIN-IIE (MT-2E).//1 ,0:5^ iSI^ORYCTOLAGUS CUNICULUS (RABBIT).// 
P80292 ' , V V c, .. 

55 F-MAMMA1 000720//!!!! ALU SUBFAMILY SP WARNING ENTRY '!!!l//3.3e-28:60:71//HOMO SAPIENS (HU- 

MAN)y/P39193 - r-' 7. ■ 

F-MAMMA1000723//LINE-1 REVERSE TRANSCRIPTASE H6MOLqG.//3.7e-14:63:53//HOMO SAPIENS (HU- 
MAN)y/P08547 ... ^ ^ 
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F-MAMMA1000731//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 2 (CHD-2).//1 .8e-43:258:43//HO- 
MO SAPIENS (HUM AN).//01 4647 

F-MAMMA1000732//IMI ALU SUBFAMILY J WARNING ENTRY !!!l//9.9e-12:76:55//HOMO SAPIENS (HUMAN).// 
P39188 

5 F-MAMMA1 000733 • 

F-MAMMA1000734//NPL1 PROTEIN (SEC63 PR0TEIN)y/2;5e'-1 8: 181:39 CEREVISIAE 
(BAKER'S YEAST).//P14906 , : 

F-MAMMA1000738//HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME 17/5.46-52:196:58// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/P87115, . 
10 F-MAMMA1000744//I!!! ALU SUBFAMILY SB1 WARNING ENTRY*l!!!//6.3e-36:144:47//HOMO SAPIENS (HU- 

MAN)y/P39190 *. 
F-MAMMA1 000746 

F-MAMMA1 000752 " 

F-MAMMA1 000760//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//6.6e-29:75:72//HOMO SAPIENS (HU- 
15 MAN)y/P39195 

F-MAMMA1 000761//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!l//3.6e-09:59:64//HOMO SAPIENS (HU- 

MAN)y/P39194 

F-MAMMA1 000775 

F-MAMMA1 000776//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//3.3e-35:99:74//HOMO SAPIENS (HU- 
20 MAN)y/P39193 

F-MAMMA1000778//I!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.1e-19:65:70//HOMO SAPIENS (HU- 
MAN)y/P39195 . . ^• 

F-MAMMA1 000782 

F-MAMMA1000798//HYPOTHETIGAL PROTEIN ORF-11 377/0.01 5:59:37//MUS MUSCULUS (MOUSE).// 
25 P11260 

F-MAMMA1000802//MYOSIN IC HEAW CHAINy/0.35:94:41//ACANTHAMOEBA CASTELLANII (AMOEBA).// 
PI 0569 -''^^'r/f: 
F-MAMMA100a824//ACTIN 1.//0.046:60:31//ZEA MAYS (MAIZE) y/P02582 

F-MAMMA1000831//PROBABLE NI/FE-HYDROGENASE. 1 B-TYPiE CYTOCHROME S U BUN IT/ZL 0:30 :46//ES- 
30 CHERICHIACOLiy/P19929 vt\ • 

F-MAMMA1 000839//!!!! ALU SUBFAMILY J WARNING ENTRY Ijlf/m SAPIENS (HUMAN).// 

P39188 

F-MAMMA1000841//PUTATIVEAMIDASE (EC 3.5.1. 4)7/1 .5e-39:130:36//METHANOBACTERIUMTHERMOAU- 
TOTROPHICUM,//O27540 ' ■ 

35 F-MAMMA1000842//C-HORDEIN (CLONE PC-919) (FRAGMENTj.//0:064:43:41//HORDEUM VULGARE (BAR- 

LEY)7/P17992 • ' 

F-MAMMA1 000843 

F-MAMMA1 000845//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 2 (EC 1 .6.5.3).//0.43:58:34//DROSOPHI- 
LA YAKUBA (FRUIT FLY).//P03895 
40 F-MAMMA1000851//CUTICLE COLLAGEN 34.//0.019:107:29//CAENORHABDITIS ELEGANS7/P34687 

F-MAMMA1000855//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)y/0.00098:149:32//HOMO 
SAPIENS (HUMAN)y/Q15428 | - 

F-MAMMA1000856//METALLOTHIONEIN (M-ny/0.63:39:41//POTAMON POTAMIOSy/P55952 
F-MAMMA1000859//GLYCOPROTEIN X PRECURSOR.//0.oi4:192:28//EQUINE HERPESVIRUS TYPE 1 

45 (STRAIN AB4P) (EHV-1)y/P28968 . ^, 

F-MAMMA1000862//DISINTEGRIN KISTRIN (PLATELET AGGREGATION ACTIVATION INHIBIT0R)7/1 .0:66: 
27//AGKISTRODON RHODOSTOMA (MALAYAN PIT VIPER):(9ALL0SELASMA RH0D0ST0MA)y/P17494 
F-MAMMA1 000863//!!!! ALU SUBFAMILY J WARNING ENTf^Y l!!!//5.4e-16:41 :68//HOMO SAPIENS (HUMAN)y/ 
P39188 V 

50 F-MAMMA1000865//SALIVARY PROUNE-RICH PROTEIN 11-1 (RRAGMENT).//0.030:100:32//HOMO SAPIENS 

(HUMAN).//P81489 \ ' 

F-MAMMA1000867//APTOTOXIN IX (PARALYTIC PEPTIDE IX) (PP IX)y/0.98:43:32//APTOSTICHUS SCHLIN- 
GERI (TRAP-DOOR SPIDER).//P49272 

F-MAMMA1000875//PROLINE-RICH PEPTIDE P-B.//0.1 8:21 :47//HOMO SAPIENS (HUMAN)y/P02814 
55 F-MAMMA1 000876//!!!! ALU SUBFAMILY SB WARNING ENTRY l!!l//1.5e-22:85:71//HOMO SAPIENS (HU- 

MAN)y/P39189 , ■ , . 

F-MAMMA1 000877//!!!! ALU SUBFAMILY J WARNING ENTRY !l'l!//1 .2e-38:62:74//HOMO SAPIENS (HUMAN).// 
P39188 . 
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F-MAMMA1000880//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS) 7/0.49: 79:32//BOS TAURUS (BOVINE).// 
P25508 

F-MAMMA1000883//HYPOTHETICAL 6.1 KD PROTEIN,. . 00381 .1 0 IN OHROMOSOME X.//0.87: 15:60// 
CAENORHABDITIS ELEGANSy/Q11116 
5 F-MAMMA1000897//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H4 PRECURSOR (ITI HEAVY CHAIN 

H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HEAVY CHAif^-RELATED PROTEIN) (PLASMA KALLIKREIN 
SENSITIVE GLYCOPROTEIN 120) (PK-1 20)7/5.38-1 7: 130:40//Hp.MO SAPIENS (HUM AN) 7/0 14624 
F-MAMMA1 000905 

F-MAMMA1 000906 . 
10 F-MAMMA100090a//LINE-1 REVERSE TRANSCRIPTASE HbMpLOG.//8.0e-1 7:70:62//HOMO SAPIENS (HU- 

MAN)7/P08547 ' * . 

F-MAMMA1 00091 4//HYP0THETICAL 6.2 KD PROTEIN7/d.97:36:36//THERMOPROTEUS TENAX VIRUS 1 
(STRAIN KRA1 ) (TTV1 ).//P1 9299 
F-MAMMA1 000921 

15 F-MAMMA1 000931//!!!! ALU SUBFAMILY J WARNING ENTRY !i!!//5.6e-10:49:65//HOMO SAPIENS (HUMAN)7/ 

P39188 

F-MAMMA1000940//MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L32 7/0.42 :22 :54//R ECU NOM ON AS 
AMERICAN A7/021 281 

F-MAMMA1 000941//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.3e-25:55:69//HOMO SAPIENS (HUMAN).// 
20 P39188 

F-MAMMA1000942//!!!! ALU SUBFAMILY SO WARNING ENTRY l!!!//3.3e-08:36:75//HOMO SAPIENS (HU- 

MAN)7/P39194 

F-MAMMA1 000943 

F-MAMMA1000956//SMALL HISTIDINE-ALANINE-RICH PROTEIN PRECURSOR (SHARP) (ANTIGEN 57).// 
25 0.041 :122:25//PLASMODIUM FALCIPARUM (ISOLATE FC27V PAPUA NEW GUINEA)7/P04930 

F-MAMMA1000957//HEAT-STABLE ENTEROTOXIN A2 . PREC.yRSpR (STA2)7/0.024:37:37//ESGHERIGHIA 
COLI.//Q47185 

F-MAMMA1000962//!!!! ALU SUBFAMILY SB WARNING ENTRY !H!//6.0e-39:61:78//HOMO SAPIENS (HU- 
MAN)7/P39189 * ' ' ' ' 

30 F-MAMMA1 000968//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//0.0054:29:72//HOMO SAPIENS (HUMAN).// 

P39194 . l:J-.^:- 

F-MAMMA1000975//CUTICLE COLLAGEN DPY-2 PRECUFtSORS/l •0:93:30//CAENORHABDITIS ELEGANS.// 
P35799 x f ' 

F-MAMMA1000979//PROLINE-RICH PEPTIDE P-B7/0.012:12:66//HOMO SAPIENS (HUMAN).//P0281 4 
35 F-MAMMA1000987//HYPOTHETICAL PROTEIN LAMBDA-SP34.//1 .0:47:40//MUS MUSCULUS (MOUSE).// 

PI 5973 

F-MAMMA1 000998 

F-MAMMA1001003//PROBABLE E5 PR0TEIN.//1 .0:52:42//HUMAN PAPILLOMAVIRUS TYPE 33.//P06426 
F-MAMMA1001008//PROGASTRICSIN PRECURSOR (EC 3.4.23.3) (PEPSINOGEN C) (FRAGMENT)7/3.2e-14: 
40 1 31 :35//MACACA FUSCATA FUSCATA (JAPANESE MACAQUE).//P03955 

F-MAMMA1 001 021 //HYPOTHETICAL 35.5 KD PROTEIN IN TFIAIVISPOSON TN45567/0.01 6:61 :42//STREPT0- 
MYCES FRADIAE7/P20186 
F-MAMMA1 001024 

F-MAMMA1001030//LUTROPIN-CHORIOGONADOTROPIC' HORMONE RECEPTOR (LH/CG-R) (LSH-R) 
45 (LUTEINIZING HOROMINE RECEPTOR) (FRAGMENT)7/2:4e-20:234:29//GALLUS GALLUS (CHICKEN).// 

Q90674 ' .'. 

F-MAMMA1001035//!!!! ALU SUBFAMILY SP WARNING Efsl.TRY !!!!//1.7e-15:52:78//HOMO SAPIENS (HU- 
MAN)7/P39193 ] ' 

F-MAMMA1001038//NEUROTOXIN II (TOXIN RP-II) (S0DIUM,CHANNEL TOXIN ll).//0.53:25:48//RADIANTHUS 
50 PAUMOTENSIS (SEA ANEMONE) (HETERACTIS PAUMOTENSIS).//P01534 

F-MAMMA1001041//SPECTRIN BETA CHAIN, ERYTHROCYTE .//6.3e-1 8: 112:43//MUS MUSCULUS 
(MOUSE).//P15508 V 
F-MAMMA1001050 Vfi; iX" 

F-MAMMA1001059//PUTATIVE ATP-DEPENDENT RNA HEL|CASE.C12C2.06.//1 .36-34:1 87:47//SCHIZOSAC- 
55 CHAROMYCES POMBE (FISSION YEAST),//Q09747 , * ^ « 

F-MAMMA1001067//PROTEIN Q300.//0.36:12:75//MUS MUSCULUS (MOUSE)7/Q02722 
F-MAMMA1001073//HEPATOCYTE NUCLEAR FACTOR 3 FORKHEAD HOMOLOG 1 (HFH-1).//1 .0:70:37//RAT- 
TUS NORVEGICUS (RAT).//Q63244 
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F-MAMMA1001074//LINE-1 REVERSE TRANSCRIPTASE HpMOLOG.//0.00067:163:32//HOMO SAPIENS (HU- 
MAN)y/P08547 ' • ' 

F-MAMMA1001075//RETINOBLASTOMA BINDING PROTEIN i (RBBP-1).//0.53:72:34//HOMO SAPIENS (HU- 
MAN)y/P29374 ■■ 
5 F-MAIVIMA1001078//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/5.0e-79:184:73//HOMO SAPIENS (HU- 

MAN)y/P08547 

F-MAMMA1001080//IG HEAVY CHAIN PRECURSOR V-lll REGION (VH26).//1.7e-27:82:71//HOMO SAPIENS 

(HUMAN)7/P01764 

F-MAMMA1001082 

10 F-MAMMA1001091//HYPOTHETICAL BHLF1 PR0TEIN.//3.1 6:05:1 98:32//EPSTEIN-BARR VIRUS (STRAIN 

B95-8) (HUMAN HERPESVIRUS 4)y/P031 81 

F-MAMMA1001092//LINE-1 REVERSE TRANSCRIPTASE H0M0L0Gy/7.1e-21:65:72//H0M0 SAPIENS (HU- 
MAN) y/P08547 

F-MAMMA1001105//OVO PROTEIN (SHAVEN BABY PROTEIN)y/1.0e-18:68:48//DROSOPHILA MEl-A- 
15 NOGASTER (FRUIT FLY)y/P51 521 ' 

F-MAMMA1001110//PROCOLLAGEN ALPHA 1(IV) CHAIN>PRECURSORy/0.080:108:37//MUS MUSCULUS 
(MOUSE)y/P02463 ,v 

F-MAMMA1001126//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//2.3e-07:66:45//HOMO SAPIENS (HU- 
MAN)y/P39189 v.- , 

20 F-MAMMA1001133//HYPOTHETICAL 13.2 KD PROTEIN IN RPS4AiBAT2 INTERGENIC REGION 7/0.96:43:25// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P471 74 

F-MAMMA1001139//HYPOTHET1CAL 36.7 KD PROTEIN AHe^^ i IN CHROMOSOME liy/5.4e-42:81 :62// 
CAENORHABDITIS ELEGANSy/Q09201 ; - • 

F-MAMMA1001143//!in ALU SUBFAMILY J WARNING ENTRY !IJ!//0.0p014:36:66//HOMO SAPIENS (HUMAN).// 
25 P39188 

F-MAMMA1001145 . -. ^^ 

F-MAMMA1001154//CSBA PROTEINy/1 .0:39:38//BACILLUS SUBTiLIS.//P37953 

F-MAMMA1001161//!!!! ALU SUBFAMILY J WARNING ENTRY !l!!//5.2e-23:53:64//HOMO SAPIENS (HUMAN).// 
P39188 

30 F-MAMMA1001162//CD27L RECEPTOR PRECURSOR (T-CELL ACTIVATION ANTIGEN 0027)7/0.69:86:31// 

MUS MUSCULUS (M0USE).//P41 272 . . , .... 

F-MAMMA1001181//HYPOTHETICAL 81.0 KD PROTEIN C35D10.4 IN CHROMOSOME lll.//0,00010:74:47// 
CAENORHABDITIS ELEGANSy/Q 18486 

F-MAMMA1001186//I!!! ALU SUBFAMILY SO WARNING ENTRY !!!l//9.0e-32:44:86//HOMO SAPIENS (HU- 
35 MAN)7/P39194 "f;^./v 

F-MAMMA1001191//OCTAMER-BINDING TRANSCRIPTION FACTOR 1 (OTF-1) (NF-A1) (FRAGMENT)y/0.096: 
40:40//MACROPUS EUGENll (TAMMAR WALLABY). //Q28466.At;;H / 

F-MAMMA1001198//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 
EPS15) (AF-1P PROTEIN).//2.5e-75:204:70//HOMO SAPIENS:.(HdMAN)y/P42566 
40 F-MAMMA1001202//METALLOTHIONEIN-II (MT-II) (Mt-IIEi/MT:IIA).//0.52:46:32//CALLINECTES SAPIDUS 

(BLUE CRAB).//P55950 

F-MAMMA1001203//!!!! ALU SUBFAMILY SO WARNING ENTRY '!!!!//7.3e- 11 :82:58//HOMO SAPIENS (HU- 
MAN)y/P39192 A) 

F-MAMMA1001206//II!! ALU SUBFAMILY J WARNING ENTFIY !!!!//.i'.9e-17:67:71//HOMO SAPIENS (HUMAN).// 
45 P39188 ' , 

F-MAMMA1001215//9 KD PR0TEIN.//1 .0:51 :33//HOMO SAPIENS''(HUMAN).//P13994 

F-MAMMA1001220//!!!! ALU SUBFAMILY SB WARNING ENTRY !!l!//3.4e-37:55:87//HOMO SAPIENS (HU- 
MAN)y/P39189 ' * 

F-MAMMA1001222//HYPOTHETICAL 73.6 KD PROTEIN CY49.21 y/3.7e-06:168:38//MYCOBACTERIUM TU- 
50 BERCULOSIS7/Q10690 
F-MAMMA1001243 

F-MAMMA1001244//rRP OPERON LEADER PEPTIDE7/1 .0:18:55//SERRATiA MARCESCENS.//P03055 
F-MAMMA1001249//HYPOTHETICAL 7.2 KD PROTEIN jN'RF?S'2 3'REGION (ORF57)7/0.57:23:34//ASTASIA 
LONGA (EUGLENOPHYCEAN ALGA)7/P34774 
55 F-MAMMA1001256//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.3e-07:79:44//HOMO SAPIENS (HUMAN),// 

P39188 , .\ 

F-MAMMA1001259//PUTATIVE DNA HELICASE II HOMOLOG (EC 3.6.1 .-).//0.046:86:32//MYCOPLASMA GEN- 
ITALIUMy/P47486 • • C,: 1 
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F-MAMMA1001260//MYOSIN HEAVY CHAIN. PERINATAL SKELETAL MUSCLEy/2.7e-05:219:27//HOMO SAPI- 
ENS (HUM AN). //P 13535 , 

F-MAMMA1001268//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG,//9.7e-27:89:67//HOMO SAPIENS (HU- 
MAN).//P08547 . 
5 F-MAMMA1001271//ATROPHIN-1 (DENTATORUBRAL-PALLID0LUYSIAN ATROPHY PROTEIN).//4.0e-06: 126: 

3a//H0M0 SAPIENS (HUMAN).//P54259 

F-MAMMA1 001 274/111! ALU SUBFAMILY SQ WARNING ENTRY l!l!//7.4e-29:57:66//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-MAMMA1001280//BACTERIOCIN MICROCIN B17 PRECURSOR (MCB17).//0.27:24:54//ESCHERICHIA GO- 
TO Liy/P05834 

F-MAMMA1001292//HYPOTHETICAL PROTEIN KIAA0176 (FRAGMENT).//1 .3e-73:208:69//HOMO SAPIENS 
(HUMAN).//Q14681 

F-MAMMA1001296//I!!! ALU SUBFAMILY SP WARNING ENTRY !lll//6.9e-22:41:80//HOMO SAPIENS (HU- 
MAN).//P39193 • \ .V-" - - 

15 F-MAMMA1001298//HYPOTHETICAL PROTEIN HI0371 y/0.99:29:37//HAEMOPHILUS INFLUENZAEy/P44668 

F-MAMMA1001305//GTPASE-ACTIVATING PROTEIN RHOGAP (RHO-RELATED SMALL GTPASE PROTEIN 
ACTIVATOR) (CDC42 GTPASE-ACTIVATING PROTEIN) (P50-RHaGAP)y/9.9e-62:222:54//HOMO SAPIENS 
(HUMAN) y/Q07960 : - 

F-MAMMA1001322//B-CELL GROWTH FACTOR PRECURSOR (BCGF-12 KD)y/2.1e-09:46:60//HOMO SAPI- 
20 ENS (HUMAN)y/P20931 - f 

F-MAMMA1 001 324//P0L POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-); REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); RIBONUCLEASE H (EC 3.1.26.4)]y/2.5e-43:'128:50//FRIEND MURINE LEUKEMIA VIRUS (ISO- 
LATE PVC-211) (F-MULV).//P26808 * " I ^. 

F-MAMMA1001330//HEMOGLOBIN ZETA CHAIN (FRAGMENTS).//d30:51 :37//MACROPUS EUGENII (TAM- 
25 MAR WALLABY)y/P81044 

F-MAMMA1001341//TRISTETRAPROLINE (TTP) (TIS11A) (TISII) (ZFP-36) (GROWTH FACTOR- INDUCIBLE 
NUCLEAR PROTEIN NUP475).//0.024:89:39//HOMO SAPIENS (HUMAN).//P26651 

F-MAMMA1001343//PROBABLE E5 PROTEIN.//0.60:64:29//HUMAN PAPILLOMAVIRUS TYPE 16.//P06927 
F-MAMMA1001346//PROTEINASE INHIBITOR IIB (FRAGMENTS)y/0.97:33:45//SOLANUM TUBEROSUM (PO- 
30 TATO).//P01082 ^ ' I - 

F-MAMMA1001383//I!!! ALU SUBFAMILY SQ WARNING ENTRY !HI//1.2e-30:86:77//HOMO SAPIENS (HU- 
MAN ).//P39 194 

F-MAMMA1001388//LEUCINE-RICH ALPHA-2-GLYCOPROTEIN (LRG).//9.2e-91 :195:92//HOMO SAPIENS 
(HUMAN).//P02750 ' t - ^ 

35 F-MAMMA1001397//!!!! ALU SUBFAMILY J WARNING ENTRY I!! !y/3.5e- 19:55 :69//HOMO SAPIENS (HUMAN)y/ 

P39188 r ^i^.^y.. . 

F-MAMMA1 001 408//SALI VARY GLUE PROTEIN SGS-7 PREeURSOR.//0.60:45:35//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY).//P02841 , ■l.r,^ J!^ 

F-MAMMA1001411//GLUCOAMYLASE S1/S2 PRECURSORr(EC 3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
40 DASE) (1.4-ALPHA-D-GLUCAN GLUCO HYDROLASE) 7/5. 8e-06;:153:26//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST).//P08640 

F-MAMMA1001419//!!!! ALU SUBFAMILY SQ WARNING ENTRY.!!!!//2.3e-16:99:51//HOMO SAPIENS (HU- 
MAN)y/P39194 .s'i/.^y , : 

F-MAMMA1001420//III! ALU SUBFAMILY SB1 WARNING ENTRY i I !!//0.0018:23:65//HOMO SAPIENS (HU- 
45 MAN).//P39190 , • ' 

F-MAMMA1001435//!!!! ALU SUBFAMILY SX WARNING InTrV I! !l//1 .7e-22:60:58//HOMO SAPIENS (HU- 
MAN)y/P39195 * : . : ] 

F-MAMMA1001442 ' 

F-MAMMA1001446//I!!! ALU SUBFAMILY SQ WARNING ENTRY !l!l//1.2e-23:48:75//HOMO SAPIENS (HU- 
SO MAN).//P39194 .v* 

F-MAMMA1001452//GENE35 PROTEIN (GP35).//0.61 :31 :45//MYCOBACTERIOPHAGE L5.//Q05245 
F-MAMMA1001465//HYPOTHETICAL PROTEIN E-115.//0.0026:68:38//HUMAN ADENOVIRUS TYPE 2.// 
P03290 

F-MAMMA1001476//URIDINE KINASE (EC 2.7.1.48) (URIDINE MONOPHOSPHOKINASE) (FRAGMENT)y/ 
55 3.7e-94:201 :92//MUS MUSCULUS (MOUSE)y/P52623 

F-MAMMA1001487//LINE-1 REVERSE TRANSCRIPTASE |l;HOMC)LOGy/4.6e-16:89:41//NYCTICEBUS COU- 
CANG (SLOW LORlS)y/P08548 ■ V ' , 

F-MAMMA1001501//CALPAIN 1, LARGE [CATALYTIC] SUB^NIJJEC' 3.4.22. 17) (CALCIUM-ACTIVATED NEU- 
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TRAL PROTEINASE) (CANP) (MU-TYPE).//6.2e-59:86:97//HOMO SAPIENS (HUMAN).//P07384 
F-MAMMA1001502//HYPOTHETICAL 11.4 KD PROTEIN (ORF1).//0.21 :79:30//STREPTOMYCES FRADIAE.// 
P26800 ^ . 

F-MAMMA1001510 

5 F-MAMMA1001522//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.67:98:31//STREPTO- 

MYCES FRADIAE.//P20186 

F-MAMMA1001547//PROBABLE MOLYBDENUM-PTERIN BINDING PROTEIN.//0.97:35:42//HAEMOPHILUS 
INFLUENZAE.//P45183 

F-MAMMA1 00 1551 //HYPOTHETICAL PROTEIN MJ0458.1 .//0.038:31:41//METHANOCOCCUS JANNASCHII.// 
10 P81308 

F-MAMMA1001575 

F-MAMMA1001576//TUBULIN GAMMA GHAIN.//1 .6e-86:16i2:99//XENOPUS LAEVIS (AFRICAN CLAWED 
FROG).//P23330 

F-MAMMA1001590//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!I//0:0035:38:55//HOMO SAPIENS (HUMAN).// 
15 P39195 ' : 

F-MAMMA1001600//CONNECTIVE TISSUE GROWTH FACTOR PRECURSOR.//0.85:53:33//HOMO SAPIENS 
(HUMAN)7/P29279 

F-MAMMA1001604//HYPOTHETICAL 11.1 KD PROTEIN C36Dil.02C IN CHROMOSOME I.//0.1 4:82:29// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09902. ; 
20 F-MAMMA1001606//HIGH MOBILITY GROUP PROTEIN HMpj-C^//8.2e-05:77:37//HOMO SAPIENS (HUMAN).// 

P52926 ' 

F-MAMMA1001620//II!! ALU SUBFAMILY SX WARNING ENTRY !!ll//5.5e-05:24:66//HOMO SAPIENS (HU- 
MAN).//P39195 ■ ■ ^ 

F-MAMMA1001627//CUTICLE COLLAGEN 407/0.82:131 :31//C'aEN0RHABDITIS ELEGANSy/P34804 
25 F-MAMMA1001630//II!! ALU SUBFAMILY SO WARNING ENTRY !n!//8.6e-26:57:78//HOMO SAPIENS (HU- 

MAN)y/P39194 

F-MAMMA1001633//ZINC FINGER PROTEIN 165y/6.9e-38:166:55//HOMO SAPIENS (HUMAN).//P49910 
F-MAMMA1001635 • 

F-MAMMA1 001 649//SPERM PROTAMINE PI 7/0.39:31 :41//TACiHYGL0SSUS ACULEATUS ACULEATUS (AUS- 

30 TRALIAN ECHIDNA).//P35311 

F-MAMMA1001654//NON-RECEPTOR TYROSINE KINASE SPORE LYSIS A (EC 2.7.1 .112) (TYROSINE- PRO- 
TEIN KINASE 1).//5.6e-06:99:28//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).//P18160 
F-MAMMA1001663/A/ERY HYPOTHETICAL XYLU PROTEirNjy/0.;99:27:37//ESCHERICHIA COLiy/P05056 
F-MAMMA1001670//CUTICLE COLLAGEN 1.//0.033:97:37//CAENbRHABDITIS ELEGANSy/P08124 

35 F-MAMMA1001671 v;>iv:. V.r 

F-MAMMA1001679//PROCOLLAGEN ALPHA 2(IV) CHAlN-pFiECLlRSOR.//0.92:32:50//HOMO SAPIENS (HU- 
MAN). //P08572 , 

F-MAMMA1001683//HYPOTHETICAL35.5KD PROTEIN IN TRANSPOSON TN4556y/0.00026:147:34//STREP- 
TOMYCES FRADIAE.//P20186 ''X^:'' : . 

40 F-MAMMA1001686 

F-MAMMA1001692//SMALL HYDROPHOBIC PROTEIN (SMALL PROTEIN 1 A).//1.0:34:26//BOVINE RESPIRA- 
TORY SYNCYTIAL VIRUS (STRAIN A51908) (BRS)y/P246r6 - . 

F-MAMMA1001711//II!! ALU SUBFAMILY SO WARNING ENTRY !!!!//1 .1e-28:56:69//HOMO SAPIENS (HU- 
MAN) y/P391 94 ■ • 
45 F-MAMMA1001715//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .6e-08:39:71//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1001730//METALLOTHIONEIN-B (MTB).//1.0:17:64//STRONGYLOCENTROTUS PURPURATUS 
(PURPLE SEA URCHIN)y/Q27287 ; 

F-MAMMA1001735//TUBULIN BETA-5 CHAIN (CLASS-V)y/5. 16-121:21 3 :97//GALLUS GALLUS (CHICKEN)7/ 
50 P09653 

F-MAMMA1001740 

F-MAMMA1001743//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 .3e-09:100:42//HOMO SAPIENS (HU- 
MAN).//P39195 

F-MAMMA1001744//POU DOMAIN PROTEIN 2.//0.97:59:38//BBACHYDANIO RERIO (ZEBRAFISH) (ZEBRA 
55 DANIO).//Q90270 ' ■ : 

F-MAMMA1001745//LINE-1 REVERSE TRANSCRIPTASE H6MOLpGy/2.1e-43:199:42//HOMO SAPIENS (HU- 
MAN).//P08547 '-'i-.;. ' 

F-MAMM A1 001 751//rWK-8 PROTEIN.//2.9e-1 5:77:36//CAENdRHABDITIS ELEGANSy/P3441 0 
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F-MAMMA1001754//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.019:20:45//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY).//Q01 645 

F-MAMMA1001757//HYPOTHETICAL 9.2 KD PROTEIN IN RNPA-3'REGION.//0.94:30:43//PSEUDOMONAS 
PUTIDA.//P25753 

5 F-MAMMA1001760//!!!! ALU SUBFAMILY SB2 WARNING ENTRY i!!l//4.6e-34:103:59//HOMO SAPIENS (HU- 

MAN)7/P39191 

F-MAMMA 1001 764 ; 

F-MAMMA1 001 768//HYPOTHETICAL PROTEIN UL61 .//0.042:1 67:33//HUMAN CYTOMEGALOVIRUS (STRAIN 
AD169).//P16818 . • - 

10 F-MAMMA1001769//II!! ALU SUBFAMILY SO WARNING ' ENTRY !!l!//2.0e-29:97:69//HOMO SAPIENS (HU- 

MAN)y/P39194 . 

F-MAMMA1001771//TRANSMEMBRANE PROTEIN SEX PRECURSOR.//3.3e-09:123:32//HOMO SAPIENS 
(HUMAN).//P51805 

F-MAMMA1001783//!!!! ALU SUBFAMILY J WARNING ENTRY .1e-09:55:61//HOMO SAPIENS (HUMAN).// 
15 P39188 

F-MAMMA1001785//RAS-RELATED PROTEIN RABC.//1.9e-06:120:25//DlCTYOSTELIUM DISCOIDEUM 
(SLIME M0LD)y/P341 43 

F-MAMMA1001788//LINE-1 REVERSE TRANSCRIPTASE HO!0loLOGy/9.3e-29:46:76//HOMO SAPIENS (HU- 
MAN) y/P08547 . - 
20 F-MAMMA1001790//IliI ALU SUBFAMILY J WARNING ENTRY l!!!//4.7e-24:69:69//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1001806//HYPOTHETICAL 21.2 KD PROTEIN IN T0.R2-MNN4 INTERGENIC REGION.//0.95:58:36// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P36042 

F-MAMMA1001812//!!!! ALU SUBFAMILY SX WARNING ENTRY III !//8.8e-1 2:53 :69//HOMO SAPIENS (HU- 
25 MAN)y/P39195 ^ ' 

F-MAMMA1001815//L1NE-1 REVERSE TRANSCRIPTASE- HOMOLOG.//0. 11 :30:70//HOMO SAPIENS (HU- 
MAN)y/P08547 

F-MAMMA1001817//llil ALU SUBFAMILY J WARNING ENTRY !!!!//2.9e-16:86:55//HOMO SAPIENS (HUMAN)y/ 

P39188 . ' ix ) , , 

30 F-MAMMA1001818 

F-MAMMA1001820//VITTELLINE MEMBRANE PROTEIN^VM26AB PRECURSOR (PROTEIN TU-4) (PROTEIN 

SV23)y/0.0030:63:42//DROSOPHILAMELANOGASTER (FRUIT FLY) V/P 13238 

F-MAMMA1001824//APTOTOXIN VII (PARALYTIC PEPTIDE V!lj (PPyil),//0.99:26:34//APTOSTI^^ 

GERI (TRAP-DOOR SPIDER)y/P49271 ^ 
35 F-MAMMA1001836//!!!! ALU SUBFAMILY SX WARNING ENTRY l!M//2.6e-35:77:88//HOMO SAPIENS (HU- 

MAN)y/P39195 

F-MAMMA1001837//ZINC FINGER PROTEIN 191 .//1 .3e-27:10a:58y/HOMO SAPIENS (HUMAN).//014754 
F-MAMMA1001848//!!I1 ALU SUBFAMILY J WARNING ENTRY l!l!//1 .6e- 19:92 :58//HOMO SAPIENS (HUMAN)y/ 
P39188 
40 F-MAMMA1001851 
F-MAMMA1001854 

F-MAMMA1001 858//ISOTOCIN-NEUROPHYSIN IT 1 PRECURSORy/0.93:42:38//CATOSTOMUS COMMERSO- 
Nl (WHITE SUCKER)y/P1 521 0 

F-MAMMA1001864//PROBABLE ABC TRANSPORTER PERMEASE PROTEIN MG189y/0.77:161 :27//MYCO- 
45 PLASMA GENITALIUM.//P47435 - • I 5 

F-MAMMA1001868//FK506-BINDING NUCLEAR PROTEIN (PEPTIDYL-PROLYL CIS-TRANS ISOMERASE) 
(PPIASE) (EC 5.2.1.8) (PROLINE ROTAMASE) (NUCLEOLAR PROLINE ISOMERASE) (FKBP-70)y/0.00013: 
219:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P38911 

F-MAMMA1001874//SPERM HISTONE P2 PRECURSOR (PROTAMINE MP2).//0.0075:76:31//MUS MUSCULUS 
50 (MOUSE)y/P07978 ^ 

F-MAMMA1001878//GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN (CLONE W10-1) (FRAGMENT).// 
0.020:1 0:80//LYCOPERSICON ESCULENTUM (TOMATO) 7/06,11 57 ^ 
F-MAMMA1001880 '^h--'^ . 

F-MAMMA1001890//i!!! ALU SUBFAMILY SC WARNING ENTaY.!m//5.le-34:56:83//HOMO SAPIENS (HU- 
55 MAN)y/P39192 i 

F-MAMMA1001907//II!! ALU SUBFAMILY SO WARNING ENTFty II!l/i^.7e-12:44:68//HOMO SAPIENS (HU- 
MAN ).//P39 194 

F-MAMMA1 001 908//HYPOTHETICAL 16.2 KD PROTEIN IN ^R^2fi7F?RN9 INTERGENIC REGIONy/0.00013:77: 
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37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //Q03525 

F-MAMMA1001931//HYPOTHETICAL 118.2 KD PROTEIN F43C1.1 IN CHROMOSOME III.//0.41 :106:29// 
CAENORHABDITIS ELEGANS 7/009564 

F-MAMMA1001956//OCTAPEPTIDE-REPEAT PROTEIN T27/0.00053:149:30//MUS MUSCULUS (MOUSE).// 
5 Q06666 

F-MAMMA1001963//HYPOTHETICAL PROTEIN IN NAG 5'REGldN (ORF X) (FRAGMENT).//1.0:46:28//KLEB- 
SIELLAAEROGENES7/Q08600 r;;- ... 

F-MAMMA1001969//LINE-1 REVERSE TRANSCRIPTASE H0m6l0G.//1 .7e-34:97:68//HOMO SAPIENS (HU- 
MAN) .//P08547 , /.i ^V:'^ • 
10 F-MAMMA1001970//LINE-1 REVERSE TRANSCRIPTASE H6M6LOG.//6.2e-07:67:37//HOMO SAPIENS (HU- 
MAN)y/P08547 \ 

F-MAMMA1001992//PROTEIN 03007/0.53:1 4:71//MUS MUSCULUS (MOUSE).//Q02722 
F-MAMMA1002009//PROBABLE E5 PROTEIN.//0.17:56:32//HUM/\fV|, PAPILLOMAVIRUS TYPE 31.//P17385 
F-MAMMA1 00201 1//MYRIST0YLATED ALANINE-RICH C-KINASE SUBSTRATE (MARCKS) (PROTEIN KINASE 
15 C SUBSTRATE, 80 KD PROTEIN. LIGHT CHAIN) (PKCSL) (80K-L PROTEIN)7/1.0:100:31//HOMO SAPIENS 

(HUMAN).//P29966 

F-MAMMA1002032//!!!! ALU SUBFAMILY J WARNING ENTRY l!!l//3.1e-21:86:65//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1002033//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//8.5e-20:67:58//HOMO SAPIENS (HUMAN).// 
20 P39188 ^ - 

F-MAMMA1002041//MALE SPECIFIC SPERM PROTEIN MST84DC.//1 .0:17:52//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY).//Q01 644 . . 

F-MAMMA1002042//I!!! ALU SUBFAMILY SC WARNING ENTRY- !I!!//0.19:45:46//HOMO SAPIENS (HUMAN).// 
P39192 

25 F-MAMMA1002047/m'ROSINE AMINOTRANSFERASE (EC -2.6,1 .5) (L-TYR0SINE:2-0X0GLUTARATE AMI- 

NOTRANSFERASE) (TAT).//0.0017:50:46//RATTUS NORVEGICUS ( R AT). //P 04694 

F-MAMMA1 002056//!!!! ALU SUBFAMILY SO WARNlNG.-:ENTRy !!!l//3.2e-37:70:77//HOMO SAPIENS (HU- 

MAN).//P39194 j/* *.* 

F-MAMMA1 002058//!!!! ALU SUBFAMILY J WARNING ENTR]/ l!!!//1 .1e-08:26:76//HOMO SAPIENS (HUMAN).// 
30 P39188 

F-MAMMA1002068//LINE-1 REVERSE TRANSCRIPTASE H0MOLpi37/2.Oe-11:78:46//HOMO SAPIENS (HU- 
MAN) .//P08547 \ 

F-MAMMA1002078//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 :34) (A6L).//0.96:26:46//COTURNIX COTURNIX 
JAPONICA (JAPANESE QUAIL) .//P50682 . ,y . • 

35 F-MAMMA1002082//SUPPRESSOR PROTEIN SRP40 7/0.23:95 :32//3ACCHAR0MYCES CEREVISIAE (BAK- 

ER'S YEAST) 7/P32583 

F-MAMMA1002084//HYPOTHETICAL 7.5 KD PROTEIN.//1.0:40:35/A/ACCINIA VIRUS (STRAIN COPENHA- 
GEN)7/P20520 . . / . 

F-MAMMA1 002093 

40 F-MAMMA1002108//HYPOTHETICAL35.5KD PROTEIN IN TRANSPOSON TN45567/0. 00079: 143:33//STREP- 

TOMYCES FRADIAEy/P20186 

F-MAMMA1002118//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//1 .0:43:34//METRIDIUM SENILE 
(BROWN SEA ANEMONE) (FRILLED SEA ANEMONE),//047493 . , 

F-MAMMA1002125//!!!! ALU SUBFAMILY SC WARNING ^ENTF^Y !!!!//1.9e-14:60:68//HOMO SAPIENS (HU- 
45 MAN).//P39192 " • 

F-MAMMA1002132 

F-MAMMA1002140//!!!! ALU SUBFAMILY J WARNING ENTRY; ! !l!//1 .4e-24:69:65//HOMO SAPIENS (HUMAN).// 
P39188 .x;../rv . 

F-MAMMA1002143//SERUM PROTEIN MSE55.//2.1e-16:166:43//HOMO SAPIENS (HUMAN).//Q00587 
50 F-MAMMA1002145//36.4 KD PROLINE-RICH PROTEIN,//6.o'o014:84:29//LYCOPERSICON ESCULENTUM (TO- 

MATO).//Q00451 , ■ • ' ' , " . 

F-MAMMA1002153 ' j\ ^. '^i' h 

F-MAMMA1002155 

F-MAMMA1002156//METALLOPROTEINASE INHIBITOR PRECURSOR7/0.90:58:34//STREPTOMYCES Nl- 
55 GRESCENS7/P01077 

F-MAMMA1002158 : -^C^i^liy 

F-MAMMA1002170//40S RIBOSOMAL PROTEIN S2 (S4) (LLREP3 PROTEIN). //6.0e-66: 157: 70//HOMO SAPI- 
ENS (HUM AN). //PI 5880 
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F-MAMMA1002174//MI! ALU SUBFAMILY J WARNING ENTRY !i!!//6.5e-25:56:64//HOMO SAPIENS (HUMAN).// 
P39188 • 

F-MAMMA1002198//THIOREDOXIN PEROXIDASE 1 (THIOREDOXIN-DEPENDENT PEROXIDE REDUCTASE 
1) (THIOL-SPECIFIC ANTIOXIDANT PROTEIN) (TSA) (PRP) (NATURAL KILLER CELL ENHANCING FACTOR 
5 B) (NKEF-B)y/9.0e-09:28:100//HOMO SAPIENS (HUMAN)y/P32119 

F-MAMMA1002209//rRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) rAFII135) 
(TAFII-130) (TAR 11 30)7/0.0023: 132:33//HOMO SAPIENS (HUMAN).//O00268 

F-MAMMA1002215//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR.//0.00032:68:35//HOMO SAPIENS (HU- 
MAN)y/P02452 

10 F-MAMMA1 00221 9//INTRACELLULAR PROTEIN TRANSPORT PROTEIN USOl .//0.0079:224:24//SACCHARO- 

MYCES CEREVISIAE (BAKER'S YEAST) y/P25386 
F-MAMMA1 002230 

F-MAMMA1002236/A-RANSLATION INITIATION FACTOR EIF-2B, GAMMA SUBUNIT (EIF-2B GDP-GTP EX- 
CHANGE FACT0R)y/1 .46-118:151 :94//RATTUS NORVEGICUS (RAT)y/P70541 
15 F-MAMMA1002243//WISKOTT-ALDRICH SYNDROME PROTEIN HOMOLOG (WASP)y/0.028:112:33//MUS 

MUSCULUS(MOUSE)y/P70315 " 

F-MAMMA1002250//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 1 1)7/0.001 2:80:32//ORYCTOLA- 
GUS CUNICULUS (RABBIT)7/P06333 * 7\ ' V ^ ' 

F-MAMMA1002267//ATP SYNTHASE A CHAIN (EC 3.6,1 .34) (PROTEIN 6)y/0.17:139:28//rRYPANOSOMA 
20 BRUCEI BRUCEiy/P24499 . ii'^ ^ 

F-MAMMA1002268//60S RIBOSOMAL PROTEIN L22y/0.:06o26:163:30//DROSOPHILA MELANOGASTER 
(FRUIT FL^').//P50887 '. ' , :^ J^:, ■ 

F-MAMMA1002269//HISTIDINE-RICH, METAL BINDING POLiYi?E[?TIDEy/0.35:14:57//HELICOBACTER PY- 
LORI (CAMPYLOBACTER PYLORI) 7/Q48251 ^z. . 
25 F-MAMMA1002282//I!!! ALU SUBFAMILY SC WARNING cEIS!TF% !!II/^.1e-05:32:65//HOMO SAPIENS (HU- 
MAN) y/P391 92 . '-^1 \ ' 

F-MAMMA1002292//TROPOMYOS1N 2.//1 .4e-05:100:30//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST)y/P40414 

F-MAMMA1 002293//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//6.8er25:127:44//HOMO SAPIENS (HUMAN).// 
30 P39188 

F-MAMMA1002294//ALPHA TRANS-INDUCING PROTEIN (ALPHA-TIF).//0.00011 :138:38//BOVINE HERPESVI- 
RUS TYPE 1 (STRAIN P8-2)y/P30020 

F-MAMMA1002297//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSORy/0.15:144:30//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P32323 • v 

35 F-MAMMA1002298//PROLINE-RICH PROTEIN MP-3 (FRAGM ENT). //1 .06-05:40 :50//M US MUSCULUS 

(MOUSE).//P05143 

F-MAMMA1 002299//N ADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1 ,6.5.3).//0.84:65:32//STRUTHIO 
CAMELUS(OSTRICH)7/O21405 ; 

F-MAMMA1 002308//!!!! ALU SUBFAMILY J WARNING ENTRY !|V!//4.3e-29;61;73//HOMO SAPIENS (HUMAN)y/ 
40 P39188 : 'J^iy r < 

F-MAMMA1002310//SPERM MITOCHONDRIAL CAPSULE^ SELENOPROTEIN (MCS)7/0.00016:70:3a//MUS 
MUSCULUS (M0USE)y/P1 5265 ' ' if^ 

F-MAMMA1 002311//!!!! ALU SUBFAMILY SB WARNING ENTRY !l!!//9.4e-09:B4:54//HOMO SAPIENS (HU- 

MAN)y/P39189 

45 F-MAMMA1 00231 2//HYP0THETICAL 10.8 KD PROTEIN IN.GPs'o-RIII INTERGENIC REGION (URF Y).//0.48: 

48:33//BACTERIOPHAGE T4y/P33084 ^ ^j^V" .J^f .^^ ■ 

F-MAMMA1002317 "^•''T 

F-MAMMA1002319//RETROVIRUS-RELATED POL POLY PROJEIN. [CONTAINS; REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]y/0.011:128:27//MUS MUSCULuS (MOUSE).//P11369 
50 F-MAMMA1 002322//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!l//5.2e-20:92:57//HOMO SAPIENS (HU- 

MAN)y/P39195 

F-MAMMA1002329//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L)y/0.051 :33:36//XENOPUS LAEVIS (AFRI- 
CAN CLAWED FROG).//P03931 

F-MAMMA1002332//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//6.5e-20:116:51//HOMO SAPIENS (HU- 
55 MAN)y/P08547 ^ . , 

F-MAMMA1002333//COLLAGEN ALPHA 1(1) CHAIN ('FRAGMEh!lTS).//0.0017;214:31//BOS TAURUS (BO- 
VINE) .//P02453 

F-MAMMA1002339//COPPER-METALLOTHIONEIN (CU-MT)y/p,59:42:38//HELIX POMATIA (ROMAN SNAIL) 
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EP 1 074 617 A2 . 

(EDIBLE SNA!L).//P55947 

F-MAMMA1 002347//!!!! ALU SUBFAMILY J WARNING ENTRY !I!!//0.43:26:61//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1002351//HYPOTHETICAL PROTEIN MJ0304://2.3e-07:139:25//METHANOCOCCUS JANNAS- 
5 CHN.//Q57752 

F-MAMMA1 002352 L : 

F-MAMMA1 002353//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0.00028:31 :80//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1 002355//!!!! ALU SUBFAMILY SP WARNING ENTRY !l!!//4.2e-28:87:73//HOMO SAPIENS (HU- 
10 MAN)7/P39193 

F-MAMMA1002356//RELAXIN.//0.95:31:35//SQUALUS ACANTHIAS (SPINY DOGFISH),//P11953 
F-MAMMA1002359//CHLOROPLAST 50S RIBOSOMAL PROTEIN L33.//0.93:44:36//GUILLARDIA THETA 
(CRYPTOMONAS PHI).//078487 ^ ■) 

F-MAMMA1002360//LATE L2 MU CORE PROTEIN PRECURSOR (PROTEIN X).//0.94:30:43//BOVINE ADENO- 
15 VIRUS TYPE 2 (MASTADENOVIRUS BOS2)7/Q96626 

F-MAMMA1 002361//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.0e-08:45:68//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1002362//ATP SYNTHASE PROTEIN 8 (EG 3.6.1 .34) (A6L).//0.58:23:26//LUMBRICUS TERRESTRIS 
(COMMON EARTHWORM).//Q34942 
20 F-MAMMA1002380//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR.//0.23:100:27//DROSOPHILA SIMU- 

LANS (FRUIT FLY).//P1 3729 
F-MAMMA1 002384 

F-MAMMA1002385//HYPOTHETICAL 40.9 KD PROTEIN IN 0RC2-TIP1 INTERGENIC REGIONy/3.8e-14:125: 
37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38241 
25 F-MAMMA1 002392//ATP SYNTHASE PROTEIN 8 (EC 3,6.1 .34) (A6L).//1 .0:17:5a//BRANCHIOSTOMALANCEO- 

LATUM (COMMON LANCELET) (AM PHIOXUS) 7/02 1003. 

F-MAMMA1 00241 1//30S RIBOSOMAL PROTEIN S17.//0.85-49:32//SYNECHOCYST[S SR (STRAIN PCC 
6803).//P73311 . - .^v .* 

F-MAMMA1002413//NADH-UBIQUINONE 0X1 DO REDUCTASE CHAIN 1 (EC 1.6.5.3) (FRAGMENT).//0.97:41 : 
30 39//DROSOPHILA AFFINIS (FRUIT FLY).//P51 926 

F-MAMMA1 00241 7//RFBJ PROTEIN 7/0.99:31 :35//SHIGELLA FLEXNERI7/P37786 

F-MAMMA1 002427//!!!! ALU SUBFAMILY SQ WARNING ENTR/ !l!!//1.6e-33:135:59//HOMO SAPIENS (HU- 

MAN).//P39194 ' 

F-MAMMA1002428//HYPOTHETICAL PROTEIN C18.//0.97:34:44//SWINEPOX VIRUS (STRAIN KASZA) 
35 (SPV).//P32217 

F-MAMMA1 002434//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//3.1e-36:56:7a//HOMO SAPIENS (HU- 
MAN)7/P39189 T ^ ; 

F-MAMMA1 002446 

F-MAMMA1 002454//EARLY NODULIN 20 PRECURSOR (N-2p);//0.'77;57:45//MEDICAGO TRUNCATULA (BAR- 
40 RELMEDIC).//P93329 • :' : \ ' 

F-MAMMA1002461/A/ASODILATOR-STIMULATED PH OS P HO PROTEIN (VASP).//1.3e-05:193:32//CANIS FA- 
MILIARIS (DOG).//P50551 ' . V . 

F-MAMMA1 002470//HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGIONy/1 .06-75:231 : 
60//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38795 . 
45 F-MAMMA1002475//POSSIBLE GLOBAL TRANSCRIPTI9N ACTiyATOR SNF2L4 (SNF2-BETA) (BRG-1 PRO- 

TEIN) (MITOTIC GROWTH AND TRANSCRIPTION ACTIVAXQR) (BRAHMA PROTEIN HOMOLOG 1)7/0.013: 
99:30//HOMO SAPIENS (HUMAN).//P51532 

F-MAMMA1002480//NONSTRUCTURAL PROTEIN 5B7/1 .0:23:43//HUMAN CORONAVIRUS (STRAIN 229E).// 
PI 9741 7 . 

50 F-MAMMA1002485//STANNIOCALCIN PRECURSOR7/2.ie-23:88:'46//HOMO SAPIENS (HUMAN).//P52823 

F-MAMMA1 002494//MOLT-INHIBITING HORMONE (MIH)7/1 .0:32:37//PROCAMBARUS CLARKII (RED SWAMP 
CRAYFISH)y/P55848 

F-MAMMA100249a//6.7 KD PROTEIN (ORF 5).//1 .0:26:42//BARLEY YELLOW DWARF VIRUS (ISOLATE PAV) 
(BYDV)7/P09517 

55 F-MAMMA1002524//HYPOTHETICAL 117.8 KD PROTEIN IN STE2:;.FRS2 INTERGENIC REG ION 7/5.06-26:222: 

35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P43571 

F-MAMMA1002530//CYTOSOLIC PHOSPHOLIPASE A2 (EC 3.1.1.4) (CPLA2) (PHOSPHATIDYLCHOLINE 
2-ACYLHYDROLASE) / LYSOPHOSPHOLIPASE (EC 3.1.1.5).//4.5e-12:88:44//HOMO SAPIENS (HUMAN).// 
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P47712 ► ,r.; ' 

F-MAMMA1 002545//!!!! ALU SUBFAIVIILY SX WARNING -ENTRY ! II !//4.3e-29:97:71//HOIVIO SAPIENS (HU- 
MAN)y/P39195 

F-MAMMA1002554//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUN IT (EC 2.7.7.6) (RPB1) (FRAG- 
5 MENT).//0.46:54:40//CRICETULUS GRISEUS (CHINESE HAMSTER)".//P11414 

F-IVIAMMA1002556//METALLOTHIONEIN 20-1 ISOFORMS A AND. 8. (MT-20-IA AND MT-20-IB).//0.99:21 :47// 
MYTILUS EDULIS (BLUE MUSSEL).//P80251 

F-MAMMA1002566//TRANSCRIPTION FACTOR P65 (NUCLEAR FACTOR NF-KAPPA-B P65 SUBUNIT)y/0.70: 
130:30//MUSMUSCULUS(MOUSE)y/Q04207 . 

10 F-MAMMA1002571//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (FRAGMENT).// 

0.54:45:51//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD). //I?35p84 
F-MAMMA1002573//PARATHYMOSIN.//1 .5e-07:69:46//H6MO SAPIENS (HUMAN).//P20962 
F-MAMMA1002585//MYOSIN LIGHT CHAIN 1 , SLOW-TWITCH MUSCLE BA^ENTRICULAR ISOFORM (FRAG- 
MENT) .//0.38:36:36//MUS MUSCULUS (MOUSE)y/P09542 ; 

15 F-MAMMA1 002590//!!!! ALU SUBFAMILY SX WARNING ENTRY '!!!!//0.99:22:77//HOMO SAPIENS (HUMAN).// 

P391 95 

F-MAMMA1 002597//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//2.1e- 18 :44:70//HOMO SAPIENS (HU- 
MAN)7/P39194 . 

F-MAMMA1002598//60S RIBOSOMAL PROTEIN L7.//1.8e-1 6:40:1 00/yHOMO SAPIENS (HUMAN)y/P18124 

20 F-M AM MA 1002603 ^ . - 

F-MAMMA1 00261 2//30S RIBOSOMAL PROTEIN S16 (FRAGMENT)y/1 .0:29:37//THERMUS AQUATICUS.// 
007348 

F-MAMMA1 00261 7//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT).// 
0.00041 :81 :34//RATTUS NORVEGICUS (RAT).//P1 01 64 
25 F-MAMMA1 00261 8//ESCARG0T/SN AIL PROTEIN HOMOLOG',(FRAGMENT).//0.11 :18:50//PSYCHODA CINE- 

REA.//Q02027 

F-MAMMA1 00261 9//PR0BABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE K02C4.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME) y/1 .8e-1 3:11 0:40//CAENORHABDmS ELEGANS.//Q09931 
30 F-MAMMA1002622//!!!! ALU SUBFAMILY J WARNING ENTRY !l!l//8.4e-05:53:58//HOMO SAPIENS (HUMAN).// 

P39188 

F-MAMMA1002623//PEPTIDYL-GLYCINE ALPHA-AMIIDATING MONOOXYGENASE PRECURSOR (EC 
1 .14.17.3) (PAM).//2.6e-07:37:78//HOMO SAPIENS (HUMAN)y/Pt9021 
F-MAMMA1 002625 

35 F-MAMMA1 002629//!!!! ALU SUBFAMILY J WARNING ENTRY '!!!!//4.4e-1 9:49 :73//HOMO SAPIENS (HUMAN).// 

P39188 

F-MAMMA1002636//COLLAGEN ALPHA 2(VI) CHAIN (FRAGMENt)y/1.7e-07:189:32//HOMO SAPIENS (HU- 
MAN)y/P12110 H^yy - 

F-MAMMA1002637//KINESIN LIGHT CHAIN (KLC).//7.7e-54:227:52//RATTUS NORVEGICUS (RAT).//P37285 
40 F-MAMMA1002646//NEUROFILAMENT TRIPLET H PROTEIN (200kp NEUROFILAMENT PROTEIN) (NF-H)y/ 

0.034:1 99:25//MUS MUSCULUS (M0USE).//P1 9246 

F-MAMMA1002650//TRANSCRIPTION REGULATOR PROTEIN, BACH2 (BTB AND CNC HOMOLOG 2)y/1.7e- 
07:1 04:32//MUS MUSCULUS (MOUSE).//P97303 - 'J 7 • 

F-MAMMA1002655//SMALL PROLINE-RICH PROTEIN II (SFf:i^^ll)L(Cl,ONE 174N)y/1.0:25:44//HOMO SAPIENS 
45 (HUMAN).//P22532 ---r '-i'.. f ■ 

F-MAMMA1 002662 . .. 

F-MAMMA1 002665//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//2.3e-07:54:57//HOMO SAPIENS (HU- 
MAN)y/P39194 , l.J^;. ' 

F-MAMMA1 002671//ACETYL-COENZYME A SYNTHETASE (EG ) (ACETATE-COA LIGASE) (ACYL- AC- 

50 TIVATING ENZYME).//1 .46-10:144:31 //ESCHERICHIA COLiy/P27550 

F-MAMMA1002673//BREVICAN CORE PROTEIN PRECUR$OR.//0.76:64:39//BOS TAURUS (BOVINE).// 

Q28062 ; ; , 

F-MAMMA1002684//HYPOTHETICAL 11.8 KD PROTEIN IN'.GP55-NRDG INTERGENIC REGION y/0.094:77: 
27/BACTERIOPHAGE T4.//P07079 T : 

55 F-MAMMA1002685//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS).//0.0017:177:34//RATTUS NORVEGICUS 

(RAT)7/P02454 .^j...; 
F-MAMMA1 002698 

F-MAMMA1002699//HYPOTHETICAL45.1 KD PROTEIN IN.RRS^.ZMSI INTERGENIC REGIONy/1 .2e-28: 127: 
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47//SACCHAROMYCES CEREVISIAE (BAKERS YEAST).//P47160 

F-MAMMA1002701//I!!! ALU SUBFAMILY J WARNING ENTRY-!!!I//1 .0:14:92//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1002708//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//7.9e-27:52:65//HOMO SAPIENS (HU- 
5 MAN)y/P39193 

F-MAMMA1 002711//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//3Je-24:54:75//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1 002721 

F-MAMMA1002727//SOX-13 PROTEIN (FRAGMENT).//0.70:36:38//MUS MUSCULUS (MOUSE).//Q04891 
10 F-MAMMA10O2728//HYPOTHETICAL 6.0 KD PROTEINy/1.0i2^:44//THERMOPROTEUS TENAX VIRUS 1 

(STRAIN KRAI ) (TTV1 ).//P1 9305 

F-MAMMA1002744//HYPOTHETICAL 13.4 KD PROTEIN IN ACt5-YCK1 INTERGENIC REGI0N.//1 .0:52:34// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38834 , 

F-MAMMA1002746//HYPOTHETICAL 5.6 KD PROTEIN '(dF<F A^45).//1.0:22:40//SULFOLOBUS VIRUS-LIKE 
15 PARTICLE SSV1V/P201 98 \- 

F-MAMMA1 002748 

F-MAMMA1002754//II!! ALU SUBFAMILY J WARNING ENTRY ll!!//5.1e-21:56:64//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1002758//MALE SPECIRC SPERM PROTEIN MST84DDy/0.37:14:64//DROSOPHILA MELA- 
20 NOGASTER (FRUIT FLY)y/Q01645 

F-MAMMA1002764//III! ALU SUBFAMILY SO WARNING ENTRY !!!!//4.7e-32:79:60//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-MAMMA1002765//PARATHYMOSINy/0.79:63:28//BOS TAURUS (BOVINE)y/P08814 

F-MAMMA1002769//GAR2 PROTEIN.//0.00037:192:27//SCHlizbSACCHAROMYCES POMBE (FISSION 
25 YEAST)y/P41891 - 

F-MAMMA1002775//HYPOTHETICAL 36.7 KD PROTEIN C2F7.14C IN CHROMOSOME l.//5.4e-54:240:49// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09704 
F-MAMMA1 002780 

F-MAMMA1002782//MARGATOXIN (MGTX)y/1.0:31:38//CENTRUROIDES MARGARITATUS (SCORPION).// 
30 P40755 . • r,. • 

F-MAMMA1002796//ICE NUCLEATION PROTEIN. //a00l'8:j6b;41//PSEUDOMONAS FLUORESCENS.// 
P09815 

F-MAMMA1 002807//!!!! ALU SUBFAMILY J WARNING ENTRY l!.!!//9.3e-23:100:59//HOMO SAPIENS (HUMAN)y/ 
P39188 

35 F-MAMMA1002820//NEUROTOXIN IV (LOG IV).//1.0:18:50//tEIURUS QUINQUESTRIATUS QUINQUESTRIA- 

TUS (EGYPTIAN SCORPION)y/P01 489 

F-MAMMA1 002830//!!!! ALU SUBFAMILY SX WARNING ENTRY !l!!//4.7e-24:55:74//HOMO SAPIENS (HU- 
MAN)y/P39195 , .v^;^.;^:: . 

F-MAMMA1002833//HI! ALU SUBFAMILY SB WARNING ENTRY !l!!//2.6e-31 :95:73//HOMO SAPIENS (HU- 
40 MAN)y/P39189 ■ 

F-MAMMA1002835//HYPOTHETICAL 42.1 KD PROTEIN Fl 303^3 IN CHROMOSOME I y/1 .0:54:37// 
CAENORHABDITIS ELEGANS.//Q19417 

F-MAMMA1002838//!!!! ALU SUBFAMILY SP WARNING ENTRY !i!!//2.5e-27:99:70//HOMO SAPIENS (HU- 
MAN). //P39 193 

45 F-MAMMA1 002842//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//2.3e-13:65:63//HOMO SAPIENS (HU- 

MAN)y/P39195 , ^ , 

F-MAMMA1002843//METALLOTHIONEIN-II (MT-ll)y/0.97:1 9:47//MUS MUSCULUS (MOUSE) .//P02798 
F-MAMMA1002844//HYPOTHETICAL24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION.//4.9e-08:1 19:36// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41479 
50 F-MAMMA1002858//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//0.98:37:37//PAN TROGLODYTES 

(CHIMPANZEE)y/Q35647 

F-MAMMA1 002868//!!!! ALU SUBFAMILY J WARNING ENTRY I !!!//3,8e-1 0:51 :62//HOMO SAPIENS (HUMAN)y/ 
P39188 

F-MAMMA1002869//PINCH PROTEIN (PARTICULARY INTERESJING NEWCYS-HIS PR0TEIN).//1 .8e-95:194: 
55 78//H0M0 SAPIENS (HUMAN).//P48059 * 

F-MAMMA1002871//G-PROTEIN COUPLED RECEPTOR^MpMOLOG R33.//1 .0:51 :35//RAT CYTOMEGALOVI- 
RUS (STRAIN MAASTRICHT).//01 2000 'V 
F-MAMMA1 002880 

. . • '4..,. i , 
r • V** 
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F-MAMMA1002881//GLIOMA PATHOGEN ES(S-RELATED PROTEIN (RTVP-1 PROTEIN).//3.3e-22:180:35//HO- 
MO SAPIENS (HUMAN).//P48060 

F-MAMMA1002886//MYOSIN HEAVY CHAIN IB (MYOSIN HEAVY CHAIN 11)7/0.0001 1:148:39//ACANTHAM 
BA CASTELLANII (AM OEBA),//P 19706 
5 F-MAMMA1 002887 

F-MAMMA1002890//A-AGGLUTININ ATTACHMENT SUBUNIT:PRECURSOR.//0.030:142:25//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P32323 " ' 

F-MAMMA1 002892 

F-MAMMA1002895//HYPOTHETICAL PROTEIN UL61 .Mo6699:143:35//HUMAN CYTOMEGALOVIRUS 
10 (STRAIN AD169)y/P16818 , 

F-MAMMA1002908//T-CELL RECEPTOR BETA CHAIN PRECURSOR (ANA 11).//0.12:44:43//ORYCTOLAGUS 
CUNICULUS (RABBIT).//P06333 

F-MAMMA1 002909//!!!! ALU SUBFAMILY J WARNING ENTRY i!!!//0.b6oi 1 :28:75//HOMO SAPIENS (HUMAN).// 
P39188 • ' , ■ 

15 F-MAMMA1002930//BOMBYXIN A-7 PRECURSOR (BBX-A7) (4K-PR0TH0RACIC0TR0PIC HORMONE) (4K- 

PTTH)y/0.99:45:46//BOMBYX MORI (SILK MOTH).//P26730 

F-MAMMA1002937//2INC FINGER PROTEIN 42 (MYELOID ZINC FINGER 1) (MZF-1).//6.5e-24:147:34//HOMO 
SAPIENS (HUMAN)y/P28698 • ! 

F-MAMMA1002938//CERULOPLASMIN PRECURSOR (EC 1,16.3.1) (FERROXIDASE).//4.7e-11 :44:68//MUS 
20 MUSCULUS(MOUSE)y/Q61147 \ 

F-MAMMA1002941//PROTEIN Q300.//0.0076:21:61//MUS MUSbULUS (MOUSE).//Q02722 
F-MAMMA1002947//HYPOTHETICAL 35.5 KD PROTEIN IN TRANgP,pSON TN45567/1 .9e-08:152:38//STREP- 
TOMYCES FRADIAE.//P20186 
F-MAMMA1 002964 

25 F-MAMMA1002970//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!I//0.0057:55:43//HOMO SAPIENS (HUMAN).// 

P39189 

F-MAMMA1002972//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 3A (BRN-3A) (0CT-T1) (HOME- 
OBOX/POU DOMAIN PROTEIN RDC-1).//0.84:53:41//H0MO SAPIENS (HUMAN).//Q01851 
F-MAMMA1002973//III! ALU SUBFAMILY SC WARNING ENTRY !!!l//4.6e-11:54:68//HOMO SAPIENS (HU- 
30 MAN)y/P39192 ^ 

F-MAMMA1 002982 . .^^ 1 " 

F-MAMMA1002987//HYPOTHETICAL 11.9 KD PROTEIN IN£RPG8-M.FA2 INTERGENIC REGION.//0. 17:47:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53~966 

F-MAMMA1 003003//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//8.6e-09:30:73//HOMO SAPIENS (HU- 
35 MAN)y/P39195 ' . " " . 

F-MAMMA1 003004//!!!! ALU SUBFAMILYSX WARNING ENTRY. ;!!!!//0. 00.71 :41:58//HO MO SAPIENS (HUMAN)7/ 
P39195 

F-MAMMA1003007//SPERM PROTAMINE PI .//0.0076:5.1:37//TAGHYGLOSSUS ACULEATUS ACULEATUS 

(AUSTRALIAN ECHIDNA) .//P35311 T: 
40 F-MAMMA1 00301 1//HIST0NE MACR0-H2A.1 .//1.8e-60:175:70//RATTUS NORVEGICUS ( R AT). //Q 02874 

F-MAMMA1003013//ACTIN BINDING PROTEINy/0.097:83:31//SACCHAROMYCES EXIGUUS (YEAST)y/ 

P38479 c. ; 

F-MAMMA1003015 - , . . ; 

F-MAMMA1 00301 9//MYOTUBULARINy/0.022:56:37//HOMO SAPIENS (HUMAN)y/Ql3496 
45 F-MAMMA1003026//HYPOTHETICAL 29.3 KD PROTEIN (ORF92)y/0.0014:208:27//ORGYIA PSEUDOTSUGA- 

TA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV)y/01p341 

F-MAMMA1003031//PROBABLE E4 PROTEIN (E1aE4).//0.14:49:32//HUMAN PAPILLOMAVIRUS TYPE 6B.// 
P06459 X ^.VV 

F-MAMMA1003035//HYPOTHETICAL 24.4 KD PROTEIN-JN iLRD 3'REGION (0RF4) 7/5. 1e-1 2:11 2:34//ZY- 
50 MOMONAS MOBILISy/066114 

F-MAMMA1 003039//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.4e-07:68:54//HOMO SAPIENS (HUMAN).// 
P39188 

F-MAMMA1 003040//!!!! ALU SUBFAMILY SB1 WARNING ElviTRY!!JI//2.8e-39:90:57//HOMO SAPIENS (HU- 
MAN).//P39190 • ! VfcV " 

55 F-MAMMA1 003044 ' '^i 

F-MAMMA1003047//SPERM HISTONE P2 PRECURSOR (PROTAMINE 2).//0.18:25:44//BOS TAURUS (BO- 
VINE). //PI 9782 ^ 

F-MAMMA1003049//PROBABLE E4 PROTEIN.//0.50:67:29//HUMAN PAPILLOMAVIRUS TYPE 6C.//P20969 
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F-MAMMA1003055//WEAK TOXIN CM-2y/0.99:23:30//NAyA#AjE HAJE (EGYPTIAN COBRA).//P01415 
F-MAMMA1003056//EXPORTED PROTEIN 7 (FRAGMENT).//! .0:52 :32//STREPTOCOCCUS PNEUMONIAE.// 
P35597 V , 

F-MAMMA1 003057//MD6 PR0TEIN.//1 .56-85:1 68: 95//M US MUSCULUS (MOUSE) .//Q60584 
5 F-MAMMA1003066//REGB PR0TEIN.//1 .0:62:27//PSEUDOMONAS AERUGINOSAy/Q03381 

F-MAMMA1003089//I!!! ALU SUBFAMILY SB1 WARNING ENTRY llll//5.1e-15:44:77//HOMO SAPIENS (HU- 
MAN)y/P39190 

F-MAMMA1003099//ENDOTHELIAL ACTIN-BINDING PROTEIN (ABP-280) (NONMUSCLE FILAMIN) (FILAMIN 
1).//4.8e-20:80:62//HOMO SAPIENS (HUMAN)7/P21333 
10 F-MAMMA1003104//PHOTOSYSTEM I REACTION CENTRE.SUBUNIT VIIL//0.98:22:40//SYNECHOCOCCUS 

ELONGATUS NAEGELI.//P25900 

F-MAMMA1003113//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR (FRAGMENTS).//0.67:35:45//GALLUS 
GALLUS (CHICKEN)y/P02467 

F-MAMMA1003127//MYOSIN I ALPHA (MMI-ALPHA)y/5.2e-34:141 :56//MUS MUSCULUS (M0USE)y/P46735 
15 F-MAMMA1 0031 35//HYP0THETICAL 1 82.0 KD PROTEIN IN NMD5-HOM6 INTERGENIC REGION y/3.6e-05:91 : 

34//SACCHAR0MYCES CEREVISIAE (BAKER'S Y EAST) y/P47 170 
F-MAMMA1003140 -.-P 

F-MAMMA1003146//M ALE SPECIFIC SPERM PROTEIN MST87F}Ai.0:33:36//DROSOPHILAMELANOGASTER 
(FRUIT FLY)y/P08175 

20 F-MAMMA1003150//HYPOTHETICAL 84.3 KD PROTEIN ZK945.10 IN CHROMOSOME liy/4.4e-1 0:254:30// 

CAENORHABDITIS ELEGANSy/Q09625 

F-MAMMA1003166//BRAIN PROTEIN H5y/4.0e-42:182:48//HOM'G SAPIENS (HUMAN)y/043236 
F-NT2RM1000001//HYPOTHETICAL8.7KD PROTEIN IN RF^,L22-RPL23 INTERGENIC REGION (ORF70)y/0.15: 
38:34//ASTASIA LONGA (EUGLENOPHYCEAN ALGA).//P34779 
25 F-NT2RM1000018 „ ; - 

F-NT2RM1000032//ATP SYNTHASE PROTEIN 8 (EC 3,6.1 .34);(A6L).//p.51 :17;41//CYPRINUS CARPIO (COM- 
MON CARP).//P24948 , : 

F-NT2RM1 000035//3-HYDROXY-3-METHYLGLUTARYL-COENZYME A REDUCTASE (EC 1 .1 .1 .34) (HMG-COA 
REDUCTASE)y/0.00011 :114:27//BLATTELLA GERMANICA .(GERMAN COCKROACH).//P54960 
30 F-NT2RM1000037//METALLOTHIONEIN-II (MT-H)y/0.025:19r47//SCYLLA SERRATA (MUD CRAB)y/P02806 

F-NT2RM1000039/A/ITELLINE MEMBRANE VM34CA PROTEIN PRECURSORy/0.00083:84:33//DROSOPHILA 
MELANOGASTER (FRUIT FLY)y/Q06521 

F-NT2RM1000055//HISTIDINE-RICH GLYCOPROTEIN PRECURSORy/1 .1e-07:34:55//PLASMODIUM LOPHU- 
RAEy/P04929 ^ 

35 F-NT2RM1000059//MYOCYTE-SPECIFIC ENHANCER FACTOR 2B (SERUM RESPONSE FACTOR-LIKE PRO- 

TEIN 2) (XMEF2) (RSRFR2)y/0,18:83:36//HOMO SAPIENS (yL!MAN)y/Q02080 
F-NT2RM1000062//PROLINE-RICH PEPTIDE P-By/0.54:34:44//HpMO SAPIENS (HUMAN)y/P02814 
F-NT2RM1000080//HYPOTHETICAL 35.7 KD PROTEIN SLR11 287/2.16-20: 11 9:40//SYNECHOCYSTIS SP. 
(STRAIN PCC 6803).//P72655 - • i . 

40 F-NT2RM1000086//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT) .//0. 2 0:56: 35//HO MO SAPIENS (HUMAN).//P10162 

F-NT2RM1000092//COLLAGEN-LIKE P ROTE I Ny/0.0017:44:45//HERPES VIRUS SAIMIRI (SUBGROUP C / 
STRAIN 488).//P22576 i.^<^^r^h ^ 

F-NT2RM1 0001 1 8//CALCIN EURIN B SU BUN IT (PROTEIN PHp^PHATASE 2B REGULATORY SUBUNIT) (CAL- 
45 CINEURIN REGULATORY SUBUNIT).//5.7e-07:109:28//NEURQ.SPORA CRASSA.//P87072 

F-NT2RM1000119//TRANSCRIPTIONAL REGULATOR IE63'(VMW^^^ (ICP27).//0. 0050:1 35 :32//HERPES SIM- 
PLEX VIRUS (TYPE 2 / STRAIN HG52)y/P28276 U ,? /^.!* . ' 

F-NT2RM1 0001 27//EXTENSIN PRECURSOR (PROLINE-RICM^GLYCbPROTEIN).//0.032:68:32//SORGHUM 
VULGARE (S0RGHUM)y/P241 52 
50 F-NT2RM1000131//METALLOTHIONEIN-III (MT-III) (GROWTH .INHIBITORY FACTOR) (GIF).//0.82:33:39//BOS 

TAURUS (BOVINE)y/P37359 ' ' 'r.r, 

F-NT2RM1000132//NADH-UBIQUINONE OXIDOREDUCTASE jilfD-A SUBUNIT PRECURSOR (EC 1.6.5.3) 
(EC1 .6.99.3) (COMPLEX I-13KD-A) (CI-13KD-A).//2.7e-59:124:9i//H6MO SAPIENS (HUMAN).//O75380 
F-NT2RM1000153//CYTOSOLIC PURINE S'-NUCLEOTIDASE (EG,3.1.3.5).//2.5e-08:148:29//HOMO SAPIENS 
55 (HUMAN)y/P49902 ' " ^ " 

F-NT2RM1 0001 86//CALCINEURINB SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY SUBUNIT) (CAL- 
CINEURIN REGULATORY SUBUNIT)y/1.9e-07:109:27//NEUROSPORA CRASSA.//P87072 
F-NT2RM1000187//PUTATIVE PRE-MRNA SPLICING FACTOR, ATP-DEPENDENT RNA HELICASE 
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SPAClOF6.02Cy/1 .0e-12:94:46//SCHIZOSACCHAROMYCE& POMBE (FISSION YEAST) 7/042643 
F-NT2RM1000199//CUTICLE COLLAGEN 12 PRECURSOR.//0.46:130:33//CAENORHABDITIS ELEGANS.// 
P20630 

F-NT2RM1000242//PUTATIVE ATP SYNTHASE J CHAIN/ MITOCHONDRIAL (EC 3.6.1.34).//0.85:38:36// 
5 SCHIZOSACCHAROMYCES POMBE (FISSION YE AST).//0 13931" * 

F-NT2RM1000244//HyPOTHETICAL 131.5 KD PROTEIN- ,C02F1 2.7 IN CHROMOSOME X.//0.0055:98:36// 
CAENORHABDITIS ELEGANS.//Q11102 

F-NT2RM1000252//TRICHOHYALINy/2.9e-06:88:36//OVIS ARIES (SHEEP)y/P22793 

F-NT2RM1000256//GLUCOSAMINE-FRUCTOSE-6-PHOSPHATE AMINOTRANSFERASE [ISOMERIZING] 
10 (EC 2.6.1. 16) (HEXOSEPHOSPHATE AMINOTRANSFERASE) (D-FRUCTOSE-6- PHOSPHATE AMIDOTRANS- 

FERASE) (GFAT).//2.9e-54:153:67//MUS MUSCULUS (MOUSE).//P47856 

F-NT2RM1000257//MAGO NASHI PROTEIN. //5.9e-64: 136: 89//DROSO PHI LAM ELANOG ASTER (FRUIT FLY).// 
P49028 

F-NT2RM1 000260 • ' 

15 F-NT2RM1000271//GALACTOKINASE (EC 2.7.1 .6)7/0.99:41 :39//BACILLUS SUBTILIS.//P39574 

F-NT2RM1000272//HYPOTHETICAL 55.5 KD PROTEIN ZK1128.2 IN CHROMOSOME lll.//8.8e-25:131:45// 
CAENORHABDITIS ELEGANS y/Q09357 

F-NT2RM1000280/A/ACUOLAR ATP SYNTHASE SUBUNIT D (EC 3.6.1.34) (V-ATPASE D SUBUNIT) (V- AT- 
PASE28 KD ACCESSORY PROTEIN)y/2.5e-63: 1 21 :94//BOS TAURUS (BOVINE).//P39942 
20 F-NT2RM1 000300//TREACLE PROTEIN (TREACHER COLLINS SYNDROME PROTEIN)y/0.51 :145:26//HOMO 

SAPIENS (HUM AN)y/Q1 3428 - ' . - 

F-NT2RM1 000314 6-.-, ' 

F-NT2RM1 00031 8//50S RIBOSOMAL PROTEIN L23y/0.83:28i35(/AQUIFEX AEOLICUSy/066433 
F-NT2RM1 000341 ' 
25 F-NT2RM1000354//HYPOTHETICAL 5.8 KD PROTEIN IN PUHA 5'.REGI0N (ORF55) .//0. 95:43 :37//RHODO- 

BACTER CAPSULATUS (RHODOPSEUDOMONAS CAPSULAtA)y/P'26159 

F-NT2RM1000355//SPERM-SPECIFIC PROTEIN PHI-1 .//0.Qp1,6:73:43//MYTILUS EDULIS (BLUE MUSSEL)y/ 
Q04621 ' ''Vjr}y 

F-NT2RM1000365//HYPOTHETICAL PROTEIN KlAA0140://3.5e-10:83:49//HOMO SAPIENS (HUMAN).// 
30 Q14153 . H ' : • 

F-NT2RM1000377//DUAL SPECIFICITY PROTEIN PHOSPHATASE 9 (EC 3.1.3.48) (EC 3.1.3.16) (MITOGEN- 
ACTIVATED PROTEIN KINASE PHOSPHATASE 4) (MAP KINASE PHOSPHATASE 4) (MKP-4).//4.9e- 18:113: 
38//HOMO SAPIENS (HUMAN).//Q99956 

F-NT2RM1000388//HYPOTHETICAL 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC REGION y/0.00023:67: 

35 31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) y/P539 15 

F-NT2RM1000394//HISTONE H3.3 (H3.B) (H3.3Q).//4.7e-52:7i:91//HOMO SAPIENS (HUMAN). MUS MUSCU- 
LUS (MOUSE), RATTUS NORVEGICUS (RAT). ORYCTOLAGUS C'UNICULUS (RABBIT), GALLUS GALLUS 
(CHICKEN). SPISULA SOLIDISSIMA (ATLANTIC SURF-CLAM), DROSOPHILA MELANOGASTER (FRUIT FLY). 
AND DROSOPHILA HYDE! (FRUIT FLY).//P06351 

40 F-NT2RM1000399//ENDOTHELIN-2 PRECURSOR (ETt2). .(f7PAGMENT).//0.92:24:45//CANIS FAMILIARIS 

(DOG).//P12064 . 

F-NT2RM1000421//CUTICLE COLLAGEN 2C (FRAGMENT)y/0.12:93:33//HAEMONCHUS CONTORTUS.// 
P16252 . • . 

F-NT2RM1000430//PISTIL-SPECIFIC EXTENS!N-LIKE PRpTElfsi, PRECURSOR (PELP).//0.13:86:31//NICO- 
45 TIANATABACUM (COMMON TOBACCO)y/Q03211 

F-NT2RM1000499//HYPOTHETICAL PROTEIN KIAA0041 . (FRAGMENT).//2.9e-17:75:49//HOMO SAPIENS 
(HUMAN) .//Q1 5057 * • -^'v/.V 

F-NT2RM1000539//HYPOTHETICAL 10.4 KD PROTEIN \H FTRVSPTIS INTERGENIC REGIONy/2.9e-16:82: 
51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P4d6'89 , 
50 F-NT2RM1000553//GLYCOLIPID TRANSFER PROTEIN (GLTP).//6.4e-06:103:33//SUS SCROFA (PIG).// 

P17403 -V. 

F-NT2RM1 000555//UNR PROTEIN.//8.7e-77:105:95//RATTyS KIOPVEGICUS (RAT) .//PI 8395 
F-NT2RM1000563//DNA-BINDING P52/P100 COMPLEX.* 10p:ii:p-.SUBUN IT (FRAGMENTS).//0.15:20:50//HO- 
MO SAPIENS (HUMAN).//P30808 
55 F-NT2RM1 000623//CLARACELL PHOSPHOLIPID-BINDING PROTEIN PRECURSOR (CCPBP) (CLARACELLS 

10 KD SECRETORY PROTEIN) (CClO)y/0.17:70:34//HOMO SAPIENS (HUMAN).//P11684 
F-NT2RM1000648//GLYCOSYLTRANSFERASE ALG2 (EC 2.4.1 .-),//2.0e-22:133:42//SACCHAROMYCES CER- 
EVISIAE (BAKER'S YEAST)y/P43636 , . ' 
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F-NT2RM1000661//METALLOTHIONEIN-1II (MT-III) (GROWTH INHIBITORY FACTOR) (GIF) (GIFB) 7/0.0060:24: 
33//HOMO SAPIENS (HUMAN)y/P2571 3 

F-NT2RM1000666//COLD SHOCK PROTEIN SCOFy/9.l'e^07:67:41//STREPTOMYCES COELICOLOR.// 
P48859 

5 F-NT2RM1000669//CHLOROPLAST SOS RIBOSOMAL PROTElKl L31 7/0.071 :69:31//PORPHYRA PURPU- 

REAy/P51290 ■ 

F-NT2RM1000672//SIGNAL RECOGNITION PARTICLE SE'C65'SUBUNIT (FRAGMENT).//0.27:42:42//KLUY- 
VEROMYCES LACTIS (YEAST) .//0 13475 

F-NT2RM1 000691 //RETINOBLASTOMA BINDING PROTEIN 2 (RBBP-2)y/4.3e-42:241 :42//HOMO SAPIENS 
10 (HUMAN).//P29375 • 

F-NT2RM1000699//N2,N2-DIMETHYLGUANOSINE TRNA METHYLTRANSFERASE PRECURSOR (EC 
2.1 .1 .32).//0.94:48:37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P 15565 

F-NT2RM1000702//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 1 7/0.001 3:1 39:25//DRO- 
SOPHILAMELANOGASTER (FRUIT FLY) //P26308 ' ; ' 

15 F-NT2RM1000725//BASIC PROLINE-RICH PEPTIDE P:E (IB-9).//1.0:15:60//HOMO SAPIENS (HUMAN)7/ 

P02811 • • ■ 

F-NT2RM1000741//STATHMIN (CLONE XO20) (FRAGMENT)7/1.0:53:32//XENOPUS LAEVIS (AFRICAN 
CLAWED FROG)7/Q09005 'l ' ' 

F-NT2RM1000742//HYPOTHETICAL24.1 KD PROTEIN IN.DHFR 3'REGiON (ORF2)7/1.0:54:42//HERPESVI- 
20 RUSSAIMIRI (STRAIN 484-77)7/P25049 ' J ? ' 

F-NT2RM1000746//HYPOTHETICAL 16.8 KD PROTEIN q29E6.04 IN CHROMOSOME 17/0.11:87:21// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q09858 ..." 

F-NT2RM1000770//DXS6673E PROTEIN.//2,0e-38:190:48//HOMO SAPIENS (HUM AN)7/Q1 4202 
F-NT2RM1000772//VEGETATIBLE INCOMPATIBILITY PROTEIN >HET-E-1 7/4.3e-12:141:30//PODOSPORA AN- 
25 SERINA7/Q00808 

F-NT2RM1 000780//MALE SPECIFIC SPERM PROTEIN .);MSf87F7/0.98:34:38//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P08175 ' I'V 

F-NT2RM1 000781 h H ^ ^ 

F-NT2RM1000800//24.1 KD PROTEIN IN VMA12-APN1 INTERGENIC REGION.//7.9e-11 :135:34//SACCHARO- 
30 MYCES CEREVISIAE (BAKER'S YEAST).//P28707 • ■ ; * ^ , 

F-NT2RM1000802//ALPHA-AMYLASE INHIBITOR PAIM I (PIG PANCREATIC ALP HA- AMYLASE INHIBITOR OF 
MICROBES l)7/0.43:62:35//STREPTOMYCES OLIVACEOVIRIDIS (STREPTOMYCES CORCHORUSII).// 
P09921 

F-NT2RM1 000811 . } 

35 F-NT2RM1000826//UNR PROTEIN.//1.1e-110:144:83//RATTUS NbRVEGICUS (RAT)7/P18395 

F-NT2RM1000829//ATP SYNTHASE PROTEIN 8 (EC 3.6.^1.34) ,(A6L).//1 .0:38:34//DROSOPHILA SIMULANS 
(FRUIT FLY)7/P50270 ' '\ 

F-NT2RM1000833//PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT.//1.4e-62:145:841/CANIS FA- 
MILIARIS (DOG)7/P38377 

40 F-NT2RM1000850//TESTIS-SPECIFIC PROTEIN KINASE 1 (EC 2.7.1 .-)7/6.1e-08:136:33//RATTUS NORVEGI- 

CUS (RAT).//Q63572 . =; • 

F-NT2RM1000852//ATP-DEPENDENT RNA HELICASE ROKI 7/1,6e-34:212:43//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P45818 - -^^J; 
F-NT2RM1000857//HISTONE HI .M6.1 7/0.76:31 :48//TRYPANp|iOMA CRUZI.//P40273 
45 F-NT2RM1000867//MICROSOMAL SIGNAL PEPTIDASE '.10.8 KD. SUBUNIT (EC 3.4.-.-).//0.0082:76:25//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P46965 

F-NT2RM1000874//DNA-BINDING P52/P100 COMPLEX. 100 KD,,SUBUNIT (FRAGMENTS)7/0.38:12:58//HO- 
MO SAPIENS (HUMAN).//P30808 ' ' ' 

F-NT2RM1000882//CYTOCHROME B5.//9.0e-13:92:38//SACCHAROMYCES CEREVISIAE (BAKER'S 
50 YEAST)7/P40312 , , tu 

F-NT2RM1000883//DNA-BINDING P52/P100 COMPLEX. 100 KD^SUBUNIT (FRAGMENTS)7/0.79:22:59//HO- 
MO SAPIENS (HUMAN).//P30808 . { .j,,.' ' ; 

F-NT2RM1000885//HYPOTHETICAL 5.8 KD PROTEIN.//0.76:18:38//CLOVER YELLOW MOSAIC VIRUS 
(CYMV)7/P16485 

55 F-NT2RM1000894//DNA-DIRECTED RNA POLYMERASE, .11,35 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 

POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE 1 127 KD SUBUNIT).//6.2e-70:153:88//RATTUS 
NORVEGICUS (RAT).//054888 

F-NT2RM1000898//ACTIN. CYTOPLASMIC (ACTIN. MICROrsiuCLEAR)7/4.3e-12:159:28//OXYTRICHA FAL- 
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LAX.//P02583 

F-NT2RM1000905//GLUTATHIONES-TRANSFERASEM (EC2.5.1 .18) (CLASS-THETA).//0.98:39:35//LUCILIA 
CUPRINA (GREENBOTTLE FLY) (AUSTRALIAN SHEEP BLOWFLY) .//P42860 

F-NT2RM1000924//HYPOTHETICAL 39.7 KD PROTEIN C34Eip:2 IN CHROMOSOME III 7/1 .3e-11 : 169:28// 
5 CAENORHABDITIS ELEGANS.//P46577 

F-NT2RM1000927//CUTICLE COLLAGEN 1.//0. 00048:1 41 :31//CAEN0RHABDITIS ELEGANS7/P08124 
F-NT2RM1000962//HYPOTHETICAL 35.8 KD PROTEIN" "64)^8.04 IN CHROMOSOME I.//7.1 6-13:169:31// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Or4i 80 ' 

F-NT2RM1000978//HYPOTHETICAL20.2 KD PROTEIN IN MNN4-PTK1 INTERGENIC REGION.//0.61 :82:34// 
10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P36045 

F-NT2RM1001003//ALPHA-2 CATENIN (ALPHA N-CATENIN) ^(NEURAL ALPHA-CATENIN)7/1.6e-21 :211 :31// 
GALLUS GALLUS (CHICKEN)y/P30997 

F-NT2RM1001008//HYPOTHETICAL 72.5 KD PROTEIN C2F7!lO IN CHROMOSOME L//3.2e-1 5:1 19:36// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09701 
15 F-NT2RM1001043//ENDOTHELIN-1 (ET-1) (FRAGMENT)7/0.78:32:34//MACACA FASCICULARIS (CRAB EAT- 

ING MACAQUE) (CYNOMOLGUS MONKEY).//Q28469 
F-NT2RM1001044 

F-NT2RM1001059//LORICRIN7/8.6e-08:108:39//HOMO SAPIENS (HUMAN)7/P23490 

F-NT2RM1001066//METALLOTH1ONEIN-LIKE PROTEIN TYPE'2.//0.99:24:50//LYCOPERSICON ESCULEN- 
20 TUM(TOMATO)7/Q43513 : .^V n;: 

F-NT2RM1001072//1-PHOSPHATIDYLINOSITOL-4,5-B1SPH6sPHATE PHOSPHODIESTERASE GAMMA 1 
(EC 3.1.4.11) (PLC-GAMMA-1) (PHOSPHOLIPASE C-GAMMA-1) (PLC-II) (PLC-1 48)7/4.76-1 5:1 48:33//HOMO 
SAPIENS (HUMAN).//P1 91 74 r ^ ' 

F-NT2RM1001074//HYPOTHETICAL PROTEIN F-2157/8.6e^05:;126:30//HUMAN ADENOVIRUS TYPE 2.// 
25 P03291 V in 

F-NT2RM1001082//I!!! ALU SUBFAMILY SX WARNING ENTfiV }!!!y/6'5e-19:75:54y/HOMO SAPIENS (HUMAN).// 
P39195 ^'^/.'^ 

F-NT2RM1001085//MALE SPECIFIC SPERM PROTEIN"; lOlST84pB.//0.49:29:41//DROSO PHI LA MELA- 
NOGASTER (FRUIT FLY).//Q01 643 ^ j 

30 F-NT2RM1001092//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//2.8e-42:200:38//HOMO SA- 

PIENS (HUMAN).//P51522 

F-NT2RM1 001 1 02//HYPOTHETICAL 62.8 KD PROTEIN IN TAf,r45-YOR1 INTERGENIC REGI0N7/1 .76-1 8:1 61 : 
36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53331 ' 

F-NT2RM1001105//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//4.0e-05:157:35//STREP- 
35 TOMYCESFRADIAE.//P20186 * "v 

F-NT2RM1001112//NONHISTONE CHROMOSOMAL PROTEIN HMG-1 77/0.1 8 :20:55//BOS TAURUS (BO- 
VINE) 7/P023 13 
F-NT2RM1001115 

F-NT2RM1001139//GLYCINE-RICH CELL WALL STRUCTURAL. PROTEIN 1.8 PRECURSOR (GRP 1 .8)7/2. Oe- 
40 25:156:46//PHASE0LUS VULGARIS (KIDNEY BEAN) (FRENCH BEAN)7/P10496 

F-NT2RM2000006//MITOCHONDRIAL RIBOSOMAL PROTe'in"S127/0.76:45:35//LEISHMANIA TARENTOLAE 
(SAUROLEISHMANIA TARENTOLAE)7/Q34940 ; -.^..^ 

F-NT2RM2000013//DNA-DIRECTED RNA POLYMERASE III 128.. KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
POLYMERASE III SUBUNIT 2).//3.9e-87:238:65//DROSOPHILA IviELANOGASTER (FRUIT FLY).//P25167 
45 F-NT2RM2000030//TOXINS 1 AND 2.//0.98:21 :42//TRIMEB/ESy.RUS WAGLERI (WAGLER'S PIT VIPER) 

(TROPIDOLAEMUS WAGLERI).//P24335 . * "- V;" '^ 

F-NT2RM2000032//IIII ALU SUBFAMILY J WARNING ENTRY.:! !ll/)p.00059:53:49//HO MO SAPIENS (HUMAN).// 
P39188 

F-NT2RM2000042//SMALL PROLINE-RICH PROTEIN II (SBR-II) '(CLONE 174N).//1.0:68.26//HOMO SAPIENS 
50 (HUMAN).//P22532 : . 

F'NT2RM2000092//HYPOTHETICAL 67.5 KD PROTEIN IN PRPS4-STE20 INTERGENIC REGION7/7.0e-11 :80: 
40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38748 

F-NT2RM2000093//OVARY MATURATING PARSIN {OMP).//1^.0;26:38//LOCUSTA MIGRATORIA (MIGRATORY 
LOCUST),//P80045 . ' \ 

55 F-NT2RM2000101//HYPOTHETICAL 39.3 KD PROTEIN .C02Et8.6 IN CHROMOSOME X.//3.3e-09:56:35// 

CAENORHABDITIS ELEGANS7/Q11096 *- 

F-NT2RM2000124//CAMP-DEPENDENT PROTEIN KINASE. ALPHA-CATALYTIC SUBUNIT (EC 2.7.1 .37) {PKA 
C-ALPHA)7/3.1e-35:77:96//MUS MUSCULUS (MOUSE).//P05132 
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F-NT2RM2000191//3',5'-CYCLIC-NUCLEOTIDE PHOSPHODIESTERASE REGA (EC 3.1.4,17) (PDEASE RE- 
GA).//3.3e-05:181 :27//DICTYOSTELIUM DISCOIDEUM (SLIME,M0LD).//Q23917 

F-NT2RM2000192//REPLICATION PROTEIN El {FRAGMENTS)y/0.019:148:25//COTTONTAIL RABBIT 
(SHOPE) PAPILLOMAVIRUS (STRAIN WASHINGTON B) (CRPV).//P51894 
5 F-NT2RM2000239//PROLINE-RICH PROTEIN MP-3 (FRAGMENT)y/0.00032:111:32//MUS MUSCULUS 

(MOUSE).//P05143 

F-nnnnnnnnnnnn//METALLOTHIONEIN-LIKE PROTEIN TYPE 2.//0.046:59:33//LYCOPERSICON ESCULEN- 
TUM(TOMATO).//Q43512 ... 

F-NT2RM2000250//GALECT1N-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 
JO TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29)y/0.054:46:34//RATTUS NORVEGICUS (RAT)7/P08699 

F-NT2RM2000259//TRANS-ACTING TRANSCRIPTIONAL PROTEIN ICPO (P135 PROTEIN) (lER 2.9/ER2.6).// 
0.27:112:33//BOVINE HERPES VIRUS TYPE 1 (STRAIN JURA) .//P29 128 

F-NT2RM2000260//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//4.7e-22:191 :35//MUS MUSCULUS 
15 (MOUSE).//P05143 

F-NT2RM2000287//HYPOTHETICAL 11.8 KD PROTEIN C1B3.02C IN CHROMOSOME l.//5,0e-1 9:83:53// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) .//0 13868; 

F-NT2RM2000322//DIAMINOPIMELATE DECARBOXYLASE (EC 4.1.1.20) (DAP DECARBOXYLASE) 7/0.47: 
117:29//HELICOBACTER PYLORI (CAMPYLOBACTER PYLQRI)y/P56129 
20 F-NT2RM2000359//SPORE GERMINATION PROTEIN 270-1.1 7/0. 12:83:36//DICTYOSTELIUM DISCOIDEUM 

(SLIME MOLD)7/P22698 i., 

F-NT2RM2000363//BREAKPOINT CLUSTER REGION PROTEIN 7/1 .3e-1 6:203 :30//HOMO SAPIENS (HU- 
MAN)7/P11274 ; 
F-NT2RM2000368//DEK PROTEIN.//0.00027:100:32//HOm6 SAPIENS (HUM AN) 7/P3565^ 

25 F-NT2RM2000371//POLYRIBONUCLEOTIDE NUCLEOTIDYLTflANSFERASE (EC 2.7.7.8) (POLYNUCLE- 

OTIDE PHOSPHORYLASE) (PNPASE).//6.8e-36:170:47//ESCHERICHIA COLI7/P05055 
F-NT2RM2000374//NODAL PRECURS0R7/1 .1 e-32:64:95//MUS MUSCULUS (MOUSE)y/P43021 
F-NT2RM2000395//IMMEDIATE-EARLY PROTEIN IE1 807/0.31 :41 :43//PSEUDORABIES VIRUS (STRAIN INDI- 
ANA-FUNKHAUSER / BECKER) (PRV)7/P1 1 675 

30 F-NT2RM2000402//ENDOSOMAL P24A PROTEIN PRECURSO'R:(70 KD ENDOMEMBRANE PROTEIN) (PHE- 

ROMONE ALPHA-FACTOR TRANSPORTER) (ACIDIC 24 KD LATE ENDOCYTIC INTERMEDIATE COMPO- 
NENT).//1 .2e-30:228:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P32802 
F-NT2RM2000407//TRANSMEMBRANE PROTEIN SEX P R ECU RSOR 7/0. 032:1 05 :30//HOMO SAPIENS (HU- 
MAN)7/P51805 

35 F-NT2RM2000420//METALLOTHIONEIN (MT).//0.88:42:38//PLEURONECTES PLATESSA (PLAICE).//P0721 6 

F-NT2RM2000422//SODIUM- AND CH LOR IDE-DEPENDENT TRANSPORTER NTT737/2.0e-1 17:237: 87//RAT- 
TUS NORVEGICUS (RAT).//Q08469 .. /-/.v. 

F-NT2RM2000452//HYPOTHETICAL 63.6 KD PROTEIN IN YPT52^GCN3 INTERGENIC REGION.//1.1e-08:157: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36113 . . < 
40 F-NT2RM2000469//70 KD ANTIGEN7/0.050:207:23//SHlGELLA FLEXNERI.//P1 801 0 

F-NT2RM2000490//BASIC PROLINE-RICH PEPTIDE P-E .(IB-9).//0.022:25:44//HOMO SAPIENS (HUMAN).// 
P02811 

F-NT2RM2000502//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.0037:17:58//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/a01645 
45 F-NT2RM2000504//HYPOTHETICAL 99.0 KD PROTEIN ^SPBG1?9Vl7.//1 .7e-22:195:27//SCHIZOSACCHARO-• 

MYCES POMBE (FISSION YEAST) .//O42908 ' ' : -J,. .. ; 

F-NT2RM2000522//RAS-RELATED PROTEIN RABA (FRAGMENf)'7/3.6e-05:67:29//DICTYOSTELIUM DISCOI- 
DEUM (SLIME MOLD)7/P34141 

F-NT2RM2000540//HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME lll.//8.4e-33:214:38// 
50 CAENORHABDITISELEGANS.//Q18262 - 

F-NT2RM2000556//HYPOTHETICAL PROTEIN KIAA0288 (h!A6.116)7/1.7e-09:133:36//HOMO SAPIENS (HU- 

MAN).//P56524 ' " ! " ' 

F-NT2RM2000566//INTEGRIN ALPHA-6 PRECURSOR (VLA-6) (CD49F)7/2.2e-60:244:51//HOMO SAPIENS 
(HUMAN).//P23229 . ; , 

55 F-NT2RM2000567//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//2.3e-09:192:34//MUS MUSCULUS 

(MOUSE)7/P05143 <' / " 

F-NT2RM2000569//!!!! ALU SUBFAMILY J WARNING ENTRY.ni!//9.0e-08:43:72//HOMO SAPIENS (HUMAN).// 
P39188 . : , 
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F-NT2RM2000577//ISOLEUCYL-TRNA SYNTHETASE (EC 6.1.1.5) (ISOLEUCINE-TRNA LIGASE) (ILERS).// 
9.1e-54:225:45//SYNECHOCYSTIS SP. (STRAIN PCC 6803).//P73505 

F-NT2RM2000581//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53).//0.079:111 :34//HOMO SA- 
PIENS (HUMAN).//Q15427 

5 F-NT2RM2000588//HYPOTHETICAL PROTEIN KIAA0288 '(H ASl'l' 6)7/2. 3e-09:193:32//HO MO SAPIENS (HU- 

MAN). //P56524 

F-NT2RM2000594//BASIG PROLINE-RICH PEPTIDE P-E (18.9)7/0.1 8:33:42//HOMO SAPIENS (HUMAN).// 
P02811 

F-NT2RM2000599//DNA (CYT0SINE-5)-METHYLTRANSFERASE (EC 2.1.1.37) (DNA METHYLTRANS- 
10 FERASE) (DNA METASE) (MCMT) (M.MMUI).//1 .5e-09:68:45//MUS MUSCULUS (MOUSE)y/P13864 

F-NT2RM2000609//GRANUL1N 2.//0.83:42:35//CYPRINUS CARPIO (COMMON CARP).//P81014 
F-NT2RM2000612//ZINC FINGER PROTEIN GCS1.//7.2e-05:155:29//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST).//P35197 

F-NT2RM2000623//A-AGGLUTININATTACHMENTSUBUNitPRECURSOR.//1.8e-09:196:33//SACCHAROMY- 
15 CES CEREVISIAE (BAKER'S YEAST).//P32323 

F-NT2RM2000624//SALIVARY GLUE PROTEIN SGS-3 PRECURiSOR.//0.070:113:27//DROSOPHILA ERECTA 
(FRUIT FLY).//P13730 

F-NT2RM2000635//SPERM PROTAMINE Piy/0.54:47:38//ANTECHINUS STUARTIiy/P42129 
F-NT2RM2000636//OUTER MEMBRANE PROTEIN H.8 PRECURSOR.//0.096:62:35//NEISSERIA GONOR- 
20 RHOEAE.//P11910 ■ r- i 

F-NT2RM2000639//HYPOTHETICAL PROTEIN MJ0243.//6.99:32:34//METHANOCOCCUS JANNASCHII.// 
Q57694 

F-NT2RM2000649//NEURONAL CALCIUM SENSOR 1 (NC.S-1 ).//0. 00049: 70 :35//RATTUS NORVEGICUS 
(RAT), AND GALLUS GALLUS (CHICKEN).//P3661 0 ■ ^ 

25 F-NT2RM2000669//50S RIBOSOMAL PROTEIN L34.//1 .0:34i44//BACILLUS SUBTILIS.//P05647 

F-NT2RM2000691//ACTIN-LIKE PROTEIN 3 (ACTIN-2)./mOe.;i1i6:243:87//HOMO SAPIENS (HUMAN), AND 
BOS TAURUS (BOVINE).//P32391 ^ " " 

F-NT2RM2000714//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSPr1;PR0TEIN) (RSP-l).//3.8e-21 :174:35//HO- 
MO SAPIENS (HUMAN).//Q15404 ' . 
30 F-NT2RM200071 8//HYP0THETICAL 52.9 KD SERIN E-RICH PROTEIN C11G7.01 IN CHROMOSOME 17/0.0022: 
174:29//SCHIZOSACCHAROMYCES POMBE (FISSION YEAS7:),//P.1:3695 

F-NT2RM2000735//ZINC FINGER PROTEIN 43 (ZINC PROTEIN-HT SAPIENS 
(HUMAN).//P28160 ; " * ^ 

F-NT2RM2000740//HYPOTHETICAL 1 31 .1 KD HELICASE IN ALG7-ENP1 INTERGENIC REG ION 7/8.56-51 :212: 
35 49//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P38.1 44 - 

F-NT2RM2000795//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//9.0e-41:125:53//HOMO SAPIENS (HU- 
MAN). //P391 89 

F-NT2RM2000B21//COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-C0P).//1. 1e-1 28:291 :89// 
RATTUS NORVEGICUS (RAT).//P23514 
40 F-NT2RM2000837//CYCLIN-DEPENDENT KINASE INHIBITOR "lC (CYCLIN-DEPENDENT KINASE INHIBITOR 

P57) (P57KIP2).//3.9e-05:113:36//HOMO SAPIENS (HUMAN).//P4991 8 

F-NT2RM2000951 //HYPOTHETICAL 60.3 KD PROTEIN R08D7.7 IN CHROMOSOME lll.//2.5e-49:273:39// 
CAENORHABDITIS ELEGANS7/P30646 

F-NT2RM2000952//NEUROFILAMENT TRIPLET H PROTEIN. (200 KD NEUROFILAMENT PROTEIN) (NF-H) 
45 (FRAGMENT).//0.037:234:23//RATTUS NORVEGICUS (RAT)>P16884 

F-NT2RM2000984//HYPOTHETICAL 54.7 KD PROTEIN .F37A4j IN CHROMOSOME lll.//6.3e-44:216:43// 
CAENORHABDITIS ELEGANS7/P41 879 * . * i^.^^- ♦ . 

F-NT2RM2001004//SYNAPSINS lA AND IB 7/0.1 5:1 78:32//rAtTUS NORVEGICUS (RAT).//P09951 
F-NT2RM2001035//CCR4-ASSOCIATED FACTOR 1 (CAF1)7A1..4e.-87:188:90//MUS MUSCULUS (MOUSE).// 
so Q60809 ' ''r 

F-NT2RM2001065//ATP SYNTHASE A CHAIN (EC 3.6.1. 34) (PROTEIN 6).//0.53: 122:31 //TRYPANOSOMA BRU- 
CE I BRUCE I. //P24499 , ■• '^t ^ 

F-NT2RM2001100//HYPOTHETICAL 39.7 KD PROTEIN; C3.^fia2".'^!N CHROMOSOME lll.//3.4e-13:171 :30// 
CAENORHABDITIS ELEGANS7/P46577 ' * ' ; ] * ' 

ss F-NT2RM2001105//SPORE COAT PROTEIN SP96.//7.8e-06:14:i:34//piCTYOSTELIUM DISCOIDEUM (SLIME 

MOLD) .//PI 4328 ,^^.,4 " 

F-NT2RM2001131//PROBABLE EUKARYOTIC INITIATION F^^CTO R.C17C9. 03. //2, 36-18:249:3 1//SCHIZ0S AC- 
CHAROMYCES POMBE (FISSION YEAST).//Q 10475 
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F-NT2RM2001141//HYPOTHETICAL 115.4 KD PROTEIN Z^lblZ IN CHROMOSOME 1117/0.050:134:26// 
CAENORHABDITIS ELEGANSy/P34681 . _ 

F-NT2RM2001152 ' 

F-NT2RM2001177//COLLAGEN ALPHA l(XIV) CHAIN PRECURSOR (UNDULIN)y/0.86:42:40//GALLUS GAL- 
5 LUS(CHICKEN).//P32018 

F-NT2RM2001 1 94//SMOOTHELIN.//4.7e-05:77:32//HOMO SApIeNS (HUMAN).//P5381 4 
F-NT2RM2001196//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//! .7e-1 8:21 8:35//M US MUSCULUS 
(MOUSE)7/P05143 

F-NT2RM2001201//CYSTEINESTRING PROTEIN (CGCSl)y/.0.041;22:59//TORPEDOCALIFORNICA (PACIFIC 
?0 ELECTRIC RAY).//P561 01 

F-NT2RM2001221//KALIRIN (PAM COOH-TERMINAL INTERACTOR PROTEIN 10) (P-CIP10).//1 .36-13:183:32// 
RATTUS NORVEGICUS (RAT)7/P97924 

F-NT2RM2001238//GLUTAMINASE, KIDNEY ISOFORM PRECURSOR (EC 3.5.1 .2) (GLS) (L-GLUTAMINE AMI- 
DOHYDROLASE)y/6.5e-121:218:98//RATTUS NORVEGICUS (RAT) .//PI 3264 
15 F-NT2RM2001243//HYPOTHETICAL 200.0 KD PROTEIN IN GZF3-IME2 INTERGENIC REGIONy/0.00019:177: 

27//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST). //P42 945 

F-NT2RM2001247//LEGUMIN B (FRAGMENT) .//0.22:54:35//PISUM SATIVUM (GARDEN PEA)7/P14594 
F-NT2RM2001256//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULAT0R)7/1 .8e-109:207:98//MUS MUS- 
CULUS (MOUSE).//P53995 

20 F-NT2RM2001 291 //SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.01 6:22:40//HOMO SAPIENS 

(HUMAN).//P22531 

F-NT2RM2001306//REF(2)P PROTEINy/0.61 :51 :33//DROSOPHILA MELANOGASTER (FRUIT FLY)y/P14199 
F-NT2RM2001312//!!!! ALU SUBFAMILY SX WARNING ENTRY'!!!!//7.2e-11:33:72//HOMO SAPIENS (HUMAN).// 
P39195 . ' 

25 F-NT2RM2001 319 ^ - „ xt - . 

F-NT2RM2001324//ZYX1N7/5.1 e-22:91 :38//GALLUS GALLUS'-(CHiCKEN)7/Q04584 

F-NT2RM2001345//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/7.46-1 0:1 59:27//PODOSPORA AN- 
SERINA7/Q00808 ' ' 

F-NT2RM2001360//ACCESSORY GLAND PEPTIDE PRECURiSOR (PARAGONIAL PEPTIDE B).//1 .0:27:48// 
30 DROSOPHILA MELANOGASTER (FRUIT FLY).//P05623 ..... . 

F-NT2RM2001370//NAPE PROTEIN.//0.98:44:31//PARACOC'cCjs'dENITRIFICANS (SUBSP. THIOSPHAERA 
PANTOTROPHA)y/Q56348 

F-NT2RM2001393//VITELLOGENIN PRECURSOR (VTG) [CONTAINS: LIPOVITELLIN LV-1N; LIPOVITELLIN 
LV-1C; LIPOVITELLIN LV-2]7/0.0024:163:31//ICHTHYOMYZON UI^ICUSPUS (SILVER LAMPREY).//Q91062 
35 F-NT2RM2001420 : 

F-NT2RM2001424//HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U (HNRNP U).//2.4e-41 :1 40:59// 
HOMO SAPIENS (HUMAN).//Q00839 

F-NT2RM2001499//HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-1) (CAT1) (SYSTEM Y+ 
BASICAMINOACIDTRANSPORTER)(ECOTROPIC RETROVIRAL LEUKEMIA RECEPTOR HOMOLOG) (ERR) 
40 (ECOTROPIC RETROVIRUS RECEPTOR HOMOLOG)7/3.7e-71 :201 :68//HOMO SAPIENS (HUMAN)7/P30825 

F-NT2RM2001504//CUTICLE COLLAGEN 27/0.028:41 :39//CAEn6rHABDITIS ELEGANS.//P1 7656 
F-NT2RM2001524//HYPOTHET1CAL 61.3 KD PROTEIN F25B5.5 IN CHROMOSOME lll.//6.7e-47:190:42// 
CAENORHABDITIS ELEGANS7/Q09316 , 

F-NT2RM2001544//TELOMERE-BINDING PROTEIN 51 ' ^ KD SUBUNIT.//0.0027:136:33//EUPLOTES 
45 CRASSUS.//Q06184 ; ■ . . 

F-NT2RM2001547//HYPOTHETICAL48.6KD PROTEIN IN BET1-PAN1 INTERGENIC REGION.//8.5e-1 8:91:50// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40564:..::;. 

F-NT2RM2001575//52 KD RO PROTEIN (SJOGREN SYNDROMETYPE A ANTIGEN (SS-A)) (RO(SS-A)).//3.9e- 
35:21 2:41//HOMO SAPIENS (HUMAN)7/P1 9474 *' 
50 F-NT2RM2001582//RESAPROTEINy/0.0033:72:27//BACILLUiS:SiJBtlLIS.//P35160 

F-NT2RM2001588//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN) y/1.0e-06: 11 5:32//ZEA MAYS 

(MAIZE) .//P1 491 8 ' ^.V'^^'T- . 

F-NT2RM2001592//KERATIN. ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN).//0.033:156:23//HO- 
MO SAPIENS (HUMAN).//P26371 . ; ... 

55 F-NT2RM2001605//RETINOBLASTOMA BINDING PR0TEIIJJ,2 (RBB;P-2).//1.1e-116:249:82//HOMO SAPIENS 

(HUMAN).//P29375 " ; ■ ; 

F-NT2RM2001613//PROTEIN TRANSPORT PROTEIN SEC6li./(LPHA SUBUNIT.//1.2e-97:192:100//RATTUS 
NORVEGICUS (RAT)7/P38378 
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F-NT2RM2001632//A-AGGLUTININ ATTACHMENT SUBUNIT' PR ECU RSOR 7/0.00068 :145:28//SACCH ARO- 
MYCES CEREVISIAE (BAKER'S YEAST)y/P32323 

F-NT2RM2001635//NUCLEAR ENVELOPE PORE MEMBRANE PROTEIN POM 121 (PORE MEMBRANE PRO- 
TEIN OF 121 KD) (P145).//1.1e-39:235:47//RATTUS NORVEGICUS (RAT).//P52591 
5 F-NT2RM2001637//HYPOTHETICALBHLF1 PROTEINy/0.0*75':ll97:29//EPSTEIN-BARR VIRUS (STRAIN B95-8) 

(HUMAN HERPESVIRUS 4).//P03181 . , . - 

F-NT2RM2001641//NADH-CYTOCHROME B5 REDUCTASE (Efc f:6.2.2) (B5R)y/0.013:29:68//HOMO SAPIENS 
(HUMAN).//P00387 • ; 

F-NT2RM2001648//PROTEIN TRANSPORT PROTEIN SEC61 i^LPHA SUBUNlTy/3.2e-65:132:100//CANIS FA- 
10 MILIARIS (DOG).//P38377 

F-NT2RM2001652//PROTEIN TRANSPORT PROTEIN SEC7.//1 ,6e-32:261 :32//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/P11075 ' ^"^-'y- 

F-NT2RM2001659//CARBOXYPEPTIDASE A INHIBITORy/0:83:30:46//ASCARIS SUUM (PIG ROUNDWORM) 
(ASCARISLUMBRICOIDES)y/P19399 ' ' ""' 

15 F-NT2RM2001664//IKI3 PROTEINV/1 .3e-31 :265:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/ 

Q06706 

F-NT2RM2001668//TONB PROTEIN y/0.32:39:41//XANTHOMONAS CAMPESTRIS (PV. CAMPESTRIS)y/ 
034261 

F-NT2RM2001670//ZINC FINGER PROTEIN 174y/3.6e-21:1;72:39//HOMO SAPIENS (H U M AN )y/0 15697 
20 F-NT2RM2001671//HYPOTHETICAL 118.6 KD PROTEIN C29E6.03C IN CHROMOSOME iy/1.6e-1 0:229:24// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) y/Q09B57 

F-NT2RM2001675//DIHYDRODIPICOLINATE SYNTHASE (EC .4.2.1.52) (DHDPS)y/1 .0:184:21//METHANO- 
COCCUS JANNASCHIiy/Q57695 

F-NT2RM2001 681 //PROTEIN DISULFIDE ISOMER AS E,.RREiQ.U;RSOR (PDI) (EC 5.3.4.1 ).//0.0039: 199:22// 
25 DROSOPHILA MELANOGASTER (FRUIT FLY)y/P54399 ' -^f/^' ■ ji 

F-NT2RM2001688//HYPOTHETICAL28.1 KD PROTEIN IN^siF^uVPBPG INTERGENIC REGION.//2,6e-21:162: 
33//BACILLUS SUBTILISy/P42966 ' ' ' 

F-NT2RM2001 695//!!!! ALU SUBFAMILY so WARNING ENTRY !!l!//4:9e-41 :60:81//HOMO SAPIENS (HUMAN).// 
P39194 ' 
30 F-NT2RM2001696//HYPOTHETICAL24.1 KD PROTEIN IN LEp4-R2f3.!NTERGENiC REGIONy/9.8e-1 6: 126:38// 

AUTOGRAPHACALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV)y/P41479 
F-NT2RM2001698//PENAEIDIN-3B PRECURSOR (P3-B).//0,36:52:34//PENAEUS VANNAMEI (PENOEID 
SHRIMP) (EUROPEAN WHITE SHRIMP).//P81059 ' 

F-NT2RM2001699//TRANSCRIPTION INITIATION FACTQRf.i;Fnp 30 KD SUBUNIT (TAFII-30) (TAFII30).// 
35 0.0012:79:40//HOMO SAPIENS (HUMAN).//Q12962 : V' ^* 

F-NT2RM2001700//ACYL-COA DEHYDROGENASE, VERY-LONG-CHAIN SPECIFIC (EC 1.3.99.-) (VLCAD) 
(FRAGMENT)y/1.0e-30:140:53//MUS MUSCULUS (MOUSE).//P50544 

F-NT2RM2001706//!!!! ALU SUBFAMILY SX WARNING ENTRY !ll!/j;i .56-33:95 :75//HOMO SAPIENS (HUMAN).// 
P39195 

40 F-NT2RM2001716//HYPOTHETICAL 118.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECUR- 

SORy/0.01 0:11 6:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P471 79 

F-NT2RM2001718//METHYL-ACCEPTING CHEMOTAXIS PROTEIN TLPB.//0.00029:77:37//BACILLUS SUBTI- 
LISy/P39217 t , , 

F-NT2RM2001723//POSTERIOR PITUITARY PEPTIDE 7/0. 94:26 :53//BOS TAURUS (BOVINE).//P01154 
45 F-NT2RM2001727//E7 PROTEIN.//0.91 :46:34//HUMANPAPJLLOMAVIRUS TYPE 23.//P50781 

F-NT2RM2001730//PROBABLE UBIQUITIN CARBOXYL-TERMiKiAL: HYDROLASE K02C4.3 (EC 3.1.2.15) 
(UBIQUITINTHIOLESTERASE) (UBIQUITIN-SPECIFIC PRQ'QESS)nG PROTEASE) (DEUBIQUITINATING EN- 
ZYME) 7/4.9e-07:139:29//CAENORHABDITIS ELEGANS.//Q0i993l ' ' 

F-NT2RM2001743//PROENKEPHALIN A PRECURSOR.//0.75:65;35//CAVIA PORCELLUS (GUINEA PIG).// 
50 P47969 * ' •• 

F-NT2RM2001753//HYPOTHETICAL PROTEIN KIAA0210;//1:.5e-14:119:36//HOMO SAPIENS (HUMAN)y/ 
Q92609 Vf.j'lr: ^ 

F-NT2RM2001760//PROTEIN TRANSPORT PROTEIN SEC61 .AlLighiA SUBUNITy/8.3e-58:119:99//CANIS FA- 
MILIARIS (D0G).//P38377 , , ■ "V 

55 F-NT2RM2001768//HYPOTHETICAL PROTEIN UL257/0.4^:77:32//HUMAN CYTOMEGALOVIRUS (STRAIN 

AD169).//P16761 • 

F-NT2RM2001 771 //ZINC FINGER PROTEIN 135y/4.6e-80:224:60//HOMO SAPIENS (HUMAN)y/P52742 
F-NT2RM2001782//MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE (EC 2.7.7.13) (ATP-MANNOSE-1- 
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PHOSPHATE GUANYLYLTRANSFERASE) {NDP-HEXOSE^f?Ji^R5P*HOSPHORYLASE).//7.0e-06:61 :45//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S Y EAST) .//P41 940 \ / 

F-NT2RM2001 784//HYPOTHET1CAL PROTEIN UL61 y/d!d(p67i5'A 45:33//HUMAN CYTOMEGALOVIRUS 
(STRAIN AD169)7/P16818 
5 F-NT2RM2001785//LINOLEOYL-COA DESATURASE (EC 1 :t4V9#5)XDEL^^^ 

32//SYNECHOCYSTIS SP. (STRAIN PCC 6803)7/008871. , ,t,.,: 

F-NT2RM2001797//ZINC FINGER PROTEIN 1357/1 .6e-73:267:49//HOMO SAPIENS (HUMAN)7/P52742 
F-NT2RM2001800//HYPOTHETICAL HELICASE MG018/MG017/MG016 HOMOLOG7/3.9e-12:171:33//MYCO- 
PLASMA PNEUMONIAE.//P75093 .* - > 

10 F-NT2RM2001803//IKI3 PROTEIN7/1.6e-38:283:36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/ 

Q06706 -I' V 

F-NT2RM2001805//COLD SHOCK-LIKE PROTEIN CSPH7/0:51:46:32//SALMONELLA TYPHIMURIUM7/ 
033793 

F-NT2RM2001813//HYPOTHETICAL40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN C14B1 .4 IN CHRO- 
15 MOSOME lll7/5.0e-05:82:32//CAENORHABDITIS ELEGANS 7/01 7963 

F-NT2RM2001823//CHROMODOMAIN-HELICASE-DNA-BINpifSIG PROTEIN 2 (CHD-2)7/3.6e-49:233:45//HO- 
MO SAPIENS (HUM AN)7/01 4647 ' \ ^ V v\ ^ 

F-NT2RM2001839//RETICULOCALBIN 1 PRECURSOR7/5.2e-65:222:56//HOMO SAPIENS (HUMAN)7/Q15293 
F-NT2RM2001840//!!!! ALU SUBFAMILY SO WARNING ENTRY ll!(//9.6e-33:102:68//HOMO SAPIENS (HU- 
20 MAN)7/P39194 

F-NT2RM2001855//BASP1 PROTEIN7/0.054:120:30//HOM6:SAPiENS (HUMAN) 7/P80723 
F-NT2RM2001867//HYPOTHETICAL 56.6 KD PROTEIN IN;URE2rSSU72 INTERGENIC REGION7/4.1e-19:8B: 
36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P53 867 • : 

F-NT2RM2001879//HYPOTHETICAL 47.3 KD PROTEIN, G22G7:07C IN CHROMOSOME 17/5.96-15:76:38// 
25 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q69800 

F-NT2RM2001886//HYPOTHETICAL 126.9 KD PROTEIN 02207^04 IN CHROMOSOME 17/1 .46-41:249:38// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) 7/009798' •[ " 

F-NT2RM2001896//HYPOTHETICAL 83.2 KD PROTEIN lN 'kARfcF?BN1 INTERGENIC REGION7/2.1e-59:197: 
56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P25582; ; 
30 F-NT2RM2001903//HYPOTHETICAL PROTEIN MJ02637/0.070:132':31//METHANOCOCCUS JANNASCHII.// 

006917 ...w;. xf> .i- 

F-NT2RM2001930//THROMBOSPONDIN 2 PRECURSOR,///. Ve-05:53:47//MUS MUSCULUS (MOUSE).// 
003350 \r^ ' 

F-NT2RM2001935//PUTATIVE CUTICLE COLLAGEN F55C1 0.37/0.00046:1 16:35//CAENORHABDITIS ELE- 
35 GANS.//Q21184 - ; 

F-NT2RM2001936//32.3 KD PROTEIN IN CWP1-MBR1 INTERQENIC REGION7/4.5e-27:216:34//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)7/P28320 - ^ 

F-NT2RM2001 950//HIRUDIN HV1 (BUFRUDIN).//0.59:43:34//HIRUDINARIA MANILLENSIS (BUFFALO 
LEECH)7/P81492 

40 F-NT2RM2001 982//GUANINE NUCLEOTIDE-BINDING PROTEIN G(l)/G(S)/G(0) GAMMA-8 SUBUNIT (G GAM- 

MA-C)7/0.72:35:42//BOS TAURUS (BOVINE)7/P50154 " ' ' 

F-NT2RM2001983//PROLINE-RICH PEPTIDE P-B.//0. 00035 :23:52//HOMO SAPIENS (HUMAN)7/P02814 
F-NT2RM2001989//NUCLEOLAR PROTEIN N0P4 (NUCLEGL/VR, PROTEIN NOP77)7/8.6e-24:197:37//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).y/P37838ir'!^;r-^^: " 
45 F-NT2RM2001997 i^i^S^^f^^^ 

F-NT2RM2001998//IMMEDIATE-EARLY PROTEIN IE1807/0.076:92:27//PSEUDORABIES VIRUS (STRAIN IN- 
DIANA-FUNKHAUSER/BECKER)(PRV)7/P11675 ' 

F-NT2RM2002004//SLF1 PROTEIN.//3.5e-06:235:27//SACCHAR6MYCES CEREVISIAE (BAKER'S YEAST).// 
01 2034 ] '^•'•iiic'ri/^K 

50 F-NT2RM2002014//HYPOTHETICAL PROTEIN HI0566y/2}iP'7:235:29//HAEM INFLUENZAE.// 

P71353 " ' t" . 

F-NT2RM2002030//GLUCOSAMINE-FRUCTOSE-6-PHOSPHAfEXMINOTRANSFERASE [ISOMERIC (EC 
2.6.1.16) (HEXOSEPHOSPHATE AMINOTRANSFERASE)'i[b^^^^ PHOSPHATE AMIDOTRANS- 

FERASE) (GFAT) 7/9.56-1 05:271 :76//MUS MUSCULUS (MO&SE)://P47856 
S5 F-NT2RM2002049//SMALL PROLINE-RICH PROTEIN 2-1 .//0.099:41 :41//H0M0 SAPIENS (HUMAN)7/P35326 

F-NT2RM2002055//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPSI 37/0.0 12:21 7:24//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q07878^ . - 

F-NT2RM2002088//PUTATIVE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRNP X) (CBP).// 
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1.1e-09:65:53//MUS MUSCULUS (MOUSE).//Q61990 

F-NT2RM2002091//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC R EG I ON. //0. 072: 74: 
37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53214 

F-NT2RM2002100//ATP-DEPENDENT RNAHELICASE R0K1 7/4,5e-50:289:41//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P45818 

F-NT2RM2002109//NT-3 GROWTH FACTOR RECEPTOR PRECURSOR (EC 2.7.1.112) (TRKC TYROSINE KI- 
NASE) (GP145-TRKC) (TRK-C).//1.4e-14:203:32//RATTUS NORVEGICUS ( RAT) .//Q 03351 
F-NT2RM2002128//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//0.0025: 139:31// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P 17437 

F-NT2RM2002142//GASTRULATION SPECIFIC PROTEIN G12.//9.2e-20:42:73//BRACHYDANIO RERIO (ZE- 
BRAFISH) (ZEBRA DANIO)7/P47805 

F-NT2RM2002145//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT 12 PRECURSOR.//0.0085:200:26// 
TRITICUM AESTIVUM (WHEAT).//P08488 

F-NT2RM2002178//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS).//5.8e-05:56:39//BOS TAURUS (BO- 
VINE) .//P2550 8 

F-NT2RM2002580//CCAAT-BINDING TRANSCRIPTION FACTOR SUBUNIT A (CBF-A) (NF-Y PROTEIN CHAIN 
B) (NF-YB) (CAAT-BOX DNA BINDING PROTEIN SUBUNIT B).//2.9e-14:96:37//PETROMYZON MARINUS (SEA 
LAMPREY).//P25210 ■ ' 

F-NT2RM4000024//DNA-DIRECTED RNA POLYMERASE -HI. 128 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 
POLYMERASE III SUBUNIT 2).//8.6e-95:271 :67//DROSOPHiLA MELANOGASTER (FRUIT FLY).//P25167 
F-NT2RM4000027//INTERFERON-ACTIVATABLE PROTEIN 202 (IFI-202).//0.99:72:31//MUS MUSCULUS 
(MOUSE).//P15091 

F-NT2RM4000030//LAS1 PROTEINy/1 .4e-14:184:32//SACCHAR9MYGES CEREVISIAE (BAKER'S YEAST).// 
P36146 ' * ; ; ' 

F-NT2RM4000046//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENT)y/0.99:120:28//RATTUS NORVEGICUS 

(RAT)7/P13941 

F-NT2RM4000061 - . 

F-NT2RM4000085//ATP-DEPENDENT RNA HELICASE A (NUCLEAR DNA HELICASE II) (NDH II) (DEAD BOX 
PROTEIN 9) (MHEL-5).//8.5e-40:263:38//MUS MUSCULUS (MpySE).//O70133 

F-NT2RM4000086//HYPOTHETICAL PROTEIN HI1497.//1 .0:27'37/^HAEMOPHILUS INFLUENZAE.//P44221 
F-NT2RM4000104//ZINC FINGER PROTEIN 134.//1.0e-26:64:56//HOMO SAPIENS (HUMAN).//P52741 
F-NT2RM4000139//PREPROTEIN TRANSLOCASE SECE SUBUNIT.//0.99:38:42//THERMOTOGA MARITIMA.// 
P35874 

F-NT2RM4000155//THREONYL-TRNA SYNTHETASE. CYTOPLASMIC (EC 6.1.1.3) (THREONINE-TRNA 
LIGASE) (THRRS)y/6.3e-34:181:40//HOMO SAPIENS (HUMAN).//P26639 

F-NT2RM4000156//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN)y/ 
4.6e-12:142:33//NICOTIANATABACUM (COMMON TOBACCp).//Pi3983 

F-NT2RM4000167//KINESIN-LIKE PROTEIN KIF4y/3.4e-1 23:269:91 //MUS MUSCULUS (MOUSE).//P33174 
F-NT2RM4000169//M PROTEIN. SEROTYPE 2.2 PRECURs6R.//9.7e-10:229:26//STREPTOCOCCUS PYO- 
GENES.//P50469 

F-NT2RM40001 91//P68-LIKE PROTEINy/2.1 e-1 1 :1 04:40//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST)y/P24783 

F-NT2RM4000197//CUTICLE PROTEIN CP463 (CPCP463)y/0.84:^9:37//CANCER PAGURUS (ROCK CRAB).// 
P81587 ,U 

F-NT2RM4000199//SALIVARY PROLINE-RICH PROTEIN Po'(ALLELeV) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) y/1 .89-06:1 87:34//HOMO SAPIENS (HUMAN)y/P10162 

F-NT2RM4000200//HYPOTHETICAL 9.4 KD PROTEIN IN FLAL 3'REGION (ORF3).//0.52:42:40//BACILLUS LI- 
CHEN IFORM ISy/P22754 

F-NT2RM4000202//COLLAGEN ALPHA 1(VIII) CHAIN PRECURSOFl (ENDOTHELIAL COLLAGEN)y/0.00044: 
168:32//ORYCTOLAGUSCUNICULUS(RABBlT).//P14282 - • 

F-NT2RM4000210//EXTENSIN PRECURSOR.//0.27:129:27//DAUCUS CAROTA (CARROT).//P06599 
F-NT2RM4000215//MAK16 PROTEINy/2.0e-65:234:52//SACCHAROMYCES CEREVISIAE (BAKER'S 
YEAST).//P10962 • y-^r,' 

F-NT2RM4000229//GAR2 PROTEINy/0.13:217:26//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)y/ 
P41891 

F-NT2RM4000233//TRANSMEMBRANE PROTEIN SEX PREQUaSORy/0.047:108:30//HOMO SAPIENS (HU- 
MAN).//P51805 , ' '■;■'[> J 

F-NT2RM4000244//ATP SYNTHASE PROTEIN 8 (EQ : (A6L)y/0.67:59:27//BALAENOPTERA 
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PHYSALUS (FINBACK WHALE) (COMMON RORQUAL) y/P24947 

F-NT2RM4000251//PROLINE-RICH PROTEIN MP-3 (FRAGMENT).//0.0059:108:35//MUS MUSCULUS 
(MOUSE).//P05143 

F-NT2RM4000265//!!!! ALU SUBFAMILY J WARNING ENTRY ll!!//8.1e-38:70:70//HOMO SAPIENS (HUMAN).// 
5 P39188 ' . . 

F-NT2RM4000290//TRANSDUCIN-LIKE ENHANCER PROTEIN 3 (ESG3).//1 .6e-115:209:94//HOMO SAPIENS 
(HUMAN).//Q04726 • ./ 

F-NT2RM4000324//PRESPORE PROTEIN DP87 PRECURSOR.//0.14:136:30//DICTYOSTELIUM DISCOIDEUM 
(SLIME MOLD).//Q04503 

10 F-NT2RM4000327//HYPOTHETICAL 8.9 KD PROTEIN IN IE0-IE1 INTERGENIC REGION .//0.91 :73:28// 

AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VjRUS (ACMNPV).//P41703 
F-NT2RM4000344//YME1 PROTEIN HOMOLOG (EC 3.4',24,-)t//9.4e-78:241 :55//CAENORHABDITIS ELE- 
GANS.//P54813 

F-NT2RM4000349//CYSTEINE STRING PROTEIN (CCCS1)://6.055:22:59//TORPEDO CALIFORNICA (PACIFIC 
15 ELECTRIC RAY).//P56101 

F-NT2RM4000354//LETHAL(2)DENTICLELESS PROTEIN (DTL83 PROTEIN).//4.6e-26:208:35//DROSOPHILA 
MELANOGASTER (FRUIT FLY).//Q24371 

F-NT2RM4000356//COAT PROTEIN 7/0.11 :105:36//SATELLITE TOBACCO MOSAIC VIRUS (STMV).//P17574 
F-NT2RM4000366//IMMEDIATE-EARLY PROTEINy/1.2e-05:i215:24//HERPES VIRUS SAIMIRI (STRAIN 11)7/ 
20 Q01042 

F-NT2RM4000368//HYPOTHETICAL 7.3 KD PROTEIN IN RPBA-GP46 INTERGENIC REG ION 7/0. 54:46:36// 
BACTERIOPHAGE RB697/O64300 ^ , ; 

F-NT2RM4000386//RHSC PROTEIN PRECURSOR7/0.0096:162:29//ESCHERICHIA COLI7/P16918 
F-NT2RM4000395//HYPOTHETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGENIC REGION 7/4.5e-66: 
25 256:53//SACCH AROMYCES CEREVISIAE (BAKER'S YEAST)7/P4361 6 

F-NT2RM4000414//HYPOTHETICAL 6.0 KD PROTEIN IN THI12 5'REGION7/0.13:33:48//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST).//P53820 

F-NT2RM4000421//MRNATRANSPORT REGULATOR MTR10,//5.0e-13:171:29//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) 7/Q991 89 
30 F-NT2RM4000425//HI! ALU SUBFAMILYSP WARNING ENTRY !!!l//2.1e-25:46:80//HOMO SAPIENS (HUMAN).// 

P39193 

F-NT2RM4000433//CUTICLE COLLAGEN 3A37/2.5e-06:77:38//HAEMONCHUS CO NT0RTUS7/P 16253 
F-NT2RM4a00457//HYPOTHETICAL 111.9 KD PROTEIN C22H;10.03C IN CHROMOSOME 17/4.36-09:215:22// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/di0297 
35 F-NT2RM4000471//TRNA SPLICING PROTEIN SPL1 7/6.76.-73; 163:65//CANDIDA ALBICANS (YEAST).// 

P87185 ■ ^. 

F-NT2RM4000486//COLLAGEN ALPHA 2(VI) CHAIN PRECUBSOR.//0.0012:121:34//GALLUS GALLUS 
(CHICKEN).//P15988 

F-NT2RM4000496//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RNA POLYMER- 
40 ASE II SUBUNIT 1)7/5.9e-09:175:35//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/P36594 

F-NT2RM4aO0511//SALIVARY GLUE PROTEIN SGS-3 PRECURSOR7/0.020:122:31//DROSOPHILA SIMU- 
LANS (FRUIT FLY).//P1 3729 

F-NT2RM4000514//ATP SYNTHASE A CHAIN (EC 3.6.1.34) (PROTEIN 6).//0.46:68:32//ARTEMIA SANFRAN- 
CISCANA (BRINE SHRIMP) (ARTEMIA FRANCISCANA)7/Q37708 . 
45 F-NT2RM4000515//GAR2 PROTEIN.//3.26-05:198:27//SCHIZbSACCHAROMYCES POMBE (FISSION 

YEAST)7/P41891 

F-NT2RM4000520//HYPOTHETICAL 7.5 KD PROTEIN (ORF 63).//0.011:55:38//SPINACIA OLERACEA (SPIN- 
ACH)7/P08974 

F-NT2RM4000531//ZINC FINGER PROTEIN 169 (FRAGMENT)7/3J5e-44;244:42//HOMO SAPIENS (HUMAN).// 
50 Q14929 '^'^^ 

F-NT2RM4000532//PUTATIVE MEMBRANE PROTEIN 53.//1 .0:47:34//HERPES VIRUS SAIMIRI (STRAIN 11).// 
Q01049 

F-NT2RM4000534//HYPOTHETICAL 5.9 KD PROTEIN IN WRBArPUTA INTERGENIC REGION 7/0. 75:26:46// 
ESCHERICHIA COU.//P56614 ' ! ' •; . 

55 F-NT2RM4000585//GAG POLYPROTEIN [CONTAINS: CORpPROTEIN P1 6; CORE PROTEIN P26]7/0.01 9:86: 

34//HUMAN IMMUNODEFICIENCY VIRUS TYPE 2 (ISOLATC S.BLIS-Y) (HIV-2).//P12450 
F-NT2RM4000590//RING CANAL PROTEIN (KELCH .PROTEIN>7/5.0e-23:224:29//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY).//Q04652 , r., ^ ['.. , ^ , 
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F-NT2RM4000595//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME 1117/3.86-62:226:50// 
CAENORHABDITIS ELEGANS.//P34284 

F-NT2RM4000603//SRC SUBSTRATE CORTACTIN (AMf=»LAXIN) (EMS1 ONCOGENE).//0.077:132:22//HOMO 
SAPIENS (HUMAN)y/Q14247 

5 F-NT2RM4000611//HYPOTHETICAL40.4 KDTRP-ASP REPEATS CONTAINING PROTEIN C14B1.4 IN CHRO- 

MOSOME lliy/1.9e-06:82:32//CAENORHABDITIS ELEGANS.//Q 17963 

F-NT2RM4000616//ACETYL-COENZYME A SYNTHETASE (EC 6.2.1 .1) (ACETATE--COA LIGASE) (ACYL- AC- 
TIVATING EN2YME).//5.3e-79:213:62//ESCHERICHIA COLI.//P27550 

F-NT2RM4000674//HYPOTHETICAL SYMPORTER SLL1 374.//r.3e-1 1 :1 47:32//SYNECHOCYSTIS SP (STRAIN 
10 PCC6803).//P74168 - 

. F-NT2RM4000689 . . ... i ' 

F-NT2RM4000698//CHORION CLASS HIGH-CYSTEINE HCA PROTEIN 12 PRECURSOR (HC-A. 12)7/0.26:45: 
33//BOMBYX MORI (SILK MOTH).//P05687 

F-NT2RM4000700//THIOPHENE AND FURAN OXIDATION PROTEIN tHDFy/0.95:165:25//BORRELIA BURG- 
15 DORFERI (LYME DISEASE SPIROCHETE)7/P53364 

F-NT2RM4000712//PROBABLE UBIQUITIN CARBOXYLTERM I Nif\L HYDROLASE R10E11.3 (EC 3.1.2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
ZYME)7/2.2e-82:152:63//CAENORHABDITlS ELEGANS7/P34547 

F-NT2RM4000717//SALIVARY GLUE PROTEIN SGS-3 PRECURSOF=^.//0.80:54:40//DROSOPHILA SIMULANS 
20 (FRUIT FLY).//P1 3729 

F-NT2RM4000733//OCTAPEPTIDE-REPEAT PROTEIN T2y/1 .5e-08:139:28//MUS MUSCULUS (MOUSE).// 
Q06666 

F-NT2RM4000734//GASTRULA ZINC FINGER PROTEIN XLCGF26.1 ( FRAGMENT) . //7.2e-20:205:28//XENO- 
PUS LAEVIS (AFRICAN CLAWED FR0G)y/P1 871 5 
25 F-NT2RM4000741//SPERM PROTAMINE PI .//0.89:52:38//ISo6dON MACROURUS (SHORT-NOSED BANDI- 

COOT) .//P42 136 

F-NT2RM4000751//ZINC FINGER PROTEIN 26 (ZFP-26) (MKR3 PROTEIN) (FRAGMENT).//5. 26-77:246:52// 
MUS MUSCULUS (M0USE).//P1 0076 .i 

F-NT2RM4000764//KERATIN, GLYCINE/TYROSINE-RICH ;Qf!'HAIR7/0.062:33:42//OVIS ARIES (SHEEP).// 

30 Q02958 

F-NT2RM4000778 . K r - v . 

F-NT2RM4000779//SULFATED SURFACE GLYCOPROTEIN lS (SSG185)y/0.014:53:45//VOLVOXCARTERI7/ 
P21997 ' : ■.:V;^,:: 

F-NT2RM4000787//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP-1).//0.00011 :73: 
35 39//MUS MUSCULUS (MOUSE)y/P98063 if- 

F-NT2RM4000790//SPORE COAT PROTEIN SP96.//0.00083:157:29//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD).//P14328 i.;: ^ ^ • 

F-NT2RM4000795//CHOLINESTERASE PRECURSOR (eS^S.I.I.S) (ACYLCHOLINE ACYLHYDROLASE) 
(CHOLINE ESTERASE 11) (BUTYRYLCHOLINE ESTERASE) (PSEUDOCHOLIN ESTERASE) y/7.4e-41 :271 :36// 
40 HOMO SAPIENS (HUMAN).//P06276 • \ , ^ 

F-NT2RM4000796//5-METHYLCYTOSINE-SPECIFIC RESTRICTION ENZYME B (EC 3.1 .21 .-).//0.28:82:30//ES- 
CHERICHIACOLI.//P15005 . 

F-NT2RM4000798//PROTEIN TRANSPORT PROTEIN SEC7.//4.7e-38:165:48//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) y/P 11 075 
45 F-NT2RM4000813//METALLOTH!ONEIN-IBy/0.0025:25:44//OVIS ARIES (SHEEP)y/P09577 

F-NT2RM4000820 

F-NT2RM4000833//HYPOTHETICAL PROTEIN MJ11367/6.5e-42:206:41//METHANOCOCCUS JANNASCHIL// 
Q58536 

F-NT2RM4000848//BRAIN-SPECIFIC HOMEOBOX/POU DOMAIN PROTEIN 3A (BRN-3A) (BRN-3.0).//0.00060: 
50 159:33//MUS MUSCULUS (M0USE)7/P1 7208 '..^ '■ . 

F-NT2RM4000852//SMALL PROLINE-RICH PROTEIN 2B ^(SPR-2B)y/0.0076:13:69//HOMO SAPIENS (HU- 
MAN)y/P35325 

F-NT2RM4000855//II!! ALU SUBFAMILY SO WARNING ENTRY* l!l!//0.0060:68:44//HOMO SAPIENS (HUMAN).// 
P39194 . V V, . ' 

55 F-NT2RM4000887//RTS1 PROTEIN (SCSI PROTEIN).//0.23:i53?24//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST)y/P38903 

F-NT2RM4000895//HYPOTHETICAL 53.5 KD PROTEIN IN PH02-PbL3 INTERGENIC REG ION 7/3.36-09:80: 
46//SACCHAROMYCES CEREVISIAE (BAKERS YEAST).//P431 23; 
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F-NT2RM4000950//HYPOTHETICAL PROTEIN IVIJ0572y/0.090:68:29//METHANOCOCCUS JANNASCHII.// 
Q57992 

F-NT2RM4000971//KINESIN LIGHT CHAIN (KLC)y/0.79:201 :24//LOLIGO PEALEII (LONGFIN SQUID)y/P46825 
F-NT2RM4000979//MYOSIN REGULATORY LIGHT CHAIN 2, NONSARCOMERIC (MYOSIN RLC)y/1 .2e-07:25: 
5 96//HOMO SAPIENS (HUM AN)y/P1 9105 

F-NT2RM4000996//ZINC FINGER PROTEIN 37 (ZFP-37) (MALE GERM CELL SPECIFIC ZINC FINGER PRO- 

TEIN)y/1.4e-56:253:46//MUSMUSCULUS(MOUSE)y/P1714>./ v 

F-NT2RM4001002 

F-NT2RM4001016//GAG POLYPROTEIN [CONTAINS: CORE -PROTEIN P15; INNER COAT PROTEIN PI 2; 

10 CORE SHELL PROTEIN P30]y/0.25:1 01 :31//FBR MURINE OSTEOSARCOMA VIRUSy/P29175 

F-NT2RM4001032//CUTiCLE COLLAGEN 2y/2.6e-07:130:39//CAENORHABDITIS ELEGANSy/P 17656 
F-NT2RM4001047//MO25 PROTEINy/5.6e-107:252:80//MUS MUSCULUS (MOUSE) y/Q06 138 
F-NT2RM4001054//PROTEIN TRANSPORT PROTEIN SEC6i ALPHA SUBUNITy/9.0e-109:209:94//CANIS FA- 
MILIARIS {DOG)7/P38377 ' . 

15 F-NT2RM4001084//HYPOTHETICAL TRANSCRIPTIONAL REGULATOR IN UXUR-IADA INTERGENIC RE- 

GIONy/0.57:95:30//ESCHERlCHIACOLiy/P39376 

F-NT2RM4001092//HYPOTHETICAL 127.4 KD PROTEIN 'F07F6.4 IN CHROMOSOME lliy/2.5e-47:231 :47// 
CAENORHABDITIS ELEGANSy/Q09531 

F-NT2RM4001116//HYPOTHETICAL 216.3 KD PROTEIN R06F6.8 IN CHROMOSOME liy/1,3e-08:243:23// 
20 CAENORHABDITIS ELEGANSy/Q09417 

F-NT2RM4001140//HOMEOBOX PROTEIN MSH-Dy/7.1e-13:103:38//BRACHYDANlO RERIO (ZEBRAFISH) 
(ZEBRA DANIO)y/Q01 704 

F-NT2RM4001151//SYNAPSINS lA AND IB (BRAIN PROTEIN '4;i)y/0.26:96:34//HOMO SAPIENS (HUMAN)y/ 
P17600 

25 F-NT2RM4001155//ADRENAL MEDULLA 50 KD PROTEIN7/3.6e-1 03:201 :91//B0S TAURUS (BOVINE)y/ 

027969 ; . . . 

F-NT2RM4001160//GLUTATHIONE S-TRANSFERASE (EC 2.5.1 .1'8) (CLASS-PHI) (FRAGMENTS)y/1 .0:33:36// 
BRASSICA OLERACEA (CAU LI FLOWER) y/P48438 F-NT2RM46oi187//PREPROTEIN TRANSLOCASE SECA 
SUBUNIT//0.44:158:27//MYCOPLASMA GENITALIUMy/P473i8 : 
30 F-NT2RM4001191//LONG NEUROTOXIN 2 (TOXIN C)y/0;.99:44:43//ASTROTIA STOKESI (STOKES'S SEA 

SNAKE) (DISTEIRASTOKESI)y/P01 381 ' j ; , r: 

F-NT2RM4001200//ZINC FINGER PROTEIN 135.//2.2e-82:245:59//H6MO SAPIENS (HUMAN)y/P52742 
F-NT2RM4001203//HYPOTHETICAL 57.5 KD PROTEIN IN yMA7-RRS25A INTERGENIC REGIONy/0.028:94: 
40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/f?532i;4; s . 
35 F-NT2RM4001204//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)y/0.0096:182:34//HOMO 

SAPIENS (HUMAN)y/Ql5428 - * 

F-NT2RM4001217//RING CANAL PROTEIN (KELCH PROTEIN)y/2.1e-21 :221 :29//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q04652 » 

F-NT2RM4001256//CBP3 PROTEIN PRECURSOR7/0.30:55:32//SACCHAROMYCES CEREVISIAE (BAKER'S 
40 YEAST)y/P21560 

F-NT2RM4001258//HYPOTHETICAL 35.5 KD PROTEIN IN JRANSPOSON TN4556y/0. 00031 :132:39//STREP- 
TOMYCESFRADIAEy/P20186 "\ 

F-NT2RM4001309//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT)y/0.048:132:28//HOMO SAPiENS'(HUMAN)y/P02812 
45 F-NT2RM4001313//PHOSPHATIDYLINOSITOL 3-KINASE VPS34-LIKE (EC 2.7.1 .137) (PI3-KINASE) (PTDINS- 

3-KINASE) (PI3K).//2.6e-37:124:65//DICTYOSTEUUM DISCOIDEUM (SLIME MOLD).//P54676 
F-NT2RM4001316//ACYL-COA DEHYDROGENASE, MEDIUM-CHAIN SPECIFIC PRECURSOR (EC 1.3.99.3) 
(MCAD).//1.7e-ia:185:30//RATTUSNORVEGICUS(RAT)y/P:68503 ■ , 

F-NT2RM4001320//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
50 ClOGENITAL DYSPLASIA PROTEIN H0M0L0G)y/1 .5e-68?ii7:2W/MUS MUSCULUS (MOUSE). //P52734 

F-NT2RM4001340//UTR4 PROTEIN (UNKNOWN TRANSpRiPt4 PROTEIN)y/7.7e-14:82:36//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P32626 ' 

F-NT2RM4001344//HYPOTHETICAL GTP-BINDING PROTEIN' iN;F!6P2-HOL1 INTERGENIC REGIONy/3.3e- 
16:128:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEASf)y/P53742 
55 F.NT2RM4001347//HYPOTHETICAL76.9KD PROTEIN IN RPM2^TUB1 INTERGENIC REGION y/0.067: 111 :33// 

SACCHAROMYCES CEREVISIAE (BAKER'S YE AST) 7/0045,11 V . 
F-NT2RM4001371 

F-NT2RM4001382//HISTIDINE-RICH GLYCOPROTEIN PREpyRS.ORy/1.0e-08:82:39//PLASMODIUM LOPHU- 
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RAEy/P04929 \ ' i 

F-NT2RM4001384 ./.v. . 

F-NT2RM4001410//A-AGGLUTININATTACHMENTSUBUNli:PRECyRSOR7/2.1e-08:185:31//SACC 
CESCEREVISIAE (BAKER'S YEAST).//P32323 'V.'''*?0>.. 
5 F-NT2RM4001411//EARLY NODULIN 20 PRECURSOR (NT26).//5.3e-05:105:38//MEDICAGO TRUNCATULA 

(BARREL MEDIC)y/P93329 ^ \ ' 

F-NT2RM4001412//GTPASE-ACTIVATING PROTEIN (GAP) (RAS:P21 PROTEIN ACTIVATOR) (P120GAP) 
(RASGAP).//6.2e-17:109:41//RATTUS NORVEGICUS (RAT)y/P50904 

F-NT2RM4001414//ZINC FINGER PROTEIN 1 77y/8.3e-06:54;;5p//HOMO SAPIENS (HUMAN)y/Q 13360 
10 F-NT2RM4001 437//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!t//iie-24:87:65/^^ 

P39192 . > 

F-NT2RM4001444//PROBABLE ISOLEUCYL-TRNA SYNTHETASE (EC 6.1 .1 .5) (ISOLEUCINE-TRNA LIGASE) 
(ILERS) (FRAGMENT) .//2.6e-45:197:47//CIONA INTESTINALIS.//094425 

F-NT2RM4001454//HYPOTHETICAL PROTEIN KIAA0041 (FRAGMENT).//0.0060:95:29//HOMO SAPIENS (HU- 
TS ■ MAN)y/Q15a57 

F-NT2RM4001455//PROBABLE E5B PROTEINy/0.41 :44:36//HUMAN PAPILLOMAVIRUS TYPE 6By/P06461 
F-NT2RM4001483//ZINC FINGER PROTEIN 136y/1.7e-28:85:64//HOMO SAPIENS (HUMAN)y/P52737 
F-NT2RM4001489//PTB-ASSOCIATED SPLICING FACTOR (PSF)://0.086:111 :34//HOMO SAPIENS (HUMAN)y/ 
P23246 , . . 

20 F-NT2RM4001519//ACID UREASE ALPHA SUBUNIT (EC 3.5,1.5) (UREA AMIDOHYDROLASE)y/0.82:51 :47// 

LACTOBACILLUS FERMENTUM.//P26929 

F-NT2RM4001522//TROPOMYOSIN.//0,030:117:23//SCHIZOSAGCHAROMYCES POMBE (FISSION YEAST).// 
Q02088 • j 

F-NT2RM4001557 "' i 

25 F-NT2RM4001565//HYPOTHETICAL 44.3 KD PROTEInM CIFfoVc IN CHROMOSOME l.//0.99:42:40// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//q6991 9 

F-NT2RM4001566//GLUCOAMYLASE S1/S2 PRECURSOR ^EO 3.2.1 .3) (GLUCAN 1,4-ALPHA- GLUCOSI- . 
DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)y/0.054:190:23//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) .//P08640 ' 'V ■ 

30 F-NT2RM4001569//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE PROTEIN (ACTIVATED 

PROTEIN KINASE C RECEPTOR HOMOLOG)y/072:64:31//TRYPAN6sOMA BRUCE! BRUCEI.//Q94775 
F-NT2RM4001582 

F-NT2RM4001592//DNA REPAIR PROTEIN RAD9y/0.00037:198:31//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)y/P 14737 r • 
35 F-NT2RM4001594//IMMEDIATE-EARLY PROTEIN IE180.//1 .9e'-05:.147:34//PSEUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV).//P33479 

F-NT2RM4001 597//THIOL: DISULFIDE INTERCHANGE PROTEIN TLPA (CYTOCHROME C BIOGENESIS PRO- 
TEIN TLPA).//5.7e-06:122:29//BRADYRHIZOBIUM JAPONICUMy/P43221 

F-NT2RM4001605//NUCLEAR PORE COMPLEX PROTEIN NUP155 (NUCLEOPORIN NUP155) (155 KD NU- 
40 CLEOPORIN) (P140).//1 .7e-128:249:96//RATrUS NORVEGICUS '(RAT)y/P371 99 

F-NT2RM4001611//SIS2 PROTEIN (HALOTOLERANCE PROTEIN 'HAL3).//1 .5e-35:128:47//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P36024 

F-NT2RM4001629//MAGUK P55 SUBFAMILY MEMBER 3 (MPFfS PROTEIN) (DISCS, LARGE HOMOLOG 3).// 
5.8e-42:254:37//HOMO SAPIENS (HUMAN)y/Q 13368 
45 F-NT2RM4001650//HOMEOBOX PROTEIN H0X-A4 (CHOXM;^4)y/0.62:19:57//GALLUS GALLUS (CHICKEN).// 

P17277 ' ; - 

F-NT2RM4001662//PROTEIN KINASE C, ALPHA TYPE (EQ^^-Til^^^^^ SAPI- 
ENS (HUMAN).//P 17252 ^^l^^^^l^yiK ' 

F-NT2RM4001666//HYPOTHETICAL48.6 KD PROTEIN IN ALF^ArGABP INTERGENIC REGIONy/1 .1e-31:137: 
50 44//ESCHERICHIACOLI.^P37339 iif:'' 

F-NT2RM4001682//PROBABLE 60S RIBOSOMAL PROTEIN ,L227/a98:55:29//CAENORHABDITIS ELEGANSV/ 

P52819 . ^yKr\^y ^ 

F-NT2RM4001710//HYPOTHETICAL PROTEIN KIAA0039 (FRAGMENT)y/0.56:113:28//HOMO SAPIENS (HU- 
MAN)y/Q15054 

55 F-NT2RM4001714//SEPTIN 2 HOMOLOG (FRAGMENT)y/1:4eW08:255:77//HOMO SAPIENS (HUMAN).// 

014141 ■ 

F-NT2RM4001715//HYPOTHETICAL PROTEIN C19G10.16 IN CHROMOSOME I (FRAGMENT).//2.1e-36:148: 
38//SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) 7/0 10342 

..> i 
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F-NT2RM4001731//HYPOTHETICAL 54.9 KD PROTEIN ..Gd2F5:7. IN CHROMOSOME lll.//1.1e-05:90:33// 
CAENORHABDITIS ELEGANSy/P34284 

F-NT2RM4001741//TALINy/1.1e-106:208:99//MUSMUSCULUS {MOUSE).//P26039 

F-NT2RM4001746//EBNA-1 NUCLEAR PROTEINy/1 .6e-09:155:38//EPSTElN-BARR VIRUS {STRAIN B95-8) 
5 (HUMAN HERPESVIRUS 4).//P032l1 

F-NT2RM4001754//COLLAGEN ALPHA5(IV) CHAIN PRECURSORy/0.93:158:33//HOMO SAPIENS (HUMAN)y/ 
P29400 

F-NT2RM4001758//PUTATIVE SERINEH^HREONINE-PROTEIN KINASE P78 (EC 2.7.1 .-)y/5.1e-11 3:277:79// 
HOMO SAPIENS (HUMAN)y/P27448 • • 

10 F-NT2RM4001776//MYOSIN I ALPHA (MMI-ALPHA)y/2.2e-73:262:54//MUS MUSCULUS (MOUSE) y/P46735 

F-NT2RM4001783//ZINC FINGER PROTEIN HRX (ALL-1) (FRXGMENT)y/5.3e-26:169:39//MUS MUSCULUS 
(MOUSE)y/P55200 

F-NT2RM4001810//MALE SPECIFIC SPERM PROTEIN .MST84DBy/2.3e-05:68:42//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q01 643 
15 F-NT2RM4001813//RHODOCETIN ALPHA SUBUNITy/2.3e-p5:115:34//AGKISTRODON RHODOSTOMA (MA- 

LAYAN PIT VIPER) (CALLOSELASMA RHODOSTOMA)y/P81397r 

F-NT2RM4001819//CELL SURFACE GLYCOPROTEIN EMRt PRECURSOR (EMR1 HORMONE RECEPTOR) 
(CELL SURFACE GLYCOPROTEIN F4/80)y/1.7e-06;159:25//MUS MUSCULUS (MOUSE)y/Q61549 
F-NT2RM4001823//ZINC FINGER PROTEIN ZICl (ZINC FINGEI=? PROTEIN OF THE CEREBELLUM 1)y/2.6e- 

20 18:114:40//MUS MUSCULUS (MOUSE) y/P46684 \ ]l 

F-NT2RM4001828//ZINC FINGER PROTEIN 84 (ZINC FINGER' PROTEIN HPF2)y/4.0e-81 :253:59//HOMO SA- 
PIENS (HUMAN).//P51 523 ., r::;;!A- . 

F-NT2RM4001836//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2): (FRAGMENT)y/0.21:176:30//NEPHILA CLA- 
VIPES (ORBSPIDER)y/P46804 
25 F-NT2RM4001841//PROLINE-RICH PEPTIDE P-B.//0.046:27:46//HbMO SAPIENS (HUMAN)y/P02814 

F-NT2RM4001842//HYPOTHETICAL 7.0 KD PROTEIN B03B8.i IN CHROMOSOME lll.//0.98:35:42// 
CAENORHABDITIS ELEGANSy/Q1 11 04 

F-NT2RM4001856//HYPOTHETICAL 75.2 KD PROTEIN IN ACS1-GCV3 INTERGENIC REGIONy/2.3e-37:242: 
37//SACCHAROMYCES CEREViSIAE (BAKER'S YEAST)y/P39722 
30 F-NT2RM4001858/yT-BOX PROTEIN VEGT (T-BOX PROTEIN BFIAT) (T-BOX PROTEIN ANTIPODEAN). //1 .8e- 

23:78:64//XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P87377 

F-NT2RM4001865//NEURONAL CALCIUM SENSOR 2 (NCS-2).//6.p12:83:28//CAENORHABDITIS ELEGANS.// 
P36609 

F-NT2RM4001876//HYPOTHETICAL 118.4 KD PROTEI^ IIN. BAT2-DAL5 INTERGENIC REGION PRECUR- 
35 SOR.//3.8e-10:242:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P47179 

F-NT2RM4001 880//EC PROTEIN HOMOLOGy/0.22:59:32//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS)y/ 
P93746 ^^- ri 

F-NT2RM4001905//60S RIBOSOMAL PROTEIN L40 (CEP^2).m57:20:60//HOMO SAPIENS (HUMAN), RAT- 
TUS NORVEGICUS (RAT), AND GALLUS GALLUS (C HICK EN )y/P 14793 
40 F-NT2RM4001922 . 

F-NT2RM4001 930//PUTATI VE GLUCOSYLTRANSFERASE**' C08B1 1 .8 (EC 2.4.1 .-).//5.5e-45: 1 67:53// 
CAENORHABDITIS ELEGANSy/Q09226 ^ . . 

F-NT2RM4001938//RTOA PROTEIN (RATIO-A).//0.0036: 120:32//^^ DISCOIDEUM (SLIME 

MOLD)y/P54681 ' f^i- Vv-^* 

45 F-NT2RM4001940//IROOUOIS-CLASS HOMEODOMAIN PRPTEIN IRX-I (FRAGMENT).//0.32:31:48//HOMO 

SAPIENS (HUMAN).//P7841 5 .v:-.; \. i> J 

F-NT2RM4001953//!!!! ALU SUBFAMILY SC WARNING ENTRY !i!!//2.2e-43:56:85//HOMO SAPIENS (HUMAN)y/ 
P39192 

F-NT2RM4001 965//IG ALPHA-1 CHAIN C REGION.//0.56:73:34//GORILLAGORILLA GORILLA (LOWLAND GO- 
50 RILLA).//P20758 

F-NT2RM40019a9//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3. CP4 AND CP5) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H].//0.0016:140:27//HOMO SAPIENS (HUM AN ).//P 04280 
F-NT2RM4001979//ZINC FINGER PROTEIN 84 (ZINC FINGER'RROTEIN HPF2)y/3.9e-21 :103:51//HOMO SA- 
PIENS (HUMAN).//P51523 ' ' " 
55 F-NT2RM4001984//HYPOTHETICAL PROTEIN LAMBDA-SP5y/0.0034:50:40//MUS MUSCULUS (MOUSE).// 
PI 5974 ' CY. 

F-NT2RM4001987//IRREGULAR CHIASM C-ROUGHEST PROTEIN PRECURSOR (IRREC PROTEIN).//6.9e- 
17:115:31//DROSOPHILA MELANOGASTER (FRUIT FLY).//Qi?8i ,8q ' 
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F-NT2RM4002013//HYPOTHETICAL 54.5 KD TRP-ASP REPEATS CONTAINING PROTEIN ZC302.2 IN CHRO- 
MOSOME V.//0.0062:117:28//CAENORHABDITIS ELEGANS.//Q23256 

F-NT2RM4002018//SPORE COAT PROTEIN SP96.//4.3e-06:203:'28//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD).//P14328 

5 F-NT2RM4002034//RHO-GAP HEMATOPOIETIC PROTEIN CI '(P115) (KIAA0131).//0.78:132:25//HOMO SAPI- 

ENS (HUMAN).//P98171 

F-NT2RM4002044//VITELLOGENIN I PRECURSOR (MINOR. VITELLOGENIN) [CONTAINS: LIPOVITELLIN I 

(LVI); PHOSVITIN (PV); LIPOVITELLIN II (LVII); YGP42] 7/0.062:201 :24//GALLUS GALLUS (CHICKEN)y/P87498 
F-NT2RM4002054//DU PLICATE PROCYCLIN.//0.0079:44:52//TRYPANOSOMA BRUCEI BRUCEI7/P14044 
10 F-NT2RM4002055//PUTATIVE Z PROTEIN.//0.82:39:30//OVIS ARIES (SHEEP).//P081 05 

F-NT2RM4002062//ASPARTYL-TRNA SYNTHETASE (EC 6.1.1.12) (ASPARTATE-TRNA LIGASE) (ASPRS).// 
7.0e-37:80:52//THERMUS AQUATICUS (SUBSR THERMOPHILUS)y/P36419 

F-NT2RM4002063//SARCOSINE OXIDASE (EC 1. 5.3.1 ).//2..2e-25:216:31//BACILLUS SR (STRAIN NS-129)y/ 
P23342 ^ vj^^- ' 

15 F-NT2RM4002066//HYPOTHETICAL PROTEIN K I AA0192i FRAGMENT). //1 .16-94:260:71 //HOMO SAPIENS 

(HUMAN).//Q93074 ' . ' 

F-NT2RM4002067//I!!! ALU SUBFAMILY J WARNING ENTRY I[!!//l\5e-15:51:70//HOMO SAPIENS (HUMAN)y/ 
P39188 

F-NT2RM4002073//ELASTIN PRECURSOR (TROPOELASTINj.//4:'9e-05:88:36//HOMO SAPIENS (HUMAN)y/ 
20 PI 5502 . 

F-NT2RM4002075//RING CANAL PROTEIN (KELCH ■ PROTEIN).//7.2e-43:220:41//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY).//Q04652 • ' ,^ - 

F-NT2RM4002093//POLYPYRIMID1NE TRACT-BINDING PROTEIN (PTB) (HETEROGENEOUS NUCLEAR Rl- 
BONUCLEOPROTEIN I) (HNRNP I) (57 KD RNA-BINDING PROTEIN PPTB-1)y/1 .8e-93:255:72//HOMO SAPI- 
25 ENS (HUMAN).//P26599 ! ■ 

F-NT2RM4002109//KINESIN-LIKE PROTEIN KIF4y/3,7e-101:260:78//MUS MUSCULUS (MOUSE).//P33174 
F-NT2RM4002128//HYPOTHETICAL PROTEIN IN CYCB 3'REGION PRECURSOR (0RF2) (FRAGMENT)y/ 
0.91 :49:32//PARACOCCUS DENITRIFICANS.//P29969 

F-NT2RM4002140//GROUCHO PROTEIN (ENHANCER OF SPLIT M9/10)y/0.36:104:22//DROSOPHILA MELA- 
30 NOGASTER (FRUIT FLY)y/P 16371 \ 

F-NT2RM4002145//SL1T PROTEIN PRECURSORy/8.6e-13:127:33//DROSOPHILA MELANOGASTER (FRUIT 
FLY)y/P24014 

F-NT2RM4002146//MAGONASHIPROTEIN.//7.9e-69:143:91//pROSOPHILA MELANOGASTER (FRUIT FLY).// 
P49028 " • Y 

35 F-NT2RM4002161//DUAL SPECIFICITY PROTEIN PHOSPHATASE (EC 3.1 .3.48) (EC 3.1 .3.1 6).//0.0062:99:26// 

CHLAMYDOMONAS EUGAMETOSy/Q39491 . ^J^:^^', , 

F-NT2RM4002174//MRP PROTEINy/4.5e-50:183:55//ESCHERICHIA COLiy/P21590 

F-NT2RM4002189//MUCIN 2 PRECURSOR (INTESTINAL MUCII)J 2)y/2.6e-14:233:29//HOMO SAPIENS (HU- 
MAN)y/Q02817 / 
40 F-NT2RM4002194//TRANSMEMBRANE PROTEIN SEX PREGURSORy/0.92:108:28//HOMO SAPIENS (HU- 

MAN)y/P51805 

F-NT2RM4002205//ELONGATION FACTOR G. MITOCHONDBIAL; PRECURSOR (MEF-G)y/5.8e-39:122:72// 
RATTUS NORVEGICUS (RAT).//Q07803 V- ; i 

F-NT2RM4002213//HYPOTHETICAL 88.4 KD PROTEIN b6464:7.JN CHROMOSOME 1117/9.96-27:110:43// 
45 CAENORHABDITIS ELEGANSy/Q03565 •' , , . , 

F-NT2RM4002226//GTPASE ACTIVATING PROTEIN R6fuND}/1 .36-21 :147:41//DR0S0PHILA MELA- 
NOGASTER (FRUIT FLY)y/P40809 

F-NT2RM4002251 //PROTEIN EF-7 (FRAGMENT).//0.0Q082:45:42//MUS MUSCULUS (MOUSE)y/P97805 
F-NT2RM4002256//COLD-REGULATED PROTEIN 1 (FRAGMENT).//0.00015:114:42//HORPEUM VULGARE 
so (BARLEY)y/P23251 -'^'^ 

F-NT2RM4002266//CUT1CLE COLLAGEN 2.//0.00013:142:33//CAEn6rHABDIT1S ELEGANS.//P17656 
F-NT2RM4002278//HYPOTHETICAL22.2KD PROTEIN IN.NSRI-TIF4631 INTERGENIC REG I ON. //1 .0:40:52// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53288"' * 
F-NT2RM4002281 

55 F-NT2RM4002287//GAR2 PROTEINy/0.00055:225:23//SCHIzdSACCHAROMYCES POMBE (FISSION 

YEAST)y/P41891 ^^....^^ . 

F-NT2RM4002294//HYPOTHETICAL PROTEIN KIAA0281 ' (HA672^^ SAPIENS (HU- 

MAN)y^Q92556 .: ..\ 
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F-NT2RM4002301 //GENERAL STRESS PROTEIN CTC (FRAGMENT).//0.56:43:39//BACILLUS CALDOLYTI- 

CUS.//P42832 ' . ■ ' 

F-NT2RM4002323//NONHISTONE CHROMOSOMAL PROTEIN HMG-1 77/0.0080:73 :35//BOS TAURUS (BO- 
VINE). //P023 13 

5 F-NT2RM4002339//METALLOTHIONEIN 10-111 (MT-10-lll).//0.67:34:38//MYTILUS EDULIS (BLUE MUSSEL).// 

P80248 

F-NT2RM4002344//METALLOTHIONEIN-I (MT-I).//0.84:41 :31//MUS MUSCULUS (MOUSE).//P02802 
F-NT2RM4002373//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUN IT DY10 PRECURSOR.//0.001 9:1 90:28// 
TRITICUM AESTIVUM (WHEAT).//P10387 
10 F-NT2RM4002374//5E5 ANTIGEN7/0.0059:1 70:32//RATTUS NORVEGICUS (RAT).//Q63003 

F.NT2RM4002383//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//0, 13:1 7:88//HOMO SAPIENS (HUMAN).// 
P39193 

F-NT2RM4002390 

F-NT2RM4002398//HNRNP ARGININE N-METHYLTRANSFERASE (EC 2.1.1.-) (0DP1 PROTEIN).//0.034:110: 
15 27//SACCHAROMYCES CEREVISIAE (BAKERS Y EAST) .//P38 074 ^ 

F-NT2RM4002409//ACETYL-COENZYME A SYNTHETASE (EC 6:2.1.1) (ACETATE-CO A LIGASE) (ACYL- AC- 
TIVATING ENZYME).//4.0e-20:179:31//METHANOTHRIXSOEHNGENll.//P27095 

F-NT2RM4002438//!!!1 ALU SUBFAMILY SO WARNING ENTRY IIII//1 .7e-15:41 :95//HOMO SAPIENS (HUMAN).// 
P39194 

20 F-NT2RM4002446//CRYPTDIN-RELATED PROTEIN 4C-1 PRECURSOR (CRS4C) 7/0.0058 :24:50//M US MUS- 

CULUS (M0USE)7/P1 7534 

F-NT2RM4002452//METALLOTH1ONEIN 10-11 (MT-10-ll)7/0.83:4jB:37//MYTILUS EDULIS (BLUE MUSSEL).// 

P80247 ■ ; \ 

F-NT2RM4002457//IIM ALU SUBFAMILY SC WARNING ENTRY i!l!//4.9e-07:52:63//HOMO SAPIENS (HUMAN).// 
25 P39192 

F-NT2RM4002460//C-HORDEIN (CLONE PC-919) (FRAGMENT).//0.92:43:30//HORDEUM VULGARE (BAR- 
LEY). //P 17992 

F-NT2RM4002479//RNAHELICASE-L!KE PROTEIN DB10.//1 .7e-28:200:41//NICOTIANASYLVESTRIS (WOOD 
TOBACCO).//P46942 : : 

30 F-NT2RM4002482//HYPOTHETICAL 65.9 KD PROTEIN YPR065W.//8.8e-26:1 23:49//SACCHAR0MYCES CER- 

EVISIAE (BAKER'S YEAST).//Q12514 F-NT2RM4002493//LARVAL CUTICLE PROTEIN I PRECURSOR 7/0. 17: 
126:27//DROSOPHILA MIRANDA (FRUIT FLY)7/P91627 . . 

F-NT2RM4002499//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//9.4e-34:92:80//HOMO SAPIENS (HUMAN).// 
P39194 

3S F-NT2RM4002504//!!!! ALU SUBFAMILY SB WARNING ENTRY. !!!!//3.4e-19:55:83//HOMOSAPI^ 

P39189 ^ ' / 

F-NT2RM4002527//WD-40 REPEAT PROTEIN MSI2.//3!oerbt:1;93:27//ARABIDOPSIS THALIANA (MOUSE- 
EAR CRESS).//022468 . 

F-NT2RM4002532//AEROLYSIN REGULATORY PROTEIN7/6,97:19:47//AEROMONAS SOBRIA.//P09165 
40 F-NT2RM4002534//MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L32 PRECURSOR (YML32).//0.76: 86:22// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P25348. , v 

F-NT2RM4002558//LONG-CHAIN FATTY ACID TRANSPORT PROTEIN (FATP)7/4.2e-55:204:50//MUS MUSCU- 
LUS (MOUSE)7/Q60714 

F-NT2RM4002565//CHYMOTRYPSIN/ELASTASE ISOINHIBITORS 2.T0 57/1.0:16:62//ASCARIS SUUM (PIG 
45 ROUNDWORM) (ASCARIS LUMBRICOIDES)y/P07852 

F-NT2RM4002567//HYPOTHETICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERGENIC REGION7/2,7e-10:184: 
29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40032 

F-NT2RM4002571//POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 
UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE. N- ACETYLGALACTOS- 
50 AMINYLTRANSFERASE) (GALNAC-T1)7/2.4e-25:124:47//HdMb 'SAPIENS (HUMAN)7/Q 10472 

F-NT2RM4002593//HYPOTHETICAL9.1 KD PROTEIN INTETB-.EXOA INTERGENIC REGION 7/0.95:36:38//BA- 
CILLUS SUBTILIS7/P37509 

F-NT2RM4002594//MSP1 PROTEIN HOMOLOG.//9.0e-68:227:6p//CAENORHABDITIS ELEGANS.//P54815 
F-NT2RM4002623//ASPARTYL-TRNA SYNTHETASE (e6 6.1'.i:i2) (ASPARTATE-TRNA LIGASE) (ASPRS).// 
55 3.3e-54:243:47//SYNECHOCYSTIS SP (STRAIN PCC 6803)://P73851 

F-NT2RP1 00001 8//SUPPRESS0R PROTEIN SRP40.//0.0023:131-25//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST)7/P32583 

F-NT2RP1000035//RING CANAL PROTEIN (KELCH PR6TEIN).//1.0e-06:63:34//DROSOPHILA MELA- 
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NOGASTER (FRUIT FLY)y/Q04652 

F-NT2RP1000040//LETHAL NEUROTOXIN TX1 .//0,69:21 :47//PHONEUTRIA NIGRIVENTER (BRAZILIAN 
ARMED SPIDER).//P1 7727 

F-NT2RP1000063//HYPOTHETICAL25.1 KD PROTEIN IN SMC3-MRPL8 INTERGENIC REGION.//3.8e-14:130: 
5 30//SACCHAROMYCES CEREVISIAE (BAKER'S YEASTj://P40359 

F-NT2RP1000086//HYPOTHETICAL9.4 KD PROTEIN IN RNPA-THDF INTERGENIC REGION.//0.16:44:40//ES- 
CHERICHIA C0LI.//P22847 , ;s 

F-NT2RP1000101//45.8 KD PROTEIN IN SHM1-MRPL37 iNTERfeiENIC REGIONy/1 .9e-06:74:32//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) y/P38344 . U iV . v. . 
10 F-NT2RP1000111//COP1 REGULATORY PROTEIN (FUSCA-PROTEIN FUS1).//2.7e-19:135:36//ARABIDOPSIS 
TH ALI ANA (MOUSE-EAR CRESS) .//P43254 ' ' . - 

F-NT2RP1000112//DUAL SPECIFICITY PROTEIN KINASE TTK (EC 2.7.1 .-) (PYT).//1 .2e-39:91 :62//HOMO SA- 
PIENS (HUMAN)y/P33981 

F-NT2RP1000124//ATP-DEPENDENT PROTEASE LA 2 (EC 3.4:21:53)7/0.074:1 31 :24//MYXOCOCCUS XAN- 
15 THUS.//P36774 

F-NT2RP1000130//HEPATOMA-DER1VED GROWTH FACTOR '(HDGF).//1 .5e-49: 186 :56//M US MUSCULUS 
(MOUSE).//P51859 

F-NT2RP1000163//METALLOTHIONEIN (MT) 7/0. 98:4 1:34//PLEU RON ECTES PLATESSA (PLAICE)7/P07216 
F-NT2RP1000170//SALIVARY PROLINE-RICH PROTEIN PQ (AlLeLE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

20 MENT).//0.85:64:35//HOMO SAPIENS (HUMAN).//P10162 . - . 

F-NT2RP1000174//IMMEDIATE-EARLY PROTEIN IE180.//0.00056:89:37//PSEUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV).//P33479 

F-NT2RP1000191//NIFU PROTEIN 7/0.53:78:35//FRANKIA ALNI.//P46045 

F-NT2RP1000202//ANKYRIN, BRAIN VARIANT 2 (AN KYR IN B) (ANKYRIN, NONERYTHROID) (FRAGMENT).// 
25 9.le-21:148:39//HOMO SAPIENS (HUMAN).//Q01485 . " - 

F-NT2RP1000243//HYPOTHETICAL PROTEIN MJ1136.//1 .46-37:21 9:36//METHANOCOCCUS JANNASCHII.// 
Q58536 

F-NT2RP1000259//HYPOTHETICAL PROTEIN TP031 8.//0.1 8:25:44//TREPONEMA PALLIDUM. //083338 
F-NT2RP1000272//SPLICING FACTOR. ARGININE/SERINE-RICH 3 (PRE-MRNA SPLICING FACTOR SRP20) 
30 (X16 PROTEIN)7/1.6e-18:133:36//HOMO SAPIENS (HUMAN). AND MUS MUSCULUS (MOUSE)7/P23152 

F-NT2RP1 000324 '■. ^^v, ■/ - 

F-NT2RP1000326//HYPOTHETICAL 29.8 KD PROTEIN ,ZC 97' V' IN CHROMOSOME III.//1 .06-23:1 29:36// 
CAENORHABDITIS ELEGANS.//P34599 . 

F-NT2RP1000333//ANTI-SILENCING PROTEIN 1 7/2.56-45:1 47:57//^ ACCH A ROM YCES CEREVISIAE (BAK- 
35 ER'S YEAST).//P32447 - . • 

F-NT2RP1000348//REDUCED VIABILITY UPON STARVATION PROTEIN 161 7/4.8e-1 4:11 9:34//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)7/P25343 v - -; , . 

F-NT2RP1000357//TRYPOMASTIGOTE DECAY-ACCELERATING FACTOR (T-DAF) (FRAGMENT).//1 .0:43:32// 
TRYPANOSOMA CRUZI7/Q26327 . . 

40 F-NT2RP1000358//HYPOTHETICAL 84.4 KD PROTEIN IN RPcWrETI 3'REGION.//7.9e-28:244:35//SACCHA- 

ROMYCES CEREVISIAE (BAKER'S YEAST)7/P39744 , ' ' 

F-NT2RP1000363//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//2.2e-07: 178:30// 
XENOPUS LAEVIS (AFRICAN CLAWED FR0G).//P1 7437 

F-NT2RP1 000376//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN).//1 .5e-20:254:31//HOMO 
45 SAPIENS (HUMAN)7/P16157 

F-NT2RP1000409//CYTOCHROME C3 (CYTOCHROME 07) (C551 .5).//1.0:34:26//DESULFUROMONAS ACE- 
TOXIDANS(CHLOROPSEUDOMONASETHYLICA).//P00137:: ^■ 

F-NT2RP1000413//MEMBRANE-ASSOCIATED PROTEIN HeKi-S- (NAPI PROTEIN).//3.7e-131:230:97//RAT- 
TUS NORVEGICUS (RAT)7/P551 61 
50 F-NT2RP1 00041 6//SALIVARY GLUE PROTEIN SGS-3 PRECyRSOR7/0.83:54:40//DROSOPHILA SIMULANS 

(FRUIT FLY).//P13729 : 

F-NT2RP1 00041 8//HYP0THETICAL 9.9 KD PROTEIN IN GC\i7-SP6lllAA INTERGENIC REGION.//0.24:91 :35// 
BACILLUS SUBTILIS.//P49779 ■ ^^v't '^, 

F-NT2RP1000439//HYPOTHETICAL 100.5 KD PROTEIN' '.C1B9.04 IN CHROMOSOME I. //O.I 3: 172:22// 
55 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Qi;0429-:^ > 

F-NT2RP1000443//QUINONE OXIDOREDUCTASE (EC l!6.5;5V(NADPH:QUINONE REDUCTASE) (ZETA- 
CRYSTALLIN).//1 .96-08:1 67:24//HOMO SAPIENS (HUMAN). //Q08257 . 

F-NT2RP1000460//NUCLEAR MOVEMENT PROTEIN NUDC.//i .0e-18:149:34//EMERICELLA NIDULANS (AS- 
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PERGILLUS NIDULANS).//P17624 

F-NT2RP1000470//PUTATIVE ATP-DEPENDENT RNA HELICASE T26G10.1 IN CHROMOSOME lll.//1.3e-43: 
180:47//CAENORHABDITIS ELEGANS7/P34580 ^ * • ' ' ' 

F-NT2RP1000478/n"UBULIN BETA-6 CHAIN (CLASS-VI).//1 .5e-45;85:63//GALLUS GALLUS (CHICKEN).// 
5 P09207 ' 

F-NT2RP1000481//HYPOTHETICAL 5.8 KD PROTEIN IN PUHA.S'REGION (ORF55).//0.083:21 :47//RH0D0- 
BACTER CAPSULATUS (RHODOPSEUDOMONAS CAPSULATA).//P26159 

F-NT2RP1000493//POSSIBLE DNA-REPAIR PROTEIN XP-E. (POSSIBLE XERODERMA PIGMENTOSUM 
GROUP E PROTEIN) (UV-DAMAGED DNA-BINDING PROTEIN) (UV-DDB).//6.6e-11 :1 39:31//CERCOPITHEC- 
10 US AETHIOPS (GREEN MONKEY) (GRIVET).//P33194 

F-NT2RP1 00051 3//60S RIBOSOMAL PROTEIN L22.//0.017:92:30//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P50887 

F-NT2RP1000522//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE DUB-1 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE DUB-1) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE DUB-1) (DEUBIQUITINATING EN- 
15 ZYME 1)y/0.0055:86:36//MUS MUSCULUS(MOUSE).//Q61068: • • 

F-NT2RP1000547//COP-COATED VESICLE MEMBRANE PROTEIN P24 PRECURSOR (FRAGMENT).//1.2e- 
09:69:36//CRICETULUS GRISEUS (CHINESE HAMSTER) .//P49020 

F-NT2RP1000574//HOMEOBOX PROTEIN MEIS2 (MEISl -RELATED PROTEIN 1).//6.0e-39:141 :65//MUS MUS- 
CULUS (MOUSE)7/P97367 '0.. 
20 F-NT2RP1 000577//PUTATIVE ATP-DEPENDENT RNA HELICASE,YDL031 Wy/0.0001 6:48:45//SACCHAROMY- 

CES CEREVISIAE (BAKER'S Y E AST) .//Q 12389 } ' 

F-NT2RP1000581//VON WILLEBRAND FACTOR PRECURS6R://6.00017:61:50//HOMO SAPIENS (HUMAN).// 
P04275 , ; : 

F-NT2RP1000609//LINOLEOYL-COA DESATURASE (ECil ;i4:09.l25V(DELTA(6)-DESATURASE)y/4^^^ 

25 31//SYNECH0CYSTIS SR (STRAIN PCC 6803)7/008871 ,; / 1 . / . 

F-NT2RP1000629//CLATHRIN COAT ASSEMBLY PROTEIN AP47 (CLATHRIN COAT ASSOCIATED PROTEIN 
AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 47,;KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)7/4.2er70:i 67:86//MUS MUSCULUS (MOUSE).//P35585 
F-NT2RP1 000630//HYPOTHETICAL 1 18.4 KD PROTEIN IN BAT2-PAL5 INTERGENIC REGION PRECURSOR.// 

30 0.001 1 :238:21//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) //P471 79 

F-NT2RP1 000677//COLLAGEN ALPHA 1 (XVI) CHAIN PRECURS6Ry/0.99:71 :33//HOMO SAPIENS (HUMAN).// 
Q07092 V ; ;■ ^ 

F-NT2RP1 000688//!!!! ALU SUBFAMILY SP WARNING ENTRY n!!//0.0024:19:94//HOMO SAPIENS (HUMAN).// 
P39193 

35 F-NT2RP1000695//HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME lll.//2.2e-30:1 85:37// 

CAENORHABDITIS ELEGANSy/Q1 8262 

F-NT2RP1000701//PHOSPHOLIPASE A-2-ACTIVATING = PROIeIN (PLAP)7/3.2e-65:128:93//RATTUS NOR- 
VEGICUS (RAT).//P54319 • . } ., 

F-NT2RP1000721//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFIM35) (TAFII135) 
40 (TAFll-130) (TAFII130).//2.3e-06:139:34//HOMO SAPIENS (HUMAN).//O00268 

F*NT2RP1000730//MYOSIN LIGHT CHAIN 1, SLOW-TWITCH MUSCLE BA/ENTRICULAR ISOFORM (FRAG- 
MENT) .//0.89:40:40//MUS MUSCULUS (MOUSE)7/P0954i t':^^. n 

F-NT2RP1000733//METALLOTHIONEIN-LIKE PROTEIN . GR,Si57/0.024:24:45//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) .//P41 902 r ' : 
45 F-NT2RP1000738//SALIVARY ACIDIC PROLINE-RICH PHOSRHQPROTEIN 1/2 PRECURSOR (PRP-1 / PRP- 
3) (PRP-2/ PRP-4) (PIF-F/ PIF-S) (PROTEIN A/ PROTEIN C) [CONfAINS: PEPTIDE P-C]7/0.040:82:36//HOMO 
SAPIENS (HUMAN).//P02810 ' '^^ flj, ' 

F-NT2RP1000746//HYPOTHETICAL27.1 KD PROTEIN UFD4-GAP1:'lNTERGENIC REGION.//2.0e-30: 170:37// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P332pf > 
50 F-NT2RP1000767//PSEUDOMONAPEPSIN PRECURSO'rV(EC 3.4:'23.37) (PEPSTATIN-INSENSITIVE CAR- 

BOXYL PROTEINASE).//0.99:75:34//PSEUDOMONAS SP (STRAIN 101).//P42790 

F-NT2RP1000782//CELL SURFACE GLYCOPROTEIN A15 (T-C"eLU ACUTE LYMPHOBLASTIC LEUKEMIA AS- 
SOCIATED ANTIGEN 1) (TALLA-1) (MEMBRANE COMPONENT X CHROMOSOME. SURFACE MARKER 1)7/ 
2.3e-23:159:35//HOMO SAPIENS (HUMAN).//P41732 ' ; ' 

55 F-NT2RP1000796//CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I) (SMALL PROLINE-RICH SQUA- 

MOUS CELL MARKER) (SPRP).//0.00018:79:32//SUS SCROFA (PIG).//P35323 

F-NT2RP1000825//GTPASE-ACTIVATING PROTEIN RHOGA'P (RHO-R ELATED SMALL GTPASE PROTEIN AC- 
TIVATOR) (CDC42 GTPASE-ACTIVATING PROTEIN) (P507RH.O,GAP).//3.1e-37:89:64//HOMO SAPIENS (HU- 
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MAN)y/Q07960 .. . 

F-NT2RP1000833//SMALL PROLINE RICH PROTEIN II (SPR;i|) (CLONE 930).//0.32:29:48//HOMO SAPIENS 
(HUMAN).//P22531 / * - 

F-NT2RP1000834//2-ARYLPROPIONYL-COA EPIMERASE (EC :5.-.-.-).//6.4e-67:202:68//RATTUS NORVEGI- 
5 CUB (RAT)y/P70473 ; >• . ; 

F-NT2RP1000836//HYPOTHETICAL 7.3 KD PROTEIN IN' lOOlKD PROTEIN REGIONy/1.0:35:54//HUMAN AD- 
ENOVIRUS TYPE 41 y/P23691 V . 

F-NT2RP1000846//SMALL PROLINE-RICH PROTEIN 2-1 y/0.013:35:48//HOMO SAPIENS (HUMAN)y/P35326 
F-NT2RP1000851//PERIOD CLOCK PROTEIN (FRAGMENt)y/0-b82:28:57//DROSOPHILA SALTANS (FRUIT 
10 FLY)y/Q04536 

F-NT2RP1000856//PLATELET-ENDOTHELIALTETRASPAN ANTIGEN 3 (PETA-3) (GP27) (MEMBRANE GLYC- 
OPROTEIN SFA-1) (CD151 ANTIGEN)y/2.5e-26:190:30//MUS MUSCULUS (MOUSE)y/035566 
F-NT2RP1000860//POTENTIAL TRANSCRIPTIONAL ADAPT0Ry/O.13:86:36//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/Q02336 ! V . 

15 F-NT2RP1000902//HYPOTHETICAL 127.4 KD PROTEIN 'F07F6.4'1N CHROMOSOME lliy/7.6e-11 :200:35// 

CAENORHABDITIS ELEGANSy/Q09531 

F-NT2RP1 00091 5//HYP0THETICAL GTP-BINDING PROTEIN IN PMI40-PAC2 INTERGENIC REGlONy/1.4e- 
06:88:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P40010 

F-NT2RP1000916//SUPPRESSOR PROTEIN SRP40y/0.40:9b:35//SACCHAROMYCES CEREVISIAE (BAK- 
20 ER'S YEAST)y/P32583 " r V:> ' ' 

F-NT2RP1000943//MUCIN 2 PRECURSOR (INTESTINAL:?MUCIN.,2)y/0.099:75:34//HOMO SAPIENS (HU- 
MAN)y/Q02817 

F-NT2RP1000944//HYPOTHETICAL 29.3 KD PROTEIN (ORF92)')/7.6^ PSEUDOTSUGATA 
MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV)y/O10341. • 
25 F-NT2RP1000947//UBIQUITIN-CONJUGATING ENZYME E2j:7 :Kb. 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2jy/3.6e^1.2:27:77//HOMO SAPIENS (HUMAN), MUS 
MUSCULUS (MOUSE). RATTUS NORVEGICUS (RAT). AND J^ENQPUS LAEVIS (AFRICAN CLAWED FROG)y/ 
P51669 "V'; . 

F-NT2RP1000954//RING CANAL PROTEIN (KELCH PRatEIN)y/2.8e-15:169:28//DROSOPHILA MELA- 
30 NOGASTER (FRUIT FLY)y/Q04652 ' ; :? ^ . y 

F-NT2RP1000958//HYPOTHETICAL GTP-BINDING PROTEIIN IN-^PMI40-PAC2 INTERGENIC REGIONy/4.2e- 

16:162:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEASt)y/P40010 

F-NT2RP1000959//CORNIFIN A (SMALL PROLINE-RICH PROTEIN IA)(SPR-IA)(SPRK)y/0.0031:34:44//HOMO 
SAPIENS (HUMAN)y/P35321 ^ 
35 F-NT2RP1000966//NUCLEOLIN (PROTEIN C23).//1 .5e-52:ilO:95//HOMO SAPIENS (HUMAN).//P19338 

F-NT2RP1000980//LIGHT-HARVESTING PROTEIN B-1015, 'ALP.HA CHAIN PRECURSOR (ANTENNA PIG- 
MENT PROTEIN. ALPHA CHAIN).//0.87:37:45//RHODOPSEUDOWONAS VIRIDIS,//P04123 
F-NT2RP1 000988 

F-NT2RP1 001 01 1//PR0TEIN P1 9y/0.96:30:50//BACTERIOPHAGE PRD1 y/P1 7638 
40 F-NT2RP1001013//DNA-BINDING PROTEIN 65 (PROTEIN GP65) 7/1 .0:20:45//BACTERIO PHAGE T4y/P16012 

F-NT2RP1001014 H ' / 

F-NT2RP1 001 033//TUBULIN GAMMA CHAINy/2.5e-1 6:1 1 2:42//SCH IZOSACCHAROMYCES POMBE (FISSION 
YEAST)y/P25295 • 

F-NT2RP1001073//HYPOTHETICAL 10.4 KD PROTEIN IN FTRlvSPT15 INTERGENIC REGIONy/7.6e-16:82: 
45 51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) y/P4di689: ' ' . 

F-NT2RP1001079//SARCOSINE OXIDASE (EC 1.5.3.1).//4.8e.7l5:95:40//ARTHROBACTER SP. (STRAIN 
TE1826).//P40873 ^' : ! . . * 

F-NT2RP1001080//PROBABLE ATP-DEPENDENT RNA HELIGASE DBP9y/2.4e-29:126:46//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//O06218 ' 'T^; ' : ' ' 

50 F-NT2RP1001113//SMALL PROLINE-RICH PROTEIN 2-1 y/0.49:38j39//HOMO SAPIENS (HUMAN).//P35326 

F-NT2RP1001173//RHOMBOTIN-1 (CYSTEINE RICH PROTEIN TTGrV) (T-C ELL TRANSLOCATION PROTEIN 
1) (LIM-ONLY PROTEIN 1).//0.99:54:37//HOMO SAPIENS (HUMAN)y/P25800 

F-NT2RP1001177//HISTONE MACR0-H2A.1 .//1 .6e-29:85:76//RAttuS NORVEGICUS (RAT).//Q02874 
F-NT2RP1001185 

55 F-NT2RP1001199//NEUROTOXIN iy/1.0:23:47//CENTRUROID.ES SCULPTURATUS (BARK SCORPION).// 

P01491 

F-NT2RP1001247//TRANSFORMING GROWTH FACTOR BETA ^PRECURSOR (TGF-BETA 4) (ENDOMETRI- 
AL BLEEDING-ASSOCIATED FACTOR)y/3.3e-08:28:89//HOMo4AP'.ENS (HUMAN).//O00292 
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F-NT2RP1001248//TATPROTEIN(TRANSACTIVATING REGULATORY PROTEIN).//0.33:49:28//HUMAN IMMU- 
NODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1).//P18804 ' ** 

F-NT2RP1001253//GLUCOSAMINE-6-PHOSPHATE ISOMERASE (EC 5.3.1.10) (GLUCOSAMINE-6- PHOS- 
PHATE DEAMINASE) (GNPDA) (OSCILLIN) (KIAA0060).//3.8e-46:l'l 5:81 //HOMO SAPIENS {HUMAN)y/P46926 

5 F-NT2RP1 001 286//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 

TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35).(CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29) (L-34 GALACTOSIDE-BINDING LECTIN).//0.16:48:37//MUS MUSCULUS (MOUSE)y/P16110 
F-NT2RP1 001 294//MICROTUBULE-ASSOCIATED PROTEIN YTM1 7/6.1 e-05:92:34//SACCHAROMYCES CER- 
EVISIAE (BAKER'S YE AST) .//Q 12024 

10 F-NT2RP1 001 302//MICROTUBULE-ASSOCIATED PROTEIN YTM1 7/1 .2e-05:92:33//SACCHAROMYCES CER- 

EVISIAE (BAKER'S Y E AST) 7/Q 12024 , i 

F-NT2RP1001310//PROBABLE E4 PROTEIN7/0.99:109:26//HUMAiM PAPILLOMAVIRUS TYPE 57/P06924 
F-NT2RP1001311//SODIUM/HYDROGEN EXCHANGER 5 (NA(+)/H(+) EXCHANGER 5) (NHE-5) (FRAG- 
MENT) 7/0.99:94:3i//HOMO SAPIENS (HUM AN)7/Q1 4940 r 
15 F-NT2RP1001313//CYTOCHROMEB57/9.0e-13:92:38//SACCHAROMYCESCEREVISIAE(BAKER'SYEAST)7/ 
P40312 

F-NT2RP1001361//NADH-UBIQUINONE OXIDOREDUCTASE ■SUBUNIT B14.5B (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX I-B14.5B) (CI-B14.5B).//1.2e-47:117:74//BOS TAURUS (BOVINE).//Q02827 
F-NT2RP1001385//CELL DIVISION PROTEIN FTSN.//0.64:l67:28//ESCHERICHIA COLI.//P29131 
20 F-NT2RP1001395//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURiSOR (FRAGMENTS)7/0.25:35:45//GALLUS 

GALLUS (CHICKEN)7/P02467 ' ' 

F-NT2RP1001410//PUTATIVE GTP-BINDING PROTEIN .W9.8E3.37/2.2e-41 :129:67//CAENORHABDITIS ELE- 
GANS.^P91917 'vA^fiil 

F-NT2RP1001424//UREASE ACCESSORY PROTEIN UREF (Fragment) .//0.87:24:45//ESCHERICHIA CO 
25 Q03286 v.. 

F-NT2RP1 001432//CYSTEINE PROTEINASE INHIBITOR B (GYSTATIN B) (SCB)7/1 .0:35:42//HELIANTHUS AN- 

NUUS (COMMON SUNFLOWER)7/Q10993 . - . 

F-NT2RP1001449//KERAT1N, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN).//0.053:37:37//OVIS 
ARIES (SHEEP)7/P26372 

30 F-NT2RP1001457//HYPOTHETICAL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN CPR4-SSK22 

INTERGENIC REGION.//2.9e-16:159:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P25382 
F-NT2RP1001466//HYPOTHETICAL PROTEIN MJ02847/5.3e-ii5:162:35//METHANOCOCCUS JANNASCHII.// 
057732 : S'^;; - 

F-NT2RP1001475//HYPOTHETICAL 195.1 KD PROTEIN IN DNA4i3-UBI1 INTERGENIC REGION.//0.69:119:27// 

35 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P40457v ] 

F-NT2RP1001482//PROTEASOME COMPONENT C9 (EC 3.4:99.46) (MACROPAIN SUBUN1TC9) (MULTICAT- 
ALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C9)7/1.0:58:32//HOMO SAPIENS (HUMAN) 7/P25789 
F-NT2RP1001494//MALE STERILITY PROTEIN 2.//2.4er12;84:42///\RABID0PSIS THALIANA (MOUSE-EAR 
CRESS) .//Q08891 * 

40 F-NT2RP1 001 543//MYO-INOSITOL-1 -PHOSPHATE SYNTHAisE (ECr5.5. 1.4) (IPS).//6.3e-37:94:52//SPIRODE- 

LA POLYRRHIZA.y/P42803 r . V ' 

F-NT2RP1001546//LEUKOCYTE SURFACE ANTIGEN CD53 (CELL. SURFACE GLYCOPROTEIN CD53).//9.3e- 
11:98:29//HOMO SAPIENS (HUMAN).//P19397 . . . , 

F-NT2RP1001569//S1GNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT (SR-BETA)7/2.2e-64:1 59: 
45 84//MUS MUSCULUS (MOUSE)7/P47758 '''/■']'''''•■ r, ■ 

F-NT2RP1001616//HYPOTHETICAL 13.5 KD PROTEIN C45G9,7 IN CHROMOSOME 1 1 17/9.26-05:49:42// 

CAENORHABDITIS ELEGANS.//Q09506 .. \ / '.J^ I . 

F-NT2RP1001665//REGB PROTEIN7/0.99:29:37//PSEUDpMpNAS AERUGINOSA.//Q03381 

F-NT2RP2000001//SMALL PROLINE-RICH PROTEIN 2-1 7/o!^64:36:41//HOMO SAPIENS (HUMAN) 7/P35326 
50 F-NT2RP2000006//DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HEAT SHOCK PROTEIN 40) (HSP40).//1.7e-19:74: 

52//HOMO SAPIENS (HUMAN).//P25685 

F-NT2RP2000007/n'ROPOMYOSIN, FIBROBLAST AND EPITHELIAL MUSCLE-TYPE (TM36) (TME1) (TM1).// 
0.93: 126:23//HOMO SAPIENS (HUMAN).//P06468 ^ ■ 

F-NT2RP2000008//ZINC FINGER PROTEIN 33A (ZINC FINGER PROTEIN K0X31) (KIAA0065) (HA0946) 
55 (FRAGMENT)7/4.2e-35:156:54//HOMO SAPIENS (HUMAN).//Q06730 

F-NT2RP2000027//NADH-UBIQUINONE OXIDOREDUCTASE pHAIN 5 (EC 1.6.5.3) (FRAGMENT).//0.95:41 : 
39//MACACA FASCICULARIS (CRAB EATING MACAQUE) (CYNOMOLGUS MONKEY).//P50665 
F-NT2RP2000032//BAX PROTEIN. CYTOPLASMIC ISOFORM GAMMA7/1.0:35:34//HOMO SAPIENS (HU- 
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MAN)y/Q07815 

F-NT2RP2000040//BASIC PROLINE-RICH PEPTIDE IB-1 .//O.bd2*58:36//HOMO SAPIENS (HUMAN).//P04281 
^F-NT2RP2000045//DNAJ PROTEINy/1 .1e-12:42:66//THERMUS AQUATICUS (SUBSR THERMOPHILUS).// 

Q56237 ; . 

5 F-NT2RP2000054//GONADOLIBERIN III PRECURSOR (GONADOTROPIN-RELEASING HORMONE III) (GN- 

RH-lil) (LH-RH III) (LULIBERIN III).//0.20:46:36//ONCORHYNCh'uSMASOU (CHERRY SALMON) (MASU SALM- 
ON).//P30973 

F-NT2RP2000056//PROTEIN-TYROSINE PHOSPHATASE EPSILON PRECURSOR (EC 3.1.3.48) (R-PTP- EP- 
SIL0N).//1 .3e-1 8:45:1 00//MUS MUSCULUS (MOUSE) .//P49446. • . 
10 F-NT2RP2000067//HOMEOBOX PROTEIN H0X-A5 (S12-B)<(F.RAGMENT).//0.71 :44:40//SALMO SALAR (AT- 

LANTIC SALMON).//P09637 : • • • " 

F-NT2RP2000070//INSULIN.//0.94:30:43//HYSTRIX CRISTATA (CRESTED PORCUPINE)y/P01328 
F-NT2RP2000076//ETS-LIKE PROTEIN POINTED PI (bTETS-2).//0.0013:76:40//DROSOPHll_A MELA- 
NOGASTER (FRUIT FLY)y/P51022 .1 . 

15 F-NT2RP2000077//U1 SMALL NUCLEAR RIBONUCLEOPROT ilN C (U1-C).//0.24:49:40//HOMO SAPIENS 

(HUMAN).//P09234 r • • v.. - 

F-NT2RP2000079//PLATELET FACTOR 4 (PF-4)y/0.15:52:30//SUS SCROFA (PIG)y/P30034 
F-NT2RP2000088//HYPOTHETICAL 13.6 KD PROTEIN IN 'SPT4-R0M1 INTERGENIC REGI0N.//1 .0:36:44// 
SACCHAROMYCES CEREVISIAE (BAKERS YEAST)y/P53245: \ 
20 F-NT2RP2000091//HYPOTHETICAL PROTEIN HI0149 PRECURSORy/0.22:38:47//HAEMOPHILUS INFLUEN- 

ZAE y/P43953 _ r 

F-NT2RP2000097//VIRUS ATTACHMENT PROTEIN (061 R)y/0J5:33:36//AFRICAN SWINE FEVER VIRUS 
(STRAIN BA71V) (ASFV).//P32510 

F-NT2RP2000098 ' ' " 

25 F-NT2RP2000108//I!!! ALU SUBFAMILY SX WARNING ENTRY !!l!//2.4e-09:50:70//HOMO SAPIENS (HUMAN).// 

P39195 V'^Kf- 

F-NT2RP2000114//WISKOTT-ALDRICH SYNDROME PROTEIN (WASP)y/0.024:52:44//HOMO SAPIENS (HU- 
MAN)y/P42768 

F-NT2RP2000120//5.8 KD PROTEIN IN HMC OPERON (ORF- 4)y/0.67:37:32//DESULFOVIBRIO VULGARIS 
30 (STRAIN HILDENBOROUGH).//P33391 - 

F-NT2RP2000126//CHROMODOMA1N-HELICASE-DNA-BINDING PROTEIN 1 (CHD-1)y/1 .5e-23:94:47//HOMO 
SAPIENS (HUMAN)y/01 4646 ' V V: 

F-NT2RP2000133//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53)y/5.6e-10:82:39//HOMO SA- 
PIENS (HUM AN )y/Q 15427 

35 F-NT2RP2000147//CLATHRIN COAT ASSEMBLY PROTEIN A^kl (CLATHRIN COAT ASSOCIATED PROTEIN 

AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 47iKD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)y/6.7e-89;96:98//MUS MUSCULUS (MOUSE).//P35585 
F-NT2RP2000153//PEPTIDYLPROLYL ISOMERASE CYP-1 (EG.5.2.1 .8) (PEPTIDYLPROLYL CIS-TRANS ISO- 
MERASE) (CYCLOPHILIN) (PPIASE)y/1 7e-05 : 1 36 :33//BRUGrA MALAY 17/027450 

40 F-NT2RP2000157//MLO2 PROTEINy/2.7e-06:62:40//SCHIzbSACGHAROMYCES POMBE (FISSION YEAST)y/ 

Q09329 ' I ?,. .- . 

F-NT2RP2000161//DIS3 PROTEIN HOMOLOGy/2.7e-33:173:45y7CAENORHABDITIS ELEGANS.//Q 17632 
F-NT2RP20001 73//HYPOTHETICAL 1 0.5 KD PROTEIN IN SObA-GOljiilGA INTERGENIC REG I ON. //0. 99:62:25// 
BACILLUS SUBTILISy/P54499 
45 F-NT2RP2000175//MALE SPECIFIC SPERM PROTEIN . MST84DBy/0.1 9:41 :43//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)y/Q01 643 V. . .v , 

F-NT2RP2000183//DIHYDROPYRIMIDINASE RELATED PRpTEIN-2.(DRP-2) (NEURAL SPECIFIC PROTEIN 
NSP60)y/4.1e-19:114:44//BOS TAURUS (BOVINE)y/O02675 ' ' 

F-NT2RP2000195//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L)y/0.99:30:33//MICROTUS PENNSYLVANI- 
SO CUS (MEADOW VOLE)y/P24949 

F-NT2RP2000205//MERCURIC TRANSPORT PROTEIN PERIPLASMIC COMPONENT PRECURSOR (PERI- 
PLASMIC MERCURY ION BINDING PROTEIN) (MERCURY SCAVENGER PROTEIN)y/0.098:88:25//SH- 
EWANELLA PUTREFACIENS (PSEUDOMONAS PUTREFACIEfsjS)y/Q54463 

F-NT2RP2000208//MALE SPECIFIC SPERM PROTEIN MST84DDy/0.020:19:57//DROSOPHILA MELA- 
S5 NOGASTER (FRUIT FLY)y/001 645 ^ 

F-NT2RP2000224//PUTATIVE CUTICLE COLLAGEN C09G5.4y/0.0058:159:32//CAENORHABDITIS ELE- 
GANS.//Q09455 , / . v ' 

F-NT2RP2000232//P55-C-FOS PROTO-ONCOGENE PROTEIN. (FRAGMENT)y/1 ,0:44:38//OVIS ARIES 
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(SHEEP).//O02761 

F-NT2RP2000233//GASTRIN/CHOLECYSTOKININ TYPE B RECEPTOR (CCK-B RECEPTOR) (CCK-BR).// 
0.34:53:43//CANIS FAMILIARIS (DOG).//P30552 

F-NT2RP2000239//ACID1C PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT) 7/0.0 19: 
5 69:33//RATTUS NORVEGICUS (RAT)y/P10164 

F-NT2RP2000248//OVOMUCOID (FRAGMENT) 7/0.88: IS'SS/ZPOLYPLECTRON EMPHANUM (PALAWAN PEA- 
COCK-PHEASANT)7/P52250 . '..'^ 

F-NT2RP2000257//PUTATIVE MITOCHONDRIAL CARRIER YIL006Wy/6.4e-09:83:37//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST)7/P40556 
10 F-NT2RP2000258//MYOSIN II HEAVY CHAIN, NON MUSCLE 7/0.081 :21 7:28//DICTYOSTELIUM DISCOIDEUM 

(SLIME MOLD)7/P08799 

F-NT2RP2000270//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.4e-17:80:57//HOMO SAPIENS (HUMAN)7/ 
P39188 

F-NT2RP2000274//HYPOTHETICAL 5.8 KD PROTEIN7/0.082:22:45//CLOVER YELLOW MOSAIC VIRUS 
15 (CYMV)7/P16485 

F-NT2RP2000283//HYPOTHETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME lll.//0.39:38:34// 

CAENORHABDITIS ELEGANS7/P34535 

F-NT2RP2000288 

F-NT2RP2000289//HYPOTHETICAL9.4 KD PROTEIN IN RNPA-THDF INTERGENIC REGION .//0.40:38:42//ES- 
20 CHERICHIACOLI7/P22847 

F-NT2RP2000297//ZINC FINGER PROTEIN 85 (ZINC FINGER PROTEIN HPF4) (HTF1)7/2.3e-62:206:47//HO- 
MO SAPIENS (HUMAN)7/Q03923 ' ' 

F-NT2RP2000298//CUT1CLE COLLAGEN 12 PRECURSOR7/0.55,:81 :40//CAENORHABDITIS ELEGANS.// 
P20630 

25 F-NT2RP2000310//RUBREDOXIN (RD)7/0.13:43:41/n-REPONEMA PALLIDUM 7/083956 

F-NT2RP2000327//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34).(A6L).//1 .0:46:30//GADUS MORHUA (ATLANTIC 

COD)7/P15996 

F-NT2RP2000328//HYPOTHETICAL 86.6 KD PROTEIN IN PFklrTDS4 INTERGENIC REGION7/2.0e-21 :198: 
31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P53313 
30 F-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.10) (AK3)7/1 .8e-91 :155: 

92//BOS TAURUS (BOVINE)7/P08760 

F-NT2RP2000337//PROTEIN A54.//0.75:48:35//VACCINIA VIRUS (STRAIN WR). AND VACCINIA VIRUS 

(STRAIN COPENHAGEN)7/P21072 'h^^> j " ' 

F-NT2RP2000346//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN MYD116.//9.7e-1 3:11 4:42// 
35 MUS MUSCULUS (M0USE).//P1 7564 - l :> 

F-NT2RP2000369//CALTRIN (CALCIUM TRANSPORT lNHIBlt6R)7/0.98:47:34//MUS MUSCULUS (MOUSE).// 
Q09098 . , . 

F-NT2RP2000412//SHORT NEUROTOXIN D PRECURSOR.//d.66:57:36//AIPYSURUS LAEVIS (OLIVE SEA 
SNAKE)7/P19960 

40 F-NT2RP2000414//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP F).//1 .0e-27:96:67//HO- 

MO SAPIENS (HUMAN)7/P52597 

F-NT2RP2000420//ZINC FINGER PROTEIN 191 .//O.I 6:47: 38//HOMO SAPIENS (HU MAN) .//0 14754 
F-NT2RP2000422//PUTATIVE PHOSPHOACETYLGLUCOS AMINE MUTASE (EC 5.4.2.3) (ACETYLGLU- 
COSAMINE PHOSPHOMUTASE) (N- AC ETYLGLU COS AMINE- PHOSPHATE MUTASE)7/3.6e-1 9:1 48:36// 

45 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/Q09687 " 

F-NT2RP2000438//TUBULIN GAMMA CHAIN 7/0.86: 1 90:27//RETICULOMYXA FILOSA7/P54405 
F-NT2RP2000448//OXYSTEROL-BINDING PROTEIN.//3.7e-13:140:42//HOMO SAPIENS (HUMAN)7/P22059 
F-NT2RP2000459//NEURONAL PROTEIN 3.1 (P311 PR6tEIN).//1 .0:45:35//HOMO SAPIENS (HUMAN).// 
Q16612 • I 

50 F-NT2RP2000498//!!!! ALU SUBFAMILY SQ WARNING ENTRY* l!!!//0.062:25:68//HOMO SAPIENS (HUMAN).// 

P39194 

F-NT2RP2000503 

F-NT2RP2000510//TOXIN IV-57/1 .0:51 :33//TITYUS BAHIENSIS;(BRAZILIAN SCORPION)7/P56608 
F-NT2RP2000516//SLYX PROTEIN.//1,0:52:32//ESCHERICHI/\ COLI.//P30857 
55 F-NT2RP2000523//PHORBOLIN I {FRAGMENTS)7/1 .4e-06:3i6:47//HO MO-SAP I ENS (HUMAN).//P31941 

F-NT2RP2000603//ALPHA/BETA-GLIADIN PRECURSOR (PROLAMIN) (CLASS A-lll).//0.93:119:26//TRmCUM 
AESTIVUM (WHEAT) .//P04723 .V^ .v V 

F-NT2RP2000617//SPERM PROTAMINE PI (CYSTEINE-RICH PROTAMINE).//0.056:16:62//OVIS ARIES 
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(SHEEP), AND CAPRA HIRCUS (GOAT) .//P04 102 , . \ . 

F-NT2RP2000634//NEDD-4 PROTEIN (EC 6.3.2.-) (KIAAo"d93) : (FRAGMENT) 7/1 .8e-05: 128:28/^ SAPI- 
ENS (HUMAN).//P46934 . v ; 

F-NT2RP2000644//HYPOTHETICAL PROTEIN H11566 PRECURS'OR.//0.85:48:39//HAEMOPHILUS INFLUEN- 
5 2AE.//P44257 

F-NT2RP2000656//EARLY GROWTH RESPONSE PROTEIN 1. (EGR-1 ) (NERVE GROWTH FACTOR-INDUCED 
PROTEIN A) (NGFI-A).//1.0:111:24//RATTUS NORVEGICUS (RAT).//P08154 

F-NT2RP2000658//URONATE ISOMERASE (EC 5.3.1.12) (GLUCURONATE ISOMERASE) (URONIC ISOMER- 
ASE).//0.49:79:31//ESCHERICHIACOLI.//P42607 - / ■ v.- 

10 F-NT2RP2000668//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MSA-2) (45 KD MEROZOITE SURFACE 

ANTIGEN).//0.020:115:30//PLASMODIUM FALCIPARUM (ISOLATE 3D7).//P50498 

F-NT2RP2000678//!!!! ALU SUBFAMILY J WARNING ENTRY !!I!//0.00085:38:68//HOMO SAPIENS (HUMAN)y/ 
P39188 

F-NT2RP2000704//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.2e-17:55:74//HOMO SAPIENS (HUMAN).// 
15 P39188 

F-NT2RP2000710//ASPARTYL-TRNA SYNTHETASE (EC 6.1,1.12) (ASPARTATE-TRNA LIGASE) (ASPRS).// 
8.9e-47:1 06:59//TREPONEMA PALLID UM.//O83950 
F-NT2RP2000715 ; . ; 

F-NT2RP2000731//CONIDIATION-SPECIFIC PROTEIN 1 6.//a094;31 :41//NEUR0SP0RA CRASSA.//P1 071 3 
20 F-NT2RP2000758//!!!! ALU SUBFAMILY J WARNING ENTRY !! II//0. 00027:31 :74//HOMO SAPIENS (HUMAN)y/ 

P39188 

F-NT2RP2000764//NIFS PROTEIN.//2.7e-27:175:47//ANABAENA SP (STRAIN PCC 7120).//P12623 
F-NT2RP2000809//HYPOTHETICAL PROTEIN MG381 HpMOLOG7/0.91 :85:25//MYCOPLASMA PNEUMONI- 
AE/^P75219 ' ' i^i- V 

25 F-NT2RP2000812//DILUTE MYOSIN HEAVY CHAIN, NON-MUSCLE (MYOSIN 5A).//2.8e-07:1 33:31 //MUS MUS- 

CULUS (MOUSE)y/Q99104 ^* ■ 

F-NT2RP2000814//40S RIBOSOMAL PROTEIN S27A7/0.93:44:3a//LYCOPERSICON ESCULENTUM (TOMA- 
TO). AND SOLANUM TUBEROSUM ( POTATO). //P27083 ■ '. v ! 

F-NT2RP2000816//HYPOTHETICAL 88.4 KD PROTEIN B0464.7 IN CHROMOSOME m.//3.3e-21 :123:39// 
30 CAENORHABDITIS ELEGANS 7/003565 

F-NT2RP2000819//TROPOMYOSIN 5, CYTOSKELETAL TYPE.//1.0:71:30//MUS MUSCULUS (MOUSE).// 
P21107 ' ^ 

F-NT2RP2000841//GUANINE NUCLEOTIDE RELEASING JfROTEIN, (GNRP)7/0.0011 :133:26//MUS MUSCU- 
LUS (MOUSE)7/P27671 

35 F-NT2RP2000842//LYSOPHOSPHATIDIC ACID RECEPTOR* (EDG-2).//6.4e-13:22:95//HOMO SAPIENS (HU- 

MAN)7/Q92633 

F-NT2RP2000845//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR (MSTI).//0.92:24:41 //MEDIC AGO 
SCUTELLATA (SNAIL MEDIC).//P80321 ' 

F-NT2RP2000863//N-MYC PROTO-ONCOGENE PROTEIN.//p.010:148:27//XENOPUS LAEVIS (AFRICAN 
40 CLAWED FROG)7/P24793 . ^•■ {■. 

F-NT2RP2000880//PROBABLE TRANSLATION INITIATION FACfOR IF-2.//4.0e-100:199:94//HOMO SAPIENS 
(HUMAN).//O60841 

F-NT2RP2000892//PROCOLLAGEN ALPHA 1(11) CHAIN PFJEC.URSOR [CONTAINS: CHONDROCALCIN],// 
0.43:45:44//MUS MUSCULUS (MOUSE).//P28481 :j ...'7. . 

45 F-NT2RP2000931//MATRIN 37/2.8e-46:104:92//RATTUS NORVES (RAT).//P43244 

F-NT2RP2000932//2-5A-DEPENDENT RIBONUCLEASE (EC''3.1 .26,-) (2-5A-DEPENDENT RNAASE) (RNASE 
L) (RIBONUCLEASE 4) (FRAGMENT).//3.9e-07:113:31//MUS^MUSCULUS (MOUSE).//Q05921 
F-NT2RP2000938//VOLTAGE-GATED POTASSIUM CHANNe'l/PROTEIN KV3.3 (KSHIIID).//0.026:59:45//RAT- 
TUS NORVEGICUS (RAT)7/Q01 956 ' 

50 F-NT2RP2000943//HYPOTHETICAL PROTEIN KIAA0079 (HA3543).//5.9e-18:161 :42//HOMO SAPIENS (HU- 

MAN). //P53992 J \ 

F-NT2RP2000965//INNER CENTROMERE PROTEIN (INCENP)7/0.062:156:25//GALLUS GALLUS (CHICK- 
EN )7/P53352 

F-NT2RP2000970//EC PROTEIN H0M0L0G.//1 .0:50:30//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS).// 
55 P93746 ' ' 

F-NT2RP2000985//HYPOTHETICAL96.8 KD PROTEIN IN s'lS2-MTD1INTERGENIC REGION .//2.5e-06:53:47// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36159 ' 

F-NT2RP2000987//INSECTTOXIN4(INSECT TOXIN AAH IT4)7/1.0:32:34//ANDROCTONUS AUSTRALIS HEC- 
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TOR (SAHARA SCORPION)7/P21 150 ^"-'.".i ';. . 

F-NT2RP2001036//!!!! ALU SUBFAMILY SP WARNING ENTrV !!!l//i :2e-33:65:81//HOMO SAPIENS (HUMAN).// 
P39193 ' 

F-NT2RP2001044//HIRUSTASIN.//0.97:15:66//HIRUDO MEDrCINALIS (MEDICINAL LEECH). //P80302 
F-NT2RP2001056//IIII ALU SUBFAMILY SQ WARNING ENTRY !!ll//1'.0e-24:85:65//HOMO SAPIENS (HUMAN).// 
P39194 • 

F-NT2RP2001065//BOWMAN-BIRKTYPE SEED TRYPSIN AND CHYMOTRYPSIN INHIBITOR (BTCI) 7/0.41:50: 
32/A/IGNA UNGUICULATA (COWPEA).//P 17734 

F-NT2RP2001 070//PROBABLE PYRIDOXAMINE 5'-PH0SPHATE OXIDASE (EC 1 .4.3.5) (PNP/PMP OXIDASE) 
(FPRA PROTEIN).//6.2e-1B:64:48//MYXOCOCCUS XANTHUS.//P21159 

F-NT2RP2001 081//SYNAPTOTAGMIN IV7/7.8e-1 6:94:46//RATTUS' NORVEGICUS (RAT)7/P50232 
F-NT2RP2001094//METALLOTHIONEIN-I (MT-I).//1 .0:24:33//RATJUS: NORVEGICUS (RAT).//P02803 
F-NT2RP2001119//I!!! ALU SUBFAMILY SX WARNING ENTRY l!!!//7.5e-11 :61 :63//HOMO SAPIENS (HUMAN).// 
P39195 

F-NT2RP2001127//XE169 PROTEIN (SMCX PROTEIN) (FRAGMENTS).//1 .09-47:1 55:58//MUS MUSCULUS 
(MOUSE).//P41230 

F-NT2RP2001137//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS).//0.10:68:39//BOS TAURUS (BOVINE).// 
P25508 

F-NT2RP2001149//!!!! ALU SUBFAMILY J WARNING ENTRY!! I !//1.le-1 3:81 :59//HOMO SAPIENS (HUMAN).// 
P39188 

F-NT2RP2001 1 68//PROTEIN KINASE C SUBSTRATE 80 KD PROTEIN (FRAGMENTS).//0.0071 :77:33//RATTUS 
NORVEGICUS (RAT).//P20468 . . : . . 

F-NT2RP2001173//CYTOSKELETON-ASSOCIATED PROTEINVCKAPI (TUBULIN FOLDING COFACTOR B).// 
1.0:36:41//HOMO SAPIENS (HUMAN),//Q99426 

F-NT2RP2001174//ZINC FINGER PROTEIN 1377/7.26-11 :65:43//HpMO SAPIENS (HUMAN).//P52743 
F-NT2RP2001196//NADH-UBIQUINONE OXIDO REDUCTASE CI:HAIN 2 (EC 1 .6.5.3).//1 .0:95:26//CAPRA HIR- 
CUS (GOAT).//Q36346 ' 

F-NT2RP2001218//HYPOTHETICAL 59.2 KD PROTEIN IN M0B1-SGA1 INTERGENIC REGION. //0.00024:80: 
23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P40486, ' 

F-NT2RP2001226//RABPHILIN-3A (FRAGMENT).//4.6e-05:121 i39//MUS MUSCULUS (MOUSE).//P47708 
F-NT2RP2001233//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT),//3.2e-61:153:56//HOMO SAPIENS (HU- 
MAN).//P16415 ' < : r 

F-NT2RP2001245//SYNAPTONEMAL COMPLEX PROTEIN 1 (SCp-l PROTEIN).//4.9e-05:230:21//HOMO SA- 
PIENS (HUMAN)7/Q15431 

F-NT2RP2001268//HOMEOBOX PROTEIN CEH-327/0.23:159:25//CAENORHABDITIS ELEGANS.//Q23175 
F-NT2RP2001277 

F-NT2RP2001290//BETA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-BETA) (SNAP-ALPHA HOMOLOG) 
(BRAIN PROTEIN 147) (FRAGMENT).//1.0e-86:131 :97//MUS MUSCULUS (MOUSE) .//P28663 

F-NT2RP2001295 ■ \ 

F-NT2RP2001312//N-ACETYLGLUCOSAMINE-6-SULFATASE PRECURSOR (EC 3.1.6.14) (G6S) (GLU- 
COSAMINE-6-SULFATASE).//0.64:80:33//CAPRA HIRCUS (GpAT).//P50426 

F-NT2RP2001327//TUMOR NECROSIS FACTOR. ALPHA-INDUCED PROTEIN 1. ENDOTHELIAL (B12 PRO- 
TEIN)7/1 .0e-36:1 1 8:65//HOMO SAPIENS (HUMAN).//Q 13829 ' • 

F-NT2RP200132a//PROBABLE E5 PR0TEIN.//1 .0:46:41//HUMAN;^^^ TYPE 337/P06426 

F-NT2RP2001347//!!!! ALU SUBFAMILY SP WARNING ENTRY !!i!7M.5e- 19:66 :62//HOMO SAPIENS (HUMAN).// 
P39193 ' >' , 

F-NT2RP2001366//SPERM-SPECIFIC PROTEIN PH 1-1 .7/0. 66755:32^^ EDULIS (BLUE MUSSEL).// 

Q04621 ' 

F-NT2RP2001378//VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN KV3.3 (KSHIIID) (FRAGMENT).// 
0.060:78:33//HOMO SAPIENS (HUMAN).//Q1 4003 ^ , \ ' 

F-NT2RP2001381//26S PROTEASE REGULATORY SUBUNIT a'.(SUG1 HOMOLOG) (XSUG1)7/1 .0:167:26// 
XENOPUS LAEVIS (AFRICAN CLAWED FR0G).//P4647d ' ! . 

F-NT2RP2001392//KERATIN. HIGH-SULFUR MATRIX PROTElf4/lllA37/0.0080:82:32//OVIS ARIES (SHEEP).// 

P02441 \ ' 

F-NT2RP2001394//POLYHOMEOTIC-PROXIMALCHROMATrN-PR6TEIN7/0.024:39:53//DROSOPH^ 
NOGASTER (FRUIT FLY).//P39769 

F-NT2RP2001397//G2/MITOTIC-SPECIFIC CYCLIN B27/1.4e-46:125:78//MESOCRICETUS AURATUS (GOLD- 
EN HAMSTER)7/P37883 
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F-NT2RP2001420//SAL1VARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3. CP4 AND CPS) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H].//O.OOO18:113:38//H0MO SAPIENS (HUMAN).//P04280 
F-NT2RP2001423//HYPOTHET1CAL 9.4 KD PROTEIN IN GPsj-Cb INTERGENIC REGION (ORF A).//0.90:23: 
43//BACTERI0PHAGE T47/P17307 
5 F-NT2RP2001427//II!! ALU SUBFAMILY J WARNING ENTRY !!ll//2.2e-11:38:6a//HOMO SAPIENS (HUMAN).// 

P39188 

F-NT2RP2001436//DYNEIN LIGHT INTERMEDIATE CHAIN i cVtOSOLIC (LIC53/55) (LIC-2).//0.25:1 24:28// 
RATTUS NORVEGICUS (RAT).//Q62698 ^ 

F-NT2RP2001440//1 4-3-3 PROTEIN GAMMA (PROTEIN KINASE C INHIBITOR PROTEIN-1) (KCIP-1)y/4.Be-62: 
10 145:90//RATTUS NORVEGICUS (RAT)y/P3521 4 .. , 

F-NT2RP2001445 - ' 

F-NT2RP2001449//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR. 100 KD SUBUNIT(CPSF 100 

KD SUBUNIT).//9.5e-118:226:95//BOS TAURUS (BOVINE).//Qld568 

F-NT2RP2001450 

15 F-NT2RP2001467//SHORT NEUROTOXIN 1 (TOXIN V-ll-1)y/1 .0:25:40//BUNGARUS FASCIATUS (BANDED 

KRAIT).//P10808 
F-NT2RP2001506 

F-NT2RP2001511//HYPOTHET1CAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME HI.//0.49: 124:29// 
CAENORHABDITIS ELEGANSy/P34681 ' 
20 F-NT2RP2001520//VITAMIN D-DEPENDENT CALCIUM-BINDING PROTEIN, INTESTINAL (CABP) (CALBINDIN 

D9K).//0.035:71:33//HOMO SAPIENS (HUMAN).//P29377 ' v .w, ^ 
F-NT2RP2001526 W - 

F-NT2RP2001536//METALLOTHIONEIN-I (MT-1)y/1 .0;19:42//e.OLijMBA LIVIA (DOMESTIC PIG EON). //PI 5786 
F-NT2RP2001560//CUTICLE COLLAGEN 12 PRECURSORy/Q-pOfS:^^ ELEGANSy/ 
25 P20630 

F-NT2RP2001569//II!! ALU SUBFAMILY SO WARNING ENTRY !!!!//2.7e-31 :102:67//HOMO SAPIENS (HU- 
MAN) y/P391 94 

F-NT2RP2001576//SMP3 PROTEIN y/0.0001 6: 75:36//SACCHARqMy.CES CEREVISIAE (BAKER'S YEAST)7/ 
Q04174 ^ ;^ 

30 F-NT2RP2001581//TRANSMEMBRANE PROTEIN SEX PpECURSpa//0.040:46:36//HOMO SAPIENS (HU- 

MAN)y/P51805 1 ' 

F-NT2RP2001597//PROBABLE E4 PROTEINy/0.00042:li3:3l4//HUMAN PAPILLOMAVIRUS TYPE 5y/P06924 
F-NT2RP2001601 

F-NT2RP2001613//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (FRAGMENT)y/0.14:59:32//GALLUS GALLUS 
35 (CHICKEN)y/P19601 

F-NT2RP2001628//A-AGGLUTININ ATTACHMENT SUBUNIT PREGURSOR.//0.056:140:33//SACCHAROMY- 

CES CEREVISIAE (BAKER'S ' ' *■ ' 

YEAST)y/P32323 

F-NT2RP2001634//ALPHA-CATENINy/7.1e-12:152:35//DROSOPHILA MELANOGASTER (FRUIT FLY)y/ 
40 P35220 . -l' 

F-NT2RP2001 660//HYPOTHETICAL 80.4 KD PROTEIN IN S,MC3:MRPL8 INTERGENIC REGIONy/0.43:1 1 9:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P40358! . ^ 

F-NT2RP2001663//ALPHA ENOLASE (EC 4.2.1.11) (2-PHbsPHO-D-GLYCERATE HYDRO-LYASE) (NON- 
NEURAL ENOLASE) (NNE) (PHOSPHOPYRUVATE HYDRAfASE)y/1 .2e-26:126:56//HOMO SAPIENS (HU- 
45 MAN)y/P06733 "y-:0l 

F-NT2RP2001675//HYPOTHETICAL 107.7 KD PROTEIN IN'RPsB'S'REGION (ORF1).//0.25:148:25//CAMPY- 
LOBACTER JEJUNI.//Q46089 ^ , , . 

F-NT2RP2001677//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT)y/0.010: 
1 01 :31//RATTUS NORVEGICUS (RAT)y/P1 01 64 ' •r iv.-/'.. iV. 

50 F-NT2RP2001678//IIII ALU SUBFAMILY J WARNING ENTRY^!!!!//2:6e-18:83:61//HOMO SAPIENS (HUMAN).// 

P39188 

F-NT2RP2001699//PROTEIN C14.//0:98:51 :31/A/ACCINIA VIRUS (STRAIN COPENHAGEN).//P21045 
F-NT2RP2001720//MEROZOITE SURFACE ANTIGEN 2 PREGURSOB (MSA-2) (ALLELIC FORM 1)y/0.1 6:145: 
30//PLASMODIUM FALCIPARUM (ISOLATE CAMP / MALAYSIA)y/Q99317 
55 F-NT2RP2001721//MALE-SPECIFIC LETHAL-2 PROTEIN y/0.00090:48:39//DROSOPHILA MELANOGASTER 

(FRUIT FLY).//P50534 

F-NT2RP2001740//ANNEXIN VII (SYNEXIN) (FRAGMENT).//0.50:43:25//BOS TAURUS (BOVINE).//P20072 
F-NT2RP2001748//SALIVARY PROLINE-RICH PROTEJN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
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MENT).//0.77:111:28//HOMO SAPIENS (HUMAN)y/P10162 
F-NT2RP2001762 

F-NT2RP2001813//PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII (PSI-l)y/1 .0:22:40//PICEA ABIES 
(NORWAY SPRUCE) (PICEA EXCELSA)7/O47040 . / ; ■ ' ' :. 
5 F-NT2RP2001839//SCY1 PROTEIN.//6.8e-17:204:27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/ 

P53009 . 

F-NT2RP2001861//D15KZ1 PROTEIN (FRAGMENT).//0.31 :56:39//MUS MUSCULUS (MOUSE).//Q61466 
F-NT2RP2001869//CORNEODESMOSIN (S PROTEIN) (FRAdMErsiT)y/0.97:78:30//SUS SCROFA (PIG)7/ 
019084 

10 F-NT2RP2001876//ALLOGRAFT INFLAMMATORY FACTOR-1 (AIF-1) (IONIZED CALCIUM BINDING ADAPTER 

MOLECULE 1).//3.5e-36:106:66//HOMO SAPIENS (HUMAN)://P55008 

F-NT2RP2001883//CATHEPSIN L (EC 3.4.22. 15).//0.95:29:4r//GVIS ARIES (SHEEP)y/Q10991 
F-NT2RP2001898//TYPE II INOSITOL-1 ,4,5-TRISPHOSPHATE 5-PHOSPHATASE PRECURSOR (EC 3,1.3.56) 
(5PTASE) (FRAGMENT)y/1.6e-84:185:88//HOMO SAPIENS (HUMAN)y/P32019 
15 F-NT2RP2001900//ACTIN-LIKE PROTEIN ARP5y/1,1e-17:180:34//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST) y/P53946 

F-NT2RP2001907//HYPHAL WALL PROTEIN 1 (CELL ELONGATION PROTEIN 2).//0. 13:1 08:27//CANDIDA AL- 
BICANS (YE AST) y/P46593 .;V ■ 

F-NT2RP2001926//HYPOTHETICAL 7.6 KD PROTEIN y6f33'.//0.55:57:26//CYANOPHORA PARADOXA.// 
20 P48273 • ApZ-jr-;: . 

F-NT2RP2001936 ^ 7 ''- J' ■ , 

F-NT2RP2001943//HYPOTHETICAL 57.7 KD PROTEIN IN AIPi-CTF13 INTERGENIC REG IONy/1 .8e-1 3:208: 
22//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .7/004305 

F-NT2RP2001946//HYPOTHETICAL 13.0 KD PROTEIN IN'^ALGFI3-3'REG!ONy/0.59:76:28//PSEUDOMONAS 
25 AERUG!NOSAy/P21485 

F-NT2RP2001947//2INC FINGER PROTEIN DAN (N03).//0.53:68:29//RATTUS NORVEGICUS (RAT).//Q06880 
F-NT2RP2001969//CHLOROPLAST 30S RIBOSOMAL PROTEIN 'SI 8.//0.0015:52:34//CHLORELLA VUL- 

GARISy/P56353 ? . 

F-NT2RP2001 976//DILUTE MYOSIN HEAVY CHAIN, NON-MU'SC|:E (MYOSIN 5A).//9.5e-07:201 :22//MUS MUS- 
30 CULUS(MOUSE)yyQ99104 

F-NT2RP2001985//PROLINE-RICH PROTEIN MP-2PRECURSORy/0.016:90:32//MUS MUSCULUS (MOUSE).// 
P05142 

F-NT2RP2001991//SODIUM-ANDCHLORlDE-DEPENDENTTRANSPORTERNTT73y/8.0e-14:47:76//RATTUS 
NORVEGICUS (RAT)y/Q08469 ; \ \ ■ 

35 F-NT2RP2002025//NG-CAM RELATED CELL ADHESION MOLECULE PRECURSOR (NR-CAM) (BRAVO)y/ 

2.96-30:21 1 :42//GALLUS GALLUS (CHICKEN)y/P35331 

F-NT2RP2002032//FLOCCULANT-ACTIVE PROTEINS M02.1 AND MO2.2y/0.23:20:40//MORINGA OLEIFERA 
(HORSERADISH TREE) (MORINGA PTERYGOSPERMA)y/P24303, 

F-NT2RP2002033//I!I! ALU SUBFAMILY SP WARNING ENTRY !!n//0.88:27:62//HOMO SAPIENS (HUMAN).// 

40 P39193 • ; :\. ; 

F-NT2RP2002041 ^ ^; 0 

F-NT2RP2002046//MATING PROCESS PROTEIN MID2 (SERiNErRICH PROTEIN SMS1) (PROTEIN KINASE 
A INTERFERENCE PR0TEIN)y/1 .0:85:31//SACCHAROMYCEStiCEREV:ISIAE (BAKER'S YEAST) y/P36027 
F-NT2RP2002047 

45 F-NT2RP2002058//DOM34 INTERACTING PROTEIN 2.//9;4e:25:165:34//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST)y/Q1 2220 . ■ u 

F-NT2RP2002066/yTIGHT JUNCTION PROTEIN ZO-1 (TIGHT JUNCTION PROTEIN 1)7/5.7e-1 2:1 08:41//HOMO 
SAPIENS (HUMAN)y/Q07157 [ ^. V 

F-NT2RP2002070//CYTOCHROME C OXIDASE POLYPEPTIDE mYeC 1 .9.3,1) (FRAGMENT).//0.88:28:50//AS- 
50 TERINAPECTINIFERA(STARFISH)y/P11958 ' 

F-NT2RP2002076//TRP-ASP REPEATS CONTAINING PROTEIN R'BA-2y/0.0031:124:27//CAENORHABDITIS 
ELEGANSy/P90916 

F-NT2RP2002078//KERATIN. GLYCINE/TYROSINE-RICH OF HAIRy/0.82:30:40//OVIS ARIES (SHEEP)y/ 
Q02958 . I 

55 F-NT2RP2002079//OUTER DENSE FIBER PROTEINy/0.34:41 :39//HOMO SAPIENS (HUMAN).//Q1 4990 

F-NT2RP2002099//HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U (HNRNP U).//5.2e-08:81:48//HO- 
MO SAPIENS (HUMAN).//Q00839 

F-NT2RP2002105//COLLAGEN 1(X) CHAIN PRECURSOR.//0.00i2:100:34//BOS TAURUS (BOVINE) y/P23206 
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F-NT2RP2002124//EARLY GROWTH RESPONSE PROTEIN 1 (EGR-1) (KROX24) (TRANSCRIPTION FACTOR 
ETR103) (ZINC FINGER PROTEIN 225) (AT225).//0.74:72:31//HOMO SAPIENS (HUMAN).//P18146 
F-NT2RP2002137//NEUROTOXIN B-II.//1 .0:27:44//CEREBRATULUS LACTEUS (MILKY RIBBON WORM).// 
P01526 

5 F-NT2RP2002154//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 

TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN 35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29) (L-34 GALACTOSIDE-BINDING LECTIN).//0.0029:112:34//MUS MUSCULUS (MOUSE) .//P1 61 10 
F-NT2RP2002172 

F-NT2RP2002185//UBIQUITIN-LIKE PROTEIN DSK2.//1 .8e-07:8Z:40//SACCHAROMYCES CEREVISIAE (BAK- 
10 ER'S YEAST) .//P485 10 

F-NT2RP2002192 

F-NT2RP2002193//CUTICLE COLLAGEN 407/0.0062 :70:37//CAENORHABDITIS ELEGANS7/P34804 
F-NT2RP2002208//PEROXISOME ASSEMBLY PROTEIN PEX10(PEROXIN-10).//0.00011:45:40//HOMO SAPI- 
ENS (HUMAN).//060683 ' ; , ■ 
15 F-NT2RP2002219 

F-NT2RP2002231/A/-TYPE SODIUM ATP SYNTHASE SUBUNIT E (EC 3.6.1 .34) (NA(+)-TRANSLOCATING AT- 
PASE SUBUNIT E).//1 .0:68:32//ENTEROCOCCUS HIRAE.//P4343.6 

F-NT2RP2002235//INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP34.5)y/0.0022:66: 
45//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN CVG-2).//P3731 8 
20 F-NT2RP2002252//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 

MENT).//0.071:110:31//CRICETULUS GRISEUS (CHINESE'hAMSTER).//P11414 

F-NT2RP2a02256//CYTOCHROME P450 26 (EC 1.14.-.-) (RETINOIG ACID-METABOLIZING CYTOCHROME) 
(P450RAI) (RETINOIC ACID 4-HYDROXYLASE).//3.1e-31 :75:84//MUS MUSCULUS (MOUSE).//055127 
F-NT2RP2002259//L-MYC-1 PROTO-ONCOGENE PROTEINHQe^ SAPIENS (HUMAN).// 

25 P12524 ' ' ! 

F-NT2RP2002270//HYPOTHETICAL 26.0 KD PROTEIN IN CYB5-LEU4 INTERGENIC REGI0N.//2.1 6-27:1 64: 
36//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P53930 

F-NT2RP2002292//IMMEDIATE-EARLY PROTEIN RSP40.//0.018:107:23//PSEUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV).//P24827 

30 F-NT2RP2002312//PHOSPHATIDATE CYTIDYLYLTRANSFERASE (EC 2.7.7.41) (CDP-DIGLYCERIDE SYN- 

THETASE) (CDP-DIGLYCERIDE eYROPHOSPHORYL/\SE)- (CDP-DIACYLGLYCEROL SYNTHASE) (CDS) 
(CTP:PHOSPHATIDATE CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE).//1.4e-52:174:55//HOMO SAPI- 
ENS (HUMAN).//Q92903 

F-NT2RP200231 6//HIST0NE H1 .C6/H1 ,C9.//1 .0 :40:40//TRY PAN 0 SOMA CRUZI.//P40269 
35 F-NT2RP2002325//PEROXISOMAL MEMBRANE PROTEIN Pm'P30A (PMP31) (PEROXIN 11 A).//2.2e-06;145: 

26//CANDIDA BOIDINII (YEAST).//QQ0316 

F-NT2RP2002333//HYPOTHETICAL39.1 KD PROTEIN IN RNPB-SOHA INTERGENIC REGION (ORF 3)7/0.30: 
86:32//ESCHERICH!A COLiy/P23524 r /j -^. - v. 

F-NT2RP2002373//SYNAPSINS lA AND IB.//0.080:145:31//b6s fAURUS (BOVINE).//P17599 
40 F-NT2RP2002385//ENV POLYPROTEIN PRECURSOR (COATPOLYPROTEIN) [CONTAINS: KNOB PROTEIN 

GP70: SPIKE PROTEIN P15E; R PROTEIN1.//0.021 :66:28//MINK CELL FOCUS-FORMING MURINE LEUKEMIA 
VIRUS (ISOLATE CI-3).//P03388 * ■ V . • 

F-NT2RP2002394 ^ ; it 

F-NT2RP2002408//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENtS).//0.00030:107:37//BOS TAURUS (BO- 
45 VINE)./^P02453 , ^ 

F-NT2RP2002426 ' • ' • 

F-NT2RP2002439//CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS).//0.00032:79:32//PLASMODIUM 
BERGHEI (STRAIN ANKA).//P23093 

F-NT2RP2002442//HESA PROTEIN.//6.0e-16:163:30//PLECTONEMA BORYANUM.//P46037 
50 F-NT2RP2002457 

F-NT2RP2002464//HYPOTHETICAL 60.7 KD PROTEIN C56F8.17C IN CHROMOSOME l.//9.3e-1 8:1 65:32// 
SCHIZOSACCHAROMYCES POMBE (FISSION Y EAST) .J/Q 10264 

F-NT2RP2002475//CYSTEINE-RICH HEART PROTEIN (HCRHP).//0.91 :45:35//HOMO SAPIENS (HUMAN).// 
P50238 

55 F-NT2RP2002479//ATP-BINDING CASSETTE TRANSPORTER S PRECURSOR (ABC TRANSPORTER 7 PRO- 

TEIN).//6.8e-96:186:94//HOMO SAPIENS (HUMAN).//O75027: , . ; 

F-NT2RP2002498//HYPOTHETICAL MERCURIC RESISTAtslCfe PROTEIN MERC.//0.65:37:45//PSEU- 
DOMONAS AERUGINOSA.//P04139 ,; .. .v \ 



1667 



EP1 074 617 A2 

F-NT2RP2002503//ZINC FINGER PROTEIN 45 (BRC1 744)7/1 .3e-31:124:59//HOMO SAPIENS (HUMAN)y/ 
Q02386 

F-NT2RP2002504//NUCLEAR PORE COMPLEX PROTEIN NUPISS (NUCLEOPORIN NUP155) (155 KD NU- 
CLEOPORIN) (P140).//1.2e-123:240:92//RATTUS NORVEGICUS (RAT)y/P37199 
5 F-NT2RP2002520//ACIDIC PROLINE-RICH PROTEIN HP43A .RRECURSOR.//0.94:83:28//MESOCRICETUS 

AURATUS (GOLDEN HAMSTER) y/P06680 

F-NT2RP2002537//HYPOTHETICAL 55.1 KD PROTEIN B0416.5 IN CHROMOSOME Xy/4.0e-1 0:1 94:23// 
CAENORHABDITIS ELEGANSy/Q11073 

F-NT2RP2002546 * * 

10 F-NT2RP2002549//G2/M1TOTIC-SPECIFIC CYCLIN CI 3-1 (A-LIKE CYCLIN) (FRAGMENT).//0.98:65:30//DAU- 

CUS CAROTA (CARROT)y/P25010 

F-NT2RP2002591//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)y/2.6e-19:60:61//HOMO SAPI- 
ENS (HUMAN)y/P51 523 

F-NT2RP2002595//ANNEX1N VII (SYNEXIN)y/1 .2e-15:121 :49//XENOPUS LAEVIS (AFRICAN CLAWED 
15 FROG)y/Q92125 

F-NT2RP2002606//PROTEIN TRANSPORT PROTEIN SEfc2y/0.00034:98:31//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/P1 7065 

F-NT2RP2002609//HYPOTHETICAL52.0 KD PROTEIN IN CLB6-SPT6 INTERGENIC REGIONy/0.00022:79:39// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P53264 
20 F-NT2RP2002618//PROTEIN ARGININE N-METHYLTRANSFERASE 1 (EC 2.1.1.-)y/6.2e-37:180:44//RATTUS 

NORVEGICUS (RAT)y/Q63009 ' 

F-NT2RP2002621//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 5 (EC 1.6.5.3) (FRAGMENT).//0.98:37: 
35//LEMUR CATTA (RING-TAILED LEMUR) y/Q34879 ' • ' • ' ' ' " 

F-NT2RP2002643//INFECTED CELL PROTEIN ICP34.5 (N EURO VIRULENCE FACTOR ICP34.5)y/0.042: 77:32// 
25 HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN MGH-10).//P373.;l'9 

F-NT2RP2002672//PROTEIN Q300y/0.001 8:41 :43//MUS,MUSCULUS (MOUSE) 7/002722 
F-NT2RP2002701//HYPOTHETICAL 72.5 KD PROTEIN G2F7.10 IN CHROMOSOME iy/3.6e-l 7:1 00:42// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q0970.1 

F-NT2RP2002706//IMMEDIATE-EARLY PROTEIN IE180y/6.0b027:139:33//PSEUDORABIES VIRUS (STRAIN 
30 KAPLAN) (PRV)y/P33479 \. 

F-NT2RP2002710//SH3-BINDING PROTEIN 3BP-1 .//6.9e-09:96;46y/MUS MUSCULUS (MOUSE)y/P55194 
F-NT2RP2002727//TUBERIN (TUBEROUS SCLEROSIS 2 HOMOLOG PROTEIN)y/3.6e-20:160:36//RATTUS 
NORVEGICUS (RAT)y/P49816 j - 

F-NT2RP2002736 

35 F-NT2RP2002740 - ■ 

F-NT2RP2002741//RHO1 GDP-GTP EXCHANGE PROTEIN 2y/2.be-07:178:28//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/P51 862 ' . ■ 

F-NT2RP2002750//!!!! ALU SUBFAMILY SB2 WARNING ENTRY !!!l//1 .6e-09:43:72//HOMO SAPIENS (HU- 
MAN)y/P39191 

40 F-NT2RP2002752//LOW CALCIUM RESPONSE LOCUS PROTEIN Ty/0.95:33:39//YERSINIA PSEUDOTUBER- 

CULOSIS y/Q 00932 

F-NT2RP2002753//ENDOGLUCANASE EG-1 PRECURSOR (EC 3.2.1.4) (END0-1,4-BETA-GLUCANASE) 
(CELLULASE).//0.71 :78:33//TRICHODERMA L0NGIBRACHIATUM.//Q12714 

F-NT2RP2002769//50 KD SPICULE MATRIX PROTEIN PREQU R*SOR.//0.44:76:32//STRONGYLOCENTROTUS 
45 PURPURATUS (PURPLE SEA URCHIN).//P11994 

F-NT2RP2002778 ^ ^ 

F-NT2RP2002800//CRAMBIN.//0.99:20:50//CRAMBE ABYSSimCA (ABYSSINIAN CRAMBE).//P01 542 
F-NT2RP2002839//SALIVARY PROLINE-RICH PROTEIfvJ PRECURSOR (CLONE CP7) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT).//0.010:87:31//HOMO SAPIENS (HUMAN) y/P0281 2 
50 F-NT2RP2002857//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP33)y/0.00018:57:45//RAT- 

TUS NORVEGICUS (RAT)y/P04474 

F-NT2RP2002862//HYPOTHETICAL27.1 KD PROTEIN UFD'4-CAP.1 JNTERGENIC REGION.//7.2e-27: 140:40// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P3320i ' ^ ' 

F-NT2RP2002880//DNA REPAIR PROTEIN RAD32y/0.83:67:28//SCHIZOSACCHAROMYCES POMBE (FIS- 
55 SION YEAST).//Q09683 ^ ^• 

F-NT2RP2002891//HOMEOBOX PROTEIN DLX-2 (DLX-5) (FRAGMENT)y/0.99:70:24//RATTUS NORVEGICUS 
(RAT)y/Q64204 ; : 

F-NT2RP2002925//ALPHA-1D ADRENERGIC RECEPTOR (ALPHA 1D- ADRENOCEPTOR) (ALPHA-1A 
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ADRENERGIC RECEPTOR)y/0.31 :48:43//HOMO SAPIENS (HUM'AN)y/P25100 

F-NT2RP2002928//CELL DIVISION CONTROL PROTEIN 40.//2.8e-26:142:42//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/P40968 ; ' 

F-NT2RP2002929//HYPOTHETICAL46.2 KD TRP-ASP REPEATS CONTAINING PROTEIN D2013.2 IN CHRO- 

5 MOSOME ll7/2.0e-31:186:35//CAENORHABDITIS E LEG AN s!77b 18964 

F-NT2RP2002939//ADENYLATE CYCLASE. TYPE V (EC 4;6:r.lHATP PYROPHOSPHATE-LYASE) (CA(2+)- 
INHIBITABLE ADENYLYL CYCLASE)y/0.0022:98:39//CANIS FAMILIARIS (DOG).//P30803 
F-NT2RP2002954//U2 SMALL NUCLEAR RIBONUCLEO PROTEIN A', (U2 SNRNP-A').//0.0019:107:30//ARABI- 
DOPSIS THALIANA (MOUSE-EAR CRESS)y/P43333 V"' ' 

10 F-NT2RP2002959//UBIQUITIN-CONJUGATING ENZYME E2-1:7 Z (EC 6.3.2.19) (UBIQUITIN- PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2)7/2.8e-11:33:81//HOMO SAPIENS (HUMAN). MUS 
MUSCULUS (MOUSE), RATTUS NORVEGICUS (RAT). AND XENOPUS LAEVIS (AFRICAN CLAWED FROG).// 
P51669 

F-NT2RP2002979 

15 F-NT2RP2002980//30S RIBOSOMAL PROTEIN SIOV/1 .1 e-d9:98:36//MYCOPLASMA CAPRICOLUM.//P10129 

F-NT2RP2002986//RING CANAL PROTEIN (KELCH PR0TEIN).//1 .1e-1 9:141 :39//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 

F-NT2RP2002987//!!!! ALU SUBFAMILY SC WARNING ENTRY !ll!//1 .3e-07:78:47//HOMO SAPIENS (HUMAN).// 
P39192 

20 F-NT2RP2002993//DNA-DIRECTED RNA POLYMERASE J, 135 KD POLYPEPTIDE (EC 2.7.7.6) (RNA 

POLYMERASE I SUBUNIT 2) (RPA135) (RNA POLYMERASE I 127 KD SUBUNIT)y/8.0e-77:165:85//RATTUS 
NORVEGICUS (RAT)y/054888 : 

F-NT2RP2003000//II!! ALU SUBFAMILY SO WARNING ENTRY !!!!//2.8e-1 9:62:64//HOMO SAPIENS (HUMAN).// 
P39194 

25 F-NT2RP2003034//HYPOTHETICAL PROTEIN HI1 458 // 1. 0:42 :35//HAEMOPHILUS INFLUENZAE.//P44204 

F-NT2RP2003073//!!!! ALU SUBFAMILY SB WARNING ENTRY :!!! !//0.b051 :1 6:87//^^ SAPIENS (HUMAN).// 
P39189 , 
F-NT2RP2003099 "^ .V '? ^ 

F-NT2RP2003108//BAS1C PROLINE-RICH PEPTIDE IB-1 y/0;84J47:34//HOMO SAPIENS (HUMAN).//P04281 
30 F-NT2RP2003117 ' > - • % ■ 

F-NT2RP2003121//HYPOTHETICAL96.7 KD PROTEIN IN STE2-Ff=iS2 INTERGENIC REGION, //9.0e-08:99:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P43572v; . ; . 

F-NT2RP2003125//TRANSCRIPTION REGULATOR PROTEIN BAGH2 (BTB AND CNC HOMOLOG 2)y/9.2e-08: 
134:28//MUS MUSCULUS (MOUSE)y/P97303 ■ ' 

35 F-NT2RP2003129 

F-NT2RP2003137//UBIQUITIN.//3.4e-06:70:30//NEUROSPORA.CRASSA.//P13117 

F-NT2RP2003157//HYPOTHETICAL 37.0 KD PROTEIN 60495:8 JN CHROMOSOME ll.//7.8e-13:84:40// 
CAENORHABDITIS ELEGANSy/Q09217 

F-NT2RP2003158//26SPROTEASOMEREGULATORYSUBUNITS3(PROTEASOME SUBUNIT P58)y/3.1e-65: 
40 155:84//HOMO SAPIENS (HUMAN) y/043242 

F-NT2RP2003161//PROLINE-RICH PROTEIN MP-2 • PRECURSORy/0.0011 :59:42//MUS MUSCULUS 
(MOUSE).//P05142 ; ■ } , 

F-NT2RP2003164//2YXINy/0.0037:85:36//MUS MUSCULUS (MOUSE) .//Q62523 

F-NT2RP2003165//I!I! ALU SUBFAMILY SQ WARNING ENTRY !!!!//1 .2e-24:77:64//H0M0 SAPIENS (HUMAN).// 
45 P39194 

F-NT2RP2003177//MALE SPECIFIC SPERM PROTEIN ^MST84DBy/0.55:38:39//DROSOPHlLA MELA- 
NOGASTER (FRUIT FLY)y/O01643 '^-^k'^^^^ 

F-NT2RP2003194//HYPOTHETICAL 12.5 KD PROTEIN zk637v2 IN CHROMOSOME lll,//2.3e-14:87:37// 
CAENORHABDITIS ELEGANSy/P30629 ' ^ : 0. • 

50 F-NT2RP2003206//NADH-UBIQUINONE 0X1 DO REDUCTASE CHAIN 3 (EC 1 .6.5.3)y/1 .0:100:28//DIDELPHIS 

MARSUPIALIS VIRGINIANA (NORTH AMERICAN OPOSSUM)'y/P41306 

F-NT2RP2003228//DNA REPLICATION LICENSING FACTOR MCM4 (CDC21 HOMOLOG) (P1-CDC21)y/9.3e- 
82:211 :81//H0M0 SAPIENS (HUMAN).//P33991 

F-NT2RP2003230//SEC14 CYTOSOLIC FACTOR (PHOSPHATIDYLINOSITOL/PHOSPHATIDYLCHOLINE 
55 TRANSFER PROTEIN) (PI/PC TP)y/1 .0:51 :31//CANDIDA GlXbRATA (YEAST) (TORULOPSIS GLABRATA).// 

P53989 

F-NT2RP2003237//!!!! ALU SUBFAMILY SQ WARNING ENTFJY !!ll//5.1 e-44:66:84//HOMO SAPIENS (HUMAN)y/ 
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F-NT2RP2003243//M PROTEIN. SEROTYPE 5 PRECURS6r.//0.027:204:23//STREPTOCOCCUS PYO- 
GENES.//P02977 ' 

F-NT2RP2003265//BP4A PROTEIN.//0.95:35:34//BRASSICAiNAPUS (RAPE) .//P41 505 

F-NT2RP2003272//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT).//5.5e- 
06:78:35//BRASSlCA NAPUS (RAPE).//P40603 . i- : 

F-NT2RP2003277//NAM7 PROTEIN (NONSENSE-MEDIATED MBNA DECAY PROTEIN 1) (UP-FRAMESHIFT 
SUPPRESSOR 1).//1.9e-19:145:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P30771 
F-NT2RP2003280 

F-NT2RP2003286//RNA 3"-TERMINAL PHOSPHATE CYCLASE (EC 6.5.1.4) (RNA-3'-PH0SPHATE CYCLASE) 
(RNA CYCLASE).//2.1e-32:137:42//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q08096 
F-NT2RP2003293//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//7.7e-12:175:33//HOMO SA- 
PIENS (HUMAN)7/P51 522 .... 

F-NT2RP2003295//PTB-ASSOCIATED SPLICING FACTOR (PSF).//0:055:44:45//HOMO SAPIENS (HUMAN).// 

P23246 ' • 

F-NT2RP2003297 

F-NT2RP2003307//KINESIN LIGHT CHAIN (KLC).//2.0e-18:87:49//RATTUS NORVEGICUS (RAT).//P37285 
F-NT2RP2003308//CROOKED NECK PROTEINy/2.1e-91 :244:67//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P17886 

F-NT2RP2003329//HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME 1 1 1. //5. 89-57:186:55// 
CAENORHABDITIS ELEGANSy/P34284 

F-NT2RP2003339//SHORT NEUROTOXIN 1 (NEUROTOXIN ALPHA)y/0.98:11 :72//DENDROASPIS POLYLEPIS 
POLYLEPIS (BLACK MAMBA)y/P01416 

F-NT2RP2003347//60S RIBOSOMAL PROTEIN L38.//0.83:42:33//OSTERTAGIA OSTERTAGI.//O61570 
F-NT2RP2003367//SYNERGISTIC-TYPE VENOM PROTEIN.aSSS. CHAIN iy/1.0:37:35//DENDROASPIS AN- 
GUSTICEPS (EASTERN GREEN MAMBA).//P01408 : 

F-NT2RP2003391//MRNA TRANSPORT REGULATOR MTRIoy/i'Se-ll :229:24//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/Q99189 ' , I 

F-NT2RP2003393//PROTOCHLOROPHYLLIDE REDUCTASE QHLB SUBU NIT (EC 1 .3.1 .33) (NADPH- PROTO- 
CHLOROPHYLLIDE OXIDOREDUCTASE CHLBSUBUNit) (FRAGMENT)y/0.94:29:34//ARAUCARIA HETERO- 
PHYLLAy/P37843 •':>;\; 
F-NT2RP2003394 1: ^v' V/il 

F-NT2RP2003401//60 KD CHAPERONIN (PROTEIN CPN66)-.(GR6eL PROTEIN).//0.95:125:28//THERMUS 
AQUATICUS (SUBSP. THERMOPHILUS)y/P45746 *" 

F-NT2RP2003433//PROTEIN TRANSPORT PROTEIN SEC.6.1 ALPHA SUBUNlT.//9.8e-78:178:84//RATTUS 

NORVEGICUS (RAT)y/P38378 ^ 

F-NT2RP2003445 

F-NT2RP2003446//HYPOTHETICAL PROTEIN E-115.//0.00030:106:33//HUMAN ADENOVIRUS TYPE 2.// 
P03290 

F-NT2RP2003456//PHOTOSYSTEM II REACTION CENTRE M PROTEIN.//! .0:27:51 //MARCHANTI A POLY- 

MORPHA(LIVERWORT)y/P12168 . .r . ■ 

F-NT2RP2003466//UNOLEOYL-COADESATURASE(ECl.*14.99'25)'(DELTA(6)-DESATURASE)y/6.7e-06:108 
32//SYNECHOCYSTIS SP. (STRAIN PCC 6803)y/Q08871 

F-NT2RP2003480/ATRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) (BF2) (CBF-2) (T-1 4-6) y/7.2e-1 5:38: 
50//GALLUS G ALLUS (CHICK EN) y/Q98937 . ' j.;. . 

F-NT2RP2003499//5E5 ANTIGENy/0.090:114:32//RATTUS NlORVEGICUS (RAT)y/Q63003 
F-NT2RP2003506//NADPH-CYTOCHROME P450 REDUGTA&E (EC 1.6.2.4) (CPR).//2.0e-11:91:43//SUS 
SCROFA(PIG)y/P04175 , ■ . 

F-NT2RP2003511//PARAMYOSIN. SHORT FORM (MIMIPARAMYGSIN).//0.0020:108:25//DROSOPHILA ^ 
NOGASTER (FRUIT FLY)y/P3541 6 ^' H l 

F-NT2RP2003513//PTB-ASSOCIATED SPLICING FACTOR^*(PSFjy/1.2e-05:96:36//HOMO SAPIENS (HU- 
MAN) .//P23246 ^. ' 

F-NT2RP2003517//HYPOTHETICAL 12.9 KD PROTEIN CY49;27://0.0059:22:31//MYCOBACTERIUM TUBER- 
CULOSIS. //Q 10696 • ' r. • 

F-NT2RP2003522//HYPOTHETICAL 10.0 KD PROTEIN.//1.0:65:30//THERMOPROTEUS TENAX VIRUS 1 
(STRAIN KRA1)(TTV1).//P1 9283 : 

F-NT2RP2003533//LINE-1 REVERSE TRANSCRIPTASE H6MdLOG.//8.7e-1 8:94:54//HOMO SAPIENS (HU- 
MAN)y/P08547 

F-NT2RP2003543//SYNAPSINS lA AND IB.//0.045:101:35//RATTUS NORVEGICUS (RAT)y/P09951 
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F-NT2RP2003559//ITBA2 PROTEIN (DXS9879E).//0.98:37:37//H6Mb SAPIENS (HUMAN).//Q14657 
F-NT2RP2003564//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (R0(SS-A)).//6.4e- 
35:175:44//HOMO SAPIENS (HUM AN) .//PI 9474 

F-NT2RP2003567//HYPOTHETIGAL 11.2 KD PROTEIN /T18D3.7 IN CHROMOSOME X.//0.72:82:34// 

5 CAENORHABDITIS ELEGANS 7/022544 / 

F-NT2RP2003581//HOMEOBOX PROTEIN 0TX1 .//0.90:61 :37//MUS MUSCULUS (MOUSE).//P80205 
F-NT2RP2003596//ELONGATION FACTOR P (EF-P).//0.83:61:32//MYCOPLASMA GENITALIUM.//P47272 
F-NT2RP2003604//ALPHA-CATENINy/1 .5e-11 :152:33//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
P35220 • (' ■ 

10 F-NT2RP2003629//PHOSPHOL1PASE A2 ALPHA (EC 3.1 .1 .4) (PHOSPHATIDYLCHOLINE 2-ACYLHYDROLA- 

SE).//0.97;85:27//CROTALUS ADAMANTEUS (EASTERN DIAMONDBACK RATTLESNAKE)7/P00623 
F-NT2RP2003643//ACYLNEURAMINATE CYTIDYLYLTRANSFERASE (EC 2.7.7.43) (CMP-N- ACETYL- 
NEURAMINIC ACID SYNTHETASE) (CMP-NEUNAC SYNTHETASE) (CMP-SIALIC ACID SYNTH ETAS E) 7/3.96- 
12:84:40//NEISSERIAMENINGITIDIS.//Q57385 

15 F-NT2RP200366a//ini ALU-SUBFAMILY SX WARNING ENTRY l!!l//5.0e-33:74:81//HOMO SAPIENS (HUMAN)7/ 

P39195 

F-NT2RP2003687//!!!! ALU SUBFAMILY J WARNING ENTRY !!l!//5.7e-05:40:67//HOMO SAPIENS (HUMAN)7/ 
P3918B / ; 

F-NT2RP2003691//!!!! ALU SUBFAMILY SO WARNING ENTRYj!!!//2.5e-37:56:67//HOMO SAPIENS (HUMAN)7/ 
20 P39194 ? ^i ; ^ : 

F-NT2RP2003702//HYPOTHETICAL OXIDOREDUCTASE IN INLAS'REGION (EC 1.-.-.-) (ORFA) 7/1 .36-07:98: 
37//LISTERIA MONOCYTOGENES.//P25145 i, ^.r - .U' i ■ 

F-NT2RP2003704//GAMMA-GLUTAMYLTRANSPEPTIDASE -V. 5 (EC 2.3.2.2) (GAMMA- 

GLUTAMYLTRANSFERASE 5) (GGT-REL)7/0.66:23:52//HbMd.SAR(ENS (HUMAN)7/P36269 
25 F-NT2RP2003706//GLUTAMYL AMINOPEPTIDASE (EC3.4.11 .7) (EAP) (AMINOPEPTIDASE A) (APA) (DIFFER- 

ENTIATION ANTIGEN GP160).//1 .2e-22:187:35//HOMO SAPIENS (HUM AN) 7/Q07075 

F-NT2RP2003713//UBIQUITINCARBOXYL-TERMINAL HYDROLASES (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 
RASE 6) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 6) (DEUBIQUITINATING ENZYME 6) (PROTO-ON- 
COGENE TRE-2)7/2.7e-06:119:34//HOMO SAPIENS (HUMAN).//P35125 
30 F-NT2RP2003714//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTFIO) (HPF7).//6,7e-27:68:75//HO- 

MO SAPIENS (HUMAN).//Q05481 

F-NT2RP2003727//HYPOTHETICAL PROTEIN MG007 HOMOLOG.//0.64:110:30//MYCOPLASMA PNEUMONI- 

AE7/P75105 

F-NT2RP2003737//UBIQUITIN-CONJUGATING ENZYME E2-17 KD 2 (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
35 LIGASE) (UBIQUITIN CARRIER PROTEIN) (E2(17)KB 2).//1.2e-72:147:90//HOMO SAPIENS (HUMAN), MUS 

MUSCULUS (MOUSE), RATTUS NORVEGICUS (RAT), AND.XENOPUS LAEVIS (AFRICAN CLAWED FROG).// 
P51669 

F-NT2RP2003751//EXTRACELLULAR GLOBIN PRECURSOR,//0.67:68:30//PSEUDOTERRANOVA DECIPI- 
ENS (COD WORM).//P26914 

40 F-NT2RP2003760//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAM MA-CO P).//1 .0e-98:235: 

82//BOS TAURUS (BOVINE).//P53620 . [ . 

F-NT2RP2003764//HYPOTHETICAL 29.3 KD PROTEIN (ORF92)7/0.011:69:34//ORGYIA PSEUDOTSUGATA 
MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV) 7/0 10341.. . , 

F-NT2RP2003769//ATP SYNTHASE PROTEIN 8 (EC 3,6^^:34).; (A6L).//1,0:33:36//EQUUS CABALLUS 
45 (HORSE) .^P48663 ; ■ - l-i;:/' 

F-NT2RP2003770//PHOSPHATE REGULON SENSOR PROTEIN PHOR (EC 2.7.3.-) (FRAGMENT).//0.029:35: 
42//PSEUDOMONAS AERUGINOSA.//P23621 " / . . 

F-NT2RP2003777/HYPOTHETICAL 82 KD AVIRULENCE PROTEIn'^N AVRBS3 REGION,//0.041 :67:34//XAN- 
THOMONASCAMPESTRIS(PV. VESICATORIA).//P14728 . ' ; f ], . 
50 F-NT2RP2003781//HYPOTHETICAL 36.7 KD PROTEIN AH6,2 ' IN CHROMOSOME ll.//4.7e-54:204:47// 

CAENORHABDITIS ELEGANS7/Q09201 '''' ^ ^ 

F-NT2RP2003793//PSEUDO-HEVEIN (MINOR HEVEIN).//0.61 :30:36//HEVEA BRASILIENSIS (PARA RUBBER 
TREE)7/P80359 

F-NT2RP2003825//ENDOTHELIN-1 PRECURSOR (ET-1) (FRAGMENT).//1 .0:35:37//CANIS FAMILIARIS 
55 (DOG)7/P13206 

F-NT2RP2003840//HYPOTHETICAL 48.1 KD PROTEIN B0403.2. IN CHROMOSOME X.//2.5e-05:80:38// 
CAENORHABDITIS ELEGANS7/Q1 1076 

F-NT2RP2003857//BACTERIOCIN MICROCIN B17 PRECURSOR '(MCB17)7/0.54:28:50//ESCHERICHI A CO- 
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Liy/P05834 

F-NT2RP2003859//DROSOCIN PRECURSOR.//1.0:37:35//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
P36193 

F-NT2RP2003871 

5 F-NT2RP2003885//CUTICLE PROTEIN 32 (LM-32) (LM-ACP 32) (FRAGMENT)y/1 .0:28:50//LOCUSTA MIGRA- 

TOR! A (MIGRATORY LOCUST)y/P11736 

F-NT2RP2003912//SERINE/THREONINE-PROTEIN KINASE NEK1 (EC 2.7.1 .-) (NIMA-RELATED PROTEIN KI- 
NASE 1).//4.8e-110:268:80//MUS MUSCULUS (M0USE).//P51954 

F-NT2RP2003952//AMINOPEPTIDASE B (EC 3.4.11.6). (ARGINYL AMINOPEPTIDASE) (ARGININE AMI- 
JO NOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP:B)://0.00024:92:31//RATTUS NORVEGICUS (RAT).// 
009175 

F-NT2RP2003968//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//9.2e-05: 101:36// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG)y/P17437 . . \i 

F-NT2RP2003976//!!!! ALU SUBFAMILY J WARNING ENTRY- !!!l//1 .7e-21 :62:62//HOMO SAPIENS (HUMAN).// 
15 P39188 

F-NT2RP2003981//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS8y/2.7e-08:165:22//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S Y EAST) .//P39 702 ; ' ' V. ' ^ 
F-NT2RP2003984//UNC-87 PROTEIN.//0.75:71 :28//CAENORHABpiTIS ELEGANS.//P37806 
F-NT2RP2003986//!!!! ALU SUBFAMILY SP WARNING ENTFIY l!!!//5,3e-19:47:70//HOMO SAPIENS (HUMAN).// 
20 P39193 V: . 

F-NT2RP2003988//!!!! ALU SUBFAMILY SX WARNING ENTRY !m//2.2e-1 a:80:58//HOMO SAPIENS (HUMAN).// 
P39195 

F-NT2RP2004013//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION FACTOR 3)7/ 
1 .06-52:141 :77//HOMO SAPIENS (HUMAN)y/P20290 
25 F-NT2RP2004014//MACROPHAGE INFLAMMATORY PR0TEIN-2-ALPHA (MIP2-ALPHA) (CINC-2-ALPHA).// 

0.99:45:26//RATTUS NORVEGICUS (RAT).//01 0746 

F-NT2RP2004041//SYNAPSINS lA AND IB.//0. 0022:51 :37//BOS TAURUS (B0VINE).//P1 7599 
F-NT2RP2004042//CRUSTACEAN HYPERGLYCEMIC HORMONE PRECURSOR (CHH) (FRAGMENT)y/1 .0:49: 
28//PENAEUS VANNAMEI (PENOEID SHRIMP) (EUROPEAN WHITE SHRIMP)y/Q26181 
30 F-NT2RP2004066//CALDESMON (CDM).//2.9e-05:175:21//GALLUS,GALLUS (CHICKEN)y/P12957 

F-NT2RP2004081//CADMIUM-METALLOTHIONEIN (CD-MT)7A).93:59:23//HELIX POMATIA (ROMAN SNAIL) 
(EDIBLE SNAIL)y/P33187 

F-NT2RP2004098//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP:1 PROTEIN) (RSP-1).//4.6e-09:121 :30//HO- 
MO SAPIENS (HUMAN).//Q15404 
35 F-NT2RP2004124//NONHISTONE CHROMOSOMAL PR6tEiN,..H,MG-1 7.//0.068:63:31//GALLUS GALLUS 

(CHICKEN).//P02314 : 

F-NT2RP2004142//HYPOTHETICAL 59.1 KD PROTEIN IN VPS15-YMC2 INTERGENIC REGIONy/7.9e-05:94: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38262 . 

F-NT2RP2004152//LAMIN L(I).//0.25:167:19//XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P0901 0 
40 F-NT2RP20041 65//HYPOTHETICAL57.5 KD PROTEIN IN VMA7-RPS25A INTERGENIC REGIONy/0.0014:124: 

31//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P53214 / 

F-NT2RP2004170//PROLINE-RICH PROTEIN MP-3 (FRAGMENT)y/0.012:125:30//MUS MUSCULUS 
(MOUSE).//P05143 

F-NT2RP2004172//HYPOTHETICAL 105.7 KD PROTEIN IN TPK3-PIR1 INTERGENIC REGION.//4.le-26:214: 
45 35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36b51 

F-NT2RP2004187//ZINC FINGER PROTEIN 1 747/3.76-1 2:76:47//HOMO SAPIENS (HUMAN).//Q15697 
F-NT2RP2004194//HYPOTHETICAL 10.5 KD PROTEIN C31A2 13C IN CHROMOSOME l.//0.0013:92:23// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09730 ' 

F-NT2RP2004196//METALLOTHIONEIN 10-11 (MT-10-ll)y/0.92:36:36//MYTILUS EDULIS (BLUE MUSSEL).// 
SO P80247 . /t.-' 

F-NT2RP2004207//MALE ACCESSORY GLAND SECRETORY; PROTEIN 355A PRECURSOR.//0.92:62:35// 
DROSOPHILA SIMULANS (FRUIT FLY).//P33737 "^M^^ "f 

F-NT2RP2004226//66 KD STRESS PROTEIN (P66).//0.030:113:26//PHYSARUM POLYCEPHALUM (SLIME 
MOLD).//P90587 * v ^ 

55 F-NT2RP2004232//PROTEIN KINASE C. MU TYPE (EC 2 J^y)it^P\iC-m)J/2.0e'AS:2^^ :5^//HOMO SAPIENS 

(HUMAN)y/ai5i39 ' , ;i 

F-NT2RP2004239//GLUTENIN, HIGH MOLECULAR WEIGHT SUBUNIT PW212 PRECURSOR.//0.00038:111: 
36//TRITICUM AESTIVUM (WHEAT)y/P08489 ^. ... 



1672 



EP 1 074 617 A2 



F-NT2RP2004240//METALLOTHIONEIN-II (MT-II) (METALLOTHIONEIN-LIKE PROTEIN) (MT-CE).//1 .0:39:28// 
CAENORHABDITIS ELEGANSy/P17512 

F-NT2RP2004242//RAS-RELATED PROTEIN RGP1 (GTP-BINDING REGULATORY PROTEIN RG PI) 7/0. 0036: 
64:28//ORYZA SATIVA (RICE).//P25766 ' ' 

5 F-NT2RP2004245//ATP SYNTHASE PROTEIN 8 (EG 3.6.1.34) (A6L).//1 .0:21 :42//PONGO PYGMAEUS PYG- 

MAEUS (BORNEAN ORANGUTAN)y/P92896 

F-NT2RP2004270//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT) 7/0.00023:1 18:33//NEPHILA CLA- 
VIPES (ORB SPIDER).//P46804 

F-NT2RP2004300//PROBABLE E4 PROTEIN.//0.18:77:40//HUMAN PAPILLOMAVIRUS TYPE 8.//P06425 
10 F-NT2RP2004316 

F-NT2RP2004321 //HYPOTHETICAL 10.8 KD PROTEIN SSR24397/v:0:50:28//SYNECHOCYSTIS SP. (STRAIN 
PCC 6803)7/001904 . - - : 

F-NT2RP2004339//!!!! ALU SUBFAMILY SX WARNING ENTRY'l!l!//5.be-33:84:77//HOMO SAPIENS (HUMAN).// 
P39195 

15 F-NT2RP2004347//HYPOTHETICAL 40.9 KD PROTEIN F33H1.3 FROM CHROMOSOME II. //0. 78:96:30// 

CAENORHABDITIS ELEGANS7/Q09556 

F-NT2RP2004364//MINOR OUTER CAPSID PROTEIN (NS26) (NONSTRUCTURAL PROTEIN VP9).//0.059:143: 
30//BOVINE ROTAVIRUS (STRAIN UK).//P04515 

F-NT2RP2004365//EAMZP30-47 PROTEIN (FRAGMENT)7/0.27:38:39//EIMERIA ACERVULINA7/P21 959 
20 F-NT2RP2004366//GLYCOPROTE1N L PRECU RSOR.//0. 64:71 :28//MAREK'S DISEASE HERPESVIRUS 

(STRAIN GA) (MDHV)y/P52510 

F-NT2RP2004373//HISTIDINE-RICH GLYCOPROTEIN PRECURSOR (HISTIDINE-PROLINE RICH GLYCO- 
PROTEIN) (HPRG) (FRAGMENT).//0.59:50:40//ORYCTOLAGUS CUNICULUS ( RABBIT) 7/Q28640 
F-NT2RP2004389//HYPOTHETICAL 70.7 KD PROTEIN F09G8.3 IN CHROMOSOME 1 1 17/4.06-16:89:43// 
25 CAENORHABDITIS ELEGANS7/P34388 

F-NT2RP2004392 

F-NT2RP2004396//SINGLE-STRANDED NUCLEIC ACID-BINDING PROTEIN.//0.42:89:29//SACCHAROMY- 
CESCEREVISIAE (BAKER'S YEAST)7/P1 0080 .> ? 

F-NT2RP2004399//SOMATOTROPIN PRECURSOR (GROWtH H0RM0NE)7/1 .0:72:34//MESOCR1CETUS AU- 
30 RATUS (GOLDEN HAMSTER) .//P37886 . . jv-J.^. ^ . .; 

F-NT2RP2004400 

F-NT2RP2004412//SPERM PROTAMINE PI 7/0,24:38:31 //NOTOBYCTES TYPHLOPS (MARSUPIAL M0LE)7/ 
P42143 ' ': , ' 

F-NT2RP2004425//SUPPRESSOR PROTEIN SRP40.//0.0b87:197:22//SACCHAROMYCESCEREVISIAE (BAK- 
35 ER'S YEAST)7/P32583 

F-NT2RP2004463//ALPHA-2A ADRENERGIC RECEPTOR (ALPHA-2A ADRENOCEPTOR) (ALPHA-2AAR)7/ 
1.3e-05:121:37//MUSMUSCULUS(MOUSE)7/Q01338 * ' 

F-NT2RP2004476//NICKEL-SENSITIVE T-Pr'PE CALCIUM CHANNEL ALPHA-1 SUBUNIT (RBE-ll)7/0.20:68: 
36//RATTUS NORVEGICUS (RAT)7/Q07652 
40 F-NT2RP2004490//FOS-RELATED ANTIGEN 17/0.94:59:33//HOMP SAPIENS (HUMAN).//P 15407 

F-NT2RP2004512//NADH-UBIQUINONE 0X1 DO REDUCTASE CHAIN 4 (EC 1.6.5.3) (FRAGMENTS).//1.0:37: 
32//PISASTER OCHRACEUS (SEA STAR)7/P24998 

F-NT2RP2004523//II!! ALU SUBFAMILY SQ WARNING ENTRY INI//2.1 e-15:57:71//HOMO SAPIENS (HUMAN).// 
P39194 

45 F-NT2RP2004538//KINESIN-LIKE PROTEIN KIF1A (AXONAL TRANSPORTER OF SYNAPTIC VESICLES).// 

1.26-48:121 :60//HOMO SAPIENS (H U M AN ).//Q 12756 

F-NT2RP2004551//HYPOTHETICAL 7.6 KD PROTEIN (ORP65).//1 .0:20:50//EUGLENA GRACILIS.//P32095 
F-NT2RP2004568//PUTATIVE ATP-DEPENDENT RNA HELIC/\SE C30D11.03.//5.2e-07:150:30//SCHIZOSAC- 
CHAROMYCES POMBE (FISSION YEAST).//Q09903 
SO F-NT2RP2004580//III! ALU SUBFAMILY SO WARNING ENtf;iYI!!l//3.7e-37:100:78//HOMO SAPIENS (HU- 

MAN).//P39192 ' ' '\ 

F-NT2RP2004587//HYPOTHETICAL 57.5 KD PROTEIN IN'\/MA7-RPS25A INTERGENIC REGION .//8.2e-06: 
150:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53214 

F-NT2RP2004594//HYPOTHETICAL 45.3 KD PROTEIN CC)9F5.7 IN CHROMOSOME 1 1.//0.84: 105:24// 
S5 CAENORHABDITIS ELEGANS.//Q09458 . - , 

F-NT2RP2004600//MYRISTOYLATED ALANINE-RICH C-KINASE SUBSTRATE (MARCKS)7/0.1 7:127:29//RAT- 
TUS NORVEGICUS (RAT)7/P30009 , . 

F-NT2RP2004602//!I!! ALU SUBFAMILY J WARNING ENTRY il!l//1:'le-05:50:5a//HOMO SAPIENS (HUMAN)7/ 
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P39188 

F-NT2RP2004614//HYPOTHETICAL 11.6 KD PR0TEIN.//1 .0:68:33//VACCINIA VIRUS (STRAIN COPENHA- 
GEN)y/P20561 

F-NT2RP2004655//GLYCINE-RICH RNA-BINDING PROTEIN 77/7.0e-05:70:42//ARABIDOPSlS THALIANA 
5 (MOUSE-EAR CRESS).//Q03250 

F-NT2RP2004664//HYPOTHETICAL 104.0 KD PROTEIN, G32A11.03C IN CHROMOSOME 1. 7/0.30:78 :3a// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q 10328 

F-NT2RP2004675 • , . 

F-NT2RP2004681 • v : : ; , 

10 F-NT2RP2004689//HYPOTHET1CAL78.3 KD PROTEIN IN RAM2-ATP7 iNTERGENIC REGION.//0.021 : 179:24// 

SAGCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P3424a ^ 

F-NT2RP2004709//HYPOTHETICAL PROTEIN MJ0647y/0.96:39:43//METHANOCOCCUS JANNASCHII.// 
Q58063 ' 

F-NT2RP2004710//GAR2 PROTEINy/0.085:60:30//SCHIZOSA*CCHAROMYCES POMBE (FISSION YEAST)y/ 
15 P41891 

F-NT2RP2004736//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//4.4e-15:97:49//H0MO SAPIENS (HUMAN)y/ 
P39188 . . 

F-NT2RP2004743//MALE SPECIFIC SPERM PROTEIN MST87F.//0.43:24:41//DROSOPHILA MELANOGASTER 
(FRUIT FLY)y/P08175 

20 F-NT2RP2004767//36.4 KD PROLINE-RICH PROTEIN y/0.0051 :88:27//LYCOPERSICON ESCULENTUM (TO- 

MATO) 7/0 00451 

F-NT2RP2004768//SERINE/THREONINE-PROTEIN KINASE NRK1 (EC 2.7.1.-) (N-RICH KINASE 1)y/9.0e-29: 

166:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P38692 

F-NT2RP2004775 

25 F-NT2RP2004791//PROBABLE LEUCYL-TRNA SYNTHETASE, (EC 6.1.1.4) (LEUCINE-TRNA LIGASE) 

(LEURS).//7.4e-60:226:53//CAENORHABDmS ELEGANS 7/009996 

F-NT2RP2004799//SUCCINYL-COA LIGASE [GDP-FORMING],.BETA-CHAIN PRECURSOR (EC 6.2.1 .4) (SUC- 
CINYL-COA SYNTHETASE. BETA CHAIN) (SCS-BETA)7/2.2^W2:133^ FRONTALIS (RU- 

MEN FUNGUS) 7/P53587 V 
30 F-NT2RP2004802//HYPOTHETICAL 17.1 KD PROTEIN IN PUR5 3'REGION.//0.018:86:32//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST) y/P38898 > j ' 

F-NT2RP2004816//H<BETA>58 PR0TEIN.//1 .0e-68:145:93//MUS MUSCULUS (MOUSE) y/P40336 
F-NT2RP2004841//DSRD PROTEIN7/0.83:33:39//ARCHAEOGLpBUS FULGIDUS.//P70742 
F-NT2RP2004861//KERATIN. HIGH-SULFUR MATRIX PFjOTEIN. IIIA3Ay/0.0072:41 :39//OVIS ARIES 
35 (SHEEP)y/P02443 , i - . i- 

F-NT2RP2004897//METALLOTHIONEIN-LIKE PROTEIN V//b.99:41:41//CASUARINA GLAUCA (SWAMP 
OAK)y/Q39511 

F-NT2RP2004933//DEATH-ASSOCIATED PROTEIN KINASE 1 (EC 2,7.1.-) (DAP KINASE 1).//8.4e-34:1 02:67// 
HOMO SAPIENS (HUMAN).//P53355 ^ ; '. 

40 F-NT2RP2004936//HIGH POTENTIAL IRON-SULFUR PROTEIN," IsOZYME 2 (HIPIP 2)7/0.87:36:33//EC- 

TOTHIORHODOSPIRAVACUOLATA.//P38524 

F-NT2RP2004959//STEM CELL FACTOR PRECURSOR (SCF) (MAST CELL GROWTH FACTOR) (MGF) (C-KIT 
LIGAND)y/1.0:69:28//CANIS FAMILIARIS (DOG).//Q06220 

F-NT2RP2004961//2INC FINGER PROTEIN 33A (ZINC FINGER PROTEIN K0X31) (KIAA0065) (HA0946) 
45 (FRAGMENT)y/2.1e-21 :73:58//HOMO SAPIENS (HUMAN)y/d06730 

F-NT2RP2004962//!!!! ALU SUBFAMILY SB WARNING ENTRY II! !//0.17:28:57//HOMO SAPIENS (HUMAN)7/ 
P39189 

F-NT2RP2004967//HYPOTHETICAL 7.3 KD PROTEIN.//0,76:41 :31//THERM0PR0TEUS TENAX VIRUS 1 
(STRAIN KRAI ) (TTV1 ).//P1 9301 iX: V^^^ ' 

50 F-NT2RP2004978//SPERMATID-SPECIFIC PROTEIN T2 [CoWfAINS: SPERM PROTAMINE SP2].//0. 44:40:45// 

SEPIA OFFICINALIS (COMMON CUTTLEFISH). //P80002 j . . 
F-NT2RP2004982 'v '-; 

F-NT2RP2004985//HYPOTHETICAL PROTEIN KIAA0144y/1^'2e-5l'!:204:57//HOMO SAPIENS (HUMAN).// 
Q14157 - 
55 F-NT2RP2004999//LONG NEUROTOXIN 1 (ALPHA-BUNGAROTOXIN) (BGTX).//0.23:73:26//BUNGARUS MUL- 

TICINCTUS (MANY-BANDED KR AIT) y/P0 1378 . : 

F-NT2RP2005000//ATPASE STABILIZING FACTOR 15 KD P r6tE1N)'/0.1 2 :37:32//SACCHAROMYCES CERE- 
VISIAE (BAKER'S YEAST).//P1 6965 
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F-NT2RP2005001//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.90:54:31 //HOMO SAPIENS 

(HUMAN).//P22531 

F-NT2RP2005003//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPT0R.//1 .6e-30:78:56//MUS 
MUSCULUS (MOUSE) y/P1 5533 ^ : ) ' 

5 F-NT2RP2005012//NPL1 PROTEIN {SEC63 PROTEIN).//0.b6024:94:35//SACCHAROMYCES CEREVISIAE 

(BAKER'S YE AST).//P1 4906 ' 

F-NT2RP2005018//GAG POLYPROTEIN (CORE POLYPROTEjN). [CONTAINS: CORE PROTEINS PI 9, PIG] 
(FRAGMENT).//1 .0:91 :28//AVIAN ENDOGENOUS ROUS-ASSOClAlED VIRUS-0 (EV-2) (AVIAN RETROVIRUS 

RAV-0).//P06937 

10 F-NT2RP2005020 V: ' ' . 

F-NT2RP2005022//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 .//4.9e-11:106:35//PODOSPORA AN- 

SERINA7/Q00808 

F-NT2RP2005031 

F-NT2RP2a05037//ANTI-SILENCING PROTEIN 1 .//2.2e-32:117:55//SACCHAROMYCES CEREVISIAE (BAK- 
15 ER'S YEAST).//P32447 

F-NT2RP2005038//DNA NUCLEOTIDYLEXOTRANSFERASE (EC 2.7.7.31) (TERMINAL ADDITION ENZYME) 
(TERMINAL DEOXYNUCLEOTIDYLTRANSFERASE) (TERMINAL TRANS FE RASE) .//9.3e-28:187:40//AM- 
BYSTOMA MEXICANUM (AXOLOTL).//057486 

F-NT2RP2005108//CUTICLE COLLAGEN 2y/0.33:62:38//CAENORHABDITIS ELEGANSV/P 17656 
20 F-NT2RP2005116//PUTATIVE EUKARYOTIC TRANSLATION -INITIATION FACTOR 3 ALPHA SUBUNIT (EIF-3 

ALPHA).//4.0e-54:161:63//CAENORHABDITIS ELEGANSy/P34466. 

F-NT2RP2005126//CHLOROPLAST SOS RIBOSOMAL PROTEIN L27 (FRAG MENT).//0. 23:46 :39//PLEURO- 
CHRYSIS HAPTONEMOFERAy/P41552 

F-NT2RP2005139//COLLAGEN ALPHA 1(XM) CHAIN (FRAGM ENTS) 7/0.01 6 :43:37//B0S TAURUS (B0VINE)7/ 
25 P25508 . 

F-NT2RP2005140//HYPOTHETICAL 7.4 KD PROTEIN YCF337/0.96:51:39//GUILLARDIA THETA (CRYPTO- 
MONAS PHI) 7/07851 7 

F-NT2RP2005144//TUBBY PROTEIN.//5.6e-08:66:45//MUS MUSCULUS (MOUSE).//P50586 
F-NT2RP2005147 vV v-i , 

30 F-NT2RP20051 59//PHOTOSYSTEM il 4 KD REACTION CENTRE PROTEIN PRECURSOR7/0.94:57:29//NICO- 

TIANA TABACUM (COMMON TOBACCO), AND SPINACIA OLERACEA (SPINACH)7/P12164 
F-NT2RP2005162//HYPOTHETICAL 54.2 KD PROTEIN IN ERF?5rPFiC6 INTERGENIC REGION.//1.2e-33:139: 
51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P38821 , 

F-NT2RP20051 68//HETEROGENOUS NUCLEAR RIBONUCLEOPROTEIN U (HNRNP U).//2,8e-33:1 02:61//HO- 
35 MO SAPIENS (HUMAN).//Q00839 

F-NT2RP2005204//DNA DAMAGE TOLERANCE PROTEIN RHC'31 (RAD31 HOMOLOG).//3.9e-28:141 :42//SAC- 

CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/Q06624 ' r / 

F-NT2RP2005227 

F-NT2RP2005239//TRNASPLICING PROTEIN SPL17/2.ae-38:117:64//CANDIDA ALBICANS (YEAST)7/P87185 
40 F-NT2RP2005254//OMEGA-AGATOXIN IB (OMEGA-AGA-IB) (FRAGMENT)y/0.26:29:48//AGELENOPSIS AP- 

ERTA (FUNNEL-WEB SPIDER)7/P1 5970 

F-NT2RP2005270//HOMEOBOX PROTEIN H0X-A4 (CHOX-1 :4).//p.037:82:34//GALLUS GALLUS (CH1CKEN)7/ 
PI 7277 - 

F-NT2RP2005276//LONG-CHAIN-FATTY-ACID--COA LIGASE 4 (EC 6.2.1.3) (LONG-CHAIN ACYL-COA SYN- 
45 THETASE 4) (LACS 4)7/2.0e-59:174:61//RATTUS NORVEGICUS (RAT)7/035547 

F-NT2RP2005287//2INC FINGER PROTEIN 26 (ZINC FINGER-PROTEIN KOX20) (FRAGMENT).//! .5e-05:27: 
70//HOMO SAPIENS (HUMAN).//P17031 ! 

F-NT2RP2005288//PROBABLE RUBREDOXIN HUPI7/1 .0:42':28//RHI2OBIUM LEGUMINOSARUM (BIOVAR VI- 
C1AE).//P28151 

50 F-NT2RP2005289//!!!! ALU SUBFAMILY SP WARNING ENTRV !!il//1:.Ve-21 :75:70//HOMO SAPIENS (HUMAN).// 

P39193 ■^r';:" , 

F-NT2RP2005293//TRANSLATION INITIATION FACTOR, . iR-27/0.58:170:24//HELICOBACTER PYLORI 
(CAMPYLOBACTER PYLORI).//P55972 ' . ' . : 

F-NT2RP2005315//CUTICLE COLLAGEN 7 (FRAGMENJ).//6jb91:65:38//CAENORHABDITlS ELEGANS.// 
55 P18832 ' - ■ ' . 

F-NT2RP2005325//CHROMOGRANIN A PRECURSOR (CGA) (p'lTUITARY SECRETORY PROTEIN I) (SP-I) 
[CONTAINS: PANCREASTATIN; WE-14]7/9.5e-09:98:39//HOMO SAPIENS (HUMAN)7/P10645 
F-NT2RP2005336//HYPOTHETICAL 68.7 KD PROTEIN IN STBI-MCKI INTERGENIC REGION.//0.00011:124: 
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28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//R42846 " ^ 

F-NT2RP2005344//PROBABLE CALCI UM -TRANSPORTING- AT PASE 4 (EC 3.6.1 .38).//4.7e-21 :92:52//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST)7/Q1 2675 ' " 
F-NT2RP2005354 ! 

F-NT2RP2005358//MYOSIN IC HEAVY CHA1N7/0.012:91:39//ACANTHAMOEBA CASTELLANll (AMOEBA).// 

PI 0569 : ; ' : 

F-NT2RP2005360//ACROSIN PRECURSOR (EC 3.4.21 io).//d:6022:73:36//ORYCTOLAGUS CUNICULUS 
(RABBIT).//P48038 

F-NT2RP2005393//HYPOTHETICAL 25.9 KD PROTEIN AH6.3 IN CHROMOSOME ll.//a.00085: 135:28// 
CAENORHABDITIS ELEGANS .//Q09202 

F-NT2RP2005407//SQUALENE MONOOXYGENASE (EC 1.14.99.7) (SQUALENE EPOXIDASE) (SE).//0.96: 
109:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P32476 

F-NT2RP2005436//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN)y/0.0011:54:42//2EA MAYS 
(MAIZE).//P14918 

F-NT2RP2005441//PROLINE-RICH PROTEIN MP-2 PRECURSORy/0.039:182:2&//MUS MUSCULUS 

(MOUSE).//P05142 . ' 

F-NT2RP2005453 

F-NT2RP2005457//NADH-UBIQUINONE OXlDOREDUCTASE:SUBUNIT B14.5B (EC 1.6.5.3) (EC 1.6.99.3) 
(COMPLEX I-B14.5B) (CI-B1 4.5B).//4.0e-1 0:1 24:37//B0S TAURUS (BOVINE).//Q02827 

F-NT2RP2005464//HYPOTHETICAL 9.5 KD PROTEIN.//G.96:42:33//VACCINIA VIRUS (STRAIN COPENHA- 
GEN).//P20553 . " " .! ; j. 

F-NT2RP2005465//MITOCHONDRIAL CARRIER PROTEIN P!Mi2y/4.6e-09:92:42//SACCHAROMYCES CERE- 
VISIAE (BAKER'S YEAST)y/P38127 " v.^,. '.r. 

F-NT2RP2005472//HYPOTHETICAL PROTEIN BBO129.//p.76iq:02//BORRELIA BURGDORFERI (LYME DIS- 
EASE SPIROCHETE)7/0511 55 

F-NT2RP2005476//I!!! ALU SUBFAMILY SP WARNING ENTRY,I!!!//1 .Oe-31 :39:89//HOMO SAPIENS (HUMAN),// 
P39193 ; 

F-NT2RP2a05490//METALLOTHIONEIN-ll (MT-ll).//0.14:27:33//SeY.LLA SERRATA (MUD CRAB)y/P02806 
F-NT2RP2005491//DNA-D1RECTED RNA POLYMERASE SUBUNlf I (EC 2.7.7.6).//0.95:45:31//METHANO- 
COCCUS JANNASCHIiy/Q58785 

F-NT2RP2005495//HYPOTHETICAL10.8 KD PROTEIN IN GP30-RIII INTERGENIC REGION.//0.99:68:30//BAC- 
TERIOPHAGE T4.//Q02407 ' , 

F-NT2RP2005496//ZINC FINGER PROTEIN 135.//1 .4e-54:12p:59//HOMO SAPIENS (HUMAN).//P52742 
F-NT2RP2005498//PROTEIN PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNIT. ALPHA ISOFORM (PRO- 
TEIN PHOSPHATASE PP2A B SUBUNIT ALPHA ISOFORMV(ALPHA-PR55).//9.5e-76:146:86//RATTUS NOR- 
VEGICUS (RAT).//P36876 - 

F-NT2RP2005501//GALECTIN-3 (GALACTOSE-SPECIFIC LECTIN 3) (MAC-2 ANTIGEN) (IGE-BINDING PRO- 
TEIN) (35 KD LECTIN) (CARBOHYDRATE BINDING PROTEIN'35) (CBP 35) (LAMININ-BINDING PROTEIN) 
(LECTIN L-29) (L-31) (GALACTOSIDE-BINDING PROTEIIVJ) (GALBP).//0.025:70:40//HOMO SAPIENS (HU- 

MAN).//P17931 • •jMli'- 'V 

F-NT2RP2005509//PROCOLLAGEN ALPHA 1 (I) CHAIN PRECUR^0R.//1 .0:1 66:27//GALLUS GALLUS (CHICK- 
EN).//P02457 ';V- 0'' • 

F-NT2RP2005520//CHROMOSOME ASSEMBLY PROTEIN XCAP-Ey/7!9e-45:118:79//XENOPUS LAEVIS (AF- 
RICAN CLAWED FROG).//P50533 \ ' * • ^ 

F-NT2RP2005525//50S RIBOSOMAL PROTEIN L11.//1.0:47:27i7BORRELIA BURGDORFERI (LYME DISEASE 
SPIROCHETE).//051354 v v>p/^ • . 

F-NT2RP2005531//PROTEIN-TYROSINE PHOSPHATASE MEG1 (EC 3.1.3.48) (PTPASE-MEG1) (MEG)y/9.8e- 
13:84:45//H0MO SAPIENS (HUMAN) y/P29074 

F-NT2RP2005539//RING CANAL PROTEIN (KELCH. PROTEIN).//4.9e-10:90:33//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q04652 ' ' ':. ! ' 

F-NT2RP2005540//NUCLEOTIDE BINDING PROTEIN EXPZ.//0.36:119:21//BACILLUS SUBTIL1S.//P39115 
F-NT2RP2005549//HYPOTHETICAL 32.0 KD PROTEIN C16C10.10 IN CHROMOSOME I H.//6.0e-39: 179:46// 
CAENORHABDITIS ELEGANSy/Q09253 

F-NT2RP2005555 , ^ \ - 

F-NT2RP2005557//HYPOTHETICAL 23.7 KD PROTEIN C13G6.14 IN CHROMOSOME l.//4.9e-06:90:35// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//cio9V96 

F-NT2RP2005581 

F-NT2RP2005600//BASIC PROLINE-RICH PEPTIDE P-E (IB-^9)://0.014:37:40//HOMO SAPIENS (HUMAN).// 
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F-NT2RP2005605//GONADOLIBERIN I PRECURSOR (LHRH lyXLUTEINIZING HORMONE RELEASING HOR- 
MONE I) (GONADOTROPIN RELEASING HORMONE I) (GNRH I) (LULIBERIN I) (FRAGMENT).//0.64:26:42// 
MACACA MULATTA (RHESUS MACAQUE).//P55247 . ' - 

5 F-NT2RP2005620//HYPOTHETICAL 45.1 KD PROTEIN IN RPS5-^ZMS1 INTERGENIC REGIONy/8.7e-31:138: 

49//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P47'l 60 ; 

F-NT2RP2005622//NEUROTOXIN-LIKE PROTEIN STR1 (ANATOXIN AAH STR1 ) 7/0.39:22 :40//ANDROC- 
TONUS AUSTRALIS HECTOR (SAHARA SCORPION) .//P80950 

F-NT2RP2005635//HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION.//5.8e-43:144: 
10 56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38795 

F-NT2RP2005637//VPU PROTEIN (U ORF PROTEIN).//0.91 ;33;45//CHIMPANZEE IMMUNODEFICIENCY VI- 
RUS (SI V(CPZ)) (CIV).//P1 7286 ' ' C '* 

F-NT2RP2005640//METALLOTHIONEIN-LIKE PROTEIN LSC547/0.63:41:31//BRASSICA NAPUS (RAPE).// 
P43402 . ^,v, 

15 F-NT2RP2005645 ! ^ 

F-NT2RP2005651//OCTAMER-BINDING TRANSCRIPTION FACTOR 3A (0CT-3A) (OCT-4)y/0.0023:50:42//HO- 
MO SAPIENS (HUMAN).//Q0186C - ,> 

F-NT2RP2005654//HYPOTHETICAL48.6KD PROTEIN IN BETI-PANI INTERGENIC REGI0N.//6.1 6-16:76:44// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40564 ; * 
20 F-NT2RP2005669//METALLOTHIONEIN-II (MT-1 1)7/0. 76: 16:50//SCYLLA SERRATA (MUD CRAB)7/P02806 

F-NT2RP2005675//PUTATIVE ORAL CANCER SUPPRESSOR (DELETED IN ORAL CANCER-1 )7/6.5e-26:116: 
54//MESOCRICETUS AURATUS (GOLDEN HAMSTER)7/P49119 

F-NT2RP2005683//HYPOTHETICAL PROTEIN HI0275.//0,17:5p:40//.HAEMOPHILUS INFLUENZAE7/P43975 
F-NT2RP2005690//PYRROLINE-5-CARBOXYLATE REDUCTASE: (EC 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
25 1 .3e-16:75:30//PISUM SATIVUM (GARDEN PEA)7/Q04708 . 

F-NT2RP2005694//HYPOTHETICAL PROTEIN KIAA0032.//9;6eTl1.:135:34//HOMO SAPIENS (HUMAN)7/ 

01 5034 , .r,:-, 

F-NT2RP2005701//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) 7/0.084: 158:32//HOMO SAPIENS (HUMAN)7/P10161 
30 F-NT2RP2005712//METALLOTHIONEIN-II (MT-II)7/0.19:14:50//STENELLA COERULEOALBA (STRIPED DOL- 

PHIN)7/P14425 

F-NT2RP2005719//COLLAGEN ALPHA 1(1) CHAIN (FRAG MENT). //1. 0:36:41 //ORYCTOLAGUS CUNICULUS 
(RABBtT).y/P02456 ' ';'^^(r . 

F-NT2RP2005722//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//7.8e-37:131:62//HOMO SAPIENS (HU- 
35 MAN)7/P16415 

F-NT2RP2005723//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//0.98:23:60//HOMO SAPIENS (HUMAN).// 
P39192 t 

F-NT2RP2005726//HYPOTHETICAL PROTEIN TP0375.//o'.98:30:43y/TREPONEMA PALLIDUM7/O83390 
F-NT2RP2005732//PERIOD CLOCK PROTEIN (FRAGMENt).//a4l.:20:5^^^ ROBUSTA (FRUIT 

40 FLy).//Q03296 . -vWilV' l. 

F-NT2RP2005741//SMR1 PROTEIN PRECURSOR (VCS-ALPRA 1)y/0.38:58:36//RATTUS NORVEGICUS 
(RAr)7/P13432 • \ 

F-NT2RP2005748//ZINC FINGER PROTEIN KOX23 (FRAGMENT):V!/0.026:19:68//HOMO SAPIENS (HUMAN).// 

P17034 -.^.u.:]:.. 

45 F-NT2RP2005752//PROCOLLAGEN ALPHA 1(111) CHAIN PI=^EGURSOR.//0.90: 101 :31//H0M0 SAPIENS (HU- 

MAN)7/P02461 : ' "i ' ' 

F-NT2RP2005753//DNA-BINDINGP52/P100 COMPLEX, 100 KpSUBUNIT(FRAGMENTS)7/0.50:22:59//HOMO 
SAPIENS (HUMAN)7/P30808 ' 

F-NT2RP2005763//PUTATIVE ATP-DEPENDENT RNA HELiCASE:JSTEl3.//4.7e-14:108:37//SCHIZOSACCHA- 
50 ROMYCES POMBE (FISSION YEAST).//Q09181 

F-NT2RP2005767//NONHISTONE CHROMOSOMAL PROTEIN,6By/4.1e-08:65:32//SACCHAROMYCES CER- 
EVISIAE (BAKER'S YEAST)y/P1 1633 

F-NT2RP2005773//PYRROLINE-5-CARBOXYLATE REDUCTASE (EC 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
1 .2e-14:65:61//HOMO SAPIENS (HUMAN).//P32322 " ; -{ 

55 F-NT2RP2005775//NEUROLYSIN PRECURSOR (EC 3.4.24:16) (NEUROTENSIN ENDOPEPTIDASE) (MITO- 

CHONDRIAL OLIGOPEPTIDASE M) (MICROSOMAL ENDOPEPTIDASE) (MEP).//1.3e-103:199:90//ORYC- 
TOLAGUS CUNICULUS (RABBIT).//P42675 . , 

F-NT2RP2005781//SALIVARY ACIDIC PROLINE-RICH PHOSPHOPROTEIN 1/2 PRECURSOR (PRP-1 / PRP- 
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3) (PRP-2/ PRP-4) (PIF-F/ PIF-S) (PROTEIN A/ PROTEIN C) [CONtAINS: PEPTIDE P-C]y/0.090:73:36//HOMO 
SAPIENS (HUMAN)y/P02810 ' - • 

F-NT2RP2005784//TRANS-ACTING TRANSCRIPTIONAL -PROTEIN ICPO (IMMEDIATE-EARLY PROTEIN 
IE110) (VMW110) (ALPHA-0 PROTEIN).//3.5e-06:79:37//HERPES' SIMPLEX VIRUS (TYPE 1 / STRAIN 17)7/ 
5 P08393 

F-NT2RP2005804//HYPOTHETIGAL PROLINE-RICH PROTEIN (FRAGMENT)y/1 .8e-07:43:55//OWENIA FUSI- 
FORMIS.//P21260 

F-NT2RP2005812//HYPOTHETICAL39.3 KD PROTEIN IN GCf^A-WBPI INTERGENIC REGIONy/6.3e-14:143: 
31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)7/P40004 ' 
10 F-NT2RP200581 5//FERR0CHELATASE (EC 4.99.1 . 1 ) (PROTOHEME FERRO-LYASE) (HEME SYNTHETASE) y/ 

0.0017:123:37//MYCOBACTERIUM AVIUMy/007401 

F-NT2RP2005835//SHP1 PROTEINy/1.2e-08:135:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/ 
P34223 ] ' ; 

F-NT2RP2005841//SMALL PROLINE-RICH PROTEIN II (SPR-llj (CLONE 174N)y/0.23:28:53//HOMO SAPIENS 
15 (HUMAN)y/P22532 

F-NT2RP2005853//HYPOTHETICAL 8.5 KD PROTEIN IN ASIA-MOTA INTERGENIC REGIONy/0.99:33:48// 
BACTERIOPHAGE T4y/P2291 7 

F-NT2RP2005857//CHROMOSOME ASSEMBLY PROTEIN XCAP^ey/8.6e-84:235:66//XENOPUS LAEVIS (AF- 
RICAN CLAWED FROG)y/P50532 
20 F-NT2RP2005859//MALE SPECIFIC SPERM PROTEIN MST84DBy/0.017:60:40//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)y/Q01643 ' . " 

F-NT2RP2005868//ATP SYNTHASE B' CHAIN PRECURSOR (EC 3-611 .34) (SUBUNIT 11)7/0.28:1 21 :28//SPIN A- 
CIA OLERACEA (SPINACH)7/P31853 

F-NT2RP2005886//MICRONUCLEAR LINKER HISTONE PQLYPRptEIN (MIC LH) [CONTAINS: LINKER HIS- 
25 TONE PROTEINS ALPHA, BETA. DELTA AND GAMMA]7/0.'80'13p:28//TETRAHYMENA THERM0PHILA7/ 

P40631 ' ■ ' = 

F-NT2RP2005890 

F-NT2RP2005901//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L).//0.35:1 8:44//DROSOPHILA YAKUBA 
(FRUIT FLY)7/P03933 

30 F-NT2RP2005908//n(l ALU SUBFAMILY SO WARNING ENTRY. lijlZ/l .0e-28:61 :65//HOMO SAPIENS (HUMAN)7/ 

P39194 , ' ; 

F-NT2RP2005933//PERIOD CLOCK PROTEIN (P230) (FRAGMENT)7/1 .7e-11:85:49//ACETABULARIA MEDI- 
TERRANEA (MERMAID'S WINE GLASS).//P12347 

F-NT2RP2005942//POLY(A) POLYMERASE (EC 2.7,7.19) (PAP) (POLYNUCLEOTIDE ADENYLYLTRANS- 
35 FERASE).//7.2e-59:216:58//BOS TAURUS (BOVINE)7/P2550.0^.. . 

F-NT2RP2005980//HYPOTHETICAL 11.5 KD PROTEIN fN .RSP8A-AST1 INTERGENIC REGION 7/1 .0:49:34// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38185^ . 

F.NT2RP2006023//DNA REPAIR PROTEIN RECN (RECOMBiNAfiONVROTEIN N) (FRAG MENT).//1 .0:40:45// 
VIBRIO CHOLERAE.//P521 18 . 
40 F-NT2RP2006038//HYPOTHETICAL 30.2 KD PROTEIN C62F5.4'.IN CHROMOSOME III 7/4.0e-11 : 90:34// 

CAENORHABDITIS ELEGANS.//P34281 • \r) -, 

F-NT2RP2006043//LAMININ BETA-1 CHAIN VARIANT (LAM INI N BETA- i-2 CHAIN) (FRAGMENT).//0. 00067:73: 
38//GALLUS GALLUS (CHICKEN)7/Q01636 • , ^ .^'v 

F-NT2RP2006052//METALLOTHIONEIN-I (MT-I)7/0.1 9:31 :38//CERCbPITH ECUS AETHIOPS (GREEN MON- 
45 KEY) (GRIVET).//P02797 • , 

F-NT2RP2006069//COLLAGEN ALPHA2(I) CHAIN (FRAGMENTS)V/r.b:66:34//RAT^ 
P02466 ' '"'^ 

F-NT2RP2006071//RESTIN.//0.40:156:29//GALLUS GALLUS (CHICKEN).//042184 

F-NT2RP2006098//HYPOTHETICAL21.7 KD PROTEIN IN TUP1-ABP1 INTERGENIC REGION.//0.99:95:20// 
50 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P25651 ■ 

F-NT2RP2006100//LONG NEUROTOXIN 4 (ALPHA-NEUROTOXIN)7/0.94:43:34//OPHIOPHAGUS HANNAH 
(KING COBRA) (NAJA HANNAH).//P80156 ' ' ' 

F-NT2RP2006103//50S RIBOSOMAL PROTEIN L327/0.40:36:38//SYNECHOCYSTIS SP. (STRAIN PCC 6803).// 
P73014 

55 F-NT2RP2006106//CUTICLE COLLAGEN 1 .//0.28:85:29//CAENpRHABDITIS ELEGANSy/P08124 

F-NT2RP2006141//HYPOTHETICAL 72.5 KD PROTEIN C2F7.10 IN CHROMOSOME iy/1.9e-08:57:42// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST). //QQpTpl ' ' ; 
F-NT2RP2006166 > 
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F-NT2RP2006184//HYPOTHETICAL 11.2 KD PROTEIN IN CSGC-MDOG INTERGENIC REGION PRECUR- 
SOR.//0.95:87:26//ESCHERICHIACOLI.//P75917 ' ^ 

F-NT2RP2006186//MICROTUBULE-ASSOCIATED PROTEIN 2y/0.088:124:33//MUS MUSCULUS (MOUSE).// 
P20357 

5 F-NT2RP2006196//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4.0e-05:49:61//HOMO SAPIENS (HUMAN).// 

P39193 J . 

F-NT2RP2006200//PROCOLLAGEN ALPHA 2(V) CHAIN PRECUPiSOR.//0.0013:205:32//HOMO SAPIENS (HU- 
MAN)y/P05997 

F-NT2RP2006219//GONADAL PROTEIN GDL.//3.5e-18:158:37//DROSOPHILA MELANOGASTER (FRUIT 
10 FLY)7/P22468 

F-NT2RP2006237//FIBRINOGEN- AND IG-BINDING PROTEIN PRECURSOR (MRP PROTEIN).//0.79: 103:28// 
STREPTOCOCCUS PYOGENES.//P301 41 ' . ' 

F-NT2RP2006238//PROLINE-RICH PROTEIN MP-3 (FR/<GMENT).//4.7e-07:127:39//MUS MUSCULUS 
(MOUSE).//P05143 ' " 

15 F-NT2RP2006258//PROBABLE E5 PROTEIN.//0.78:47:34//RHESUS PAPILLOMAVIRUS TYPE 1 (RHPV 1).// 

P24834 • 

F-NT2RP2006261//PENAEIDIN-3A PRECURSOR (P3-A).//0.61:35:40//PENAEUS VANNAMEI (PENOEID 
SHRIMP) (EUROPEAN WHITE SHRIMP).//P81058 

F-NT2RP2006275//ELECTROMOTOR NEURON -ASSOCIATED PROTEIN 2 (FRAGMENT).//1 .26-28:59:57// 
20 TORPEDO CALIFORNICA (PACIFIC ELECTRIC RAY)y/P14401 , 

F-NT2RP2006312//HIGH-MOBILITY-GROUP PROTEIN (NONHISTONE CHROMOSOMAL PROTEIN).//1.6e-06: 
53:35//rETRAHYMENA PYRIFORMIS.//P40625 ■ ,. > 

F-NT2RP2006320//TAT PROTEIN (TRANS ACTIVATING REGULATORY PROTEIN) (FRAGMENT).//0.90:24:41// 
HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLATE) (HIV-1).//P04612 
25 F-NT2RP2006321//MII ALU SUBFAMILY SP WARNING ENTRY IIII//0.0051 :25:76//HOMO SAPIENS (HUMAN).// 

P39193 

F-NT2RP2006323//WISKOTT-ALDRICH SYNDROME PROTEIN (WASP).//0.84:33:39//HOMO SAPIENS (HU- 

MAN)y/P42768 . : ■ 

F-NT2RP2006333//MYOTOXIN 3 PRECURSOR (CROTAMINEr 3)y/0.56:37:40//CROTALUS DURISSUS TER- 

30 RIFICUS (SOUTH AMERICAN RATTLESNAKE).//P24333 ' 

F-NT2RP2006334//SUCCINYL-COA LIGASE [GDP-FORMING], ALPHA-CHAIN 3 PRECURSOR (EC 6.2.1.4) 
(SUCCINYL-COA SYNTHETASE, ALPHA CHAIN 3).//0.00097:i46:;f*1//TRICHOMONAS VAGINALIS.//P53401 
F-NT2RP2006365//NONSPECIFIC LIPID-TRANSFER PROTEIN 4.3 PRECURSOR (LTP4.3).//0.18:75:29//HOR- 
DEUM VULGARE (BARLEY) 7/042842 ' ; , . 

35 F-NT2RP2006393//OMEGA-CONOTOXIN MVIIC PRECURSOR (FRAGMENT).//0.82:15:66//CONUS MAGUS 

(MAGUS CONE).//'P37300 . ; . ^:: <;\ . 

F-NT2RP2006436//ANTERIOR-RESTRICTED HOMEOBOX PROTEIN (RATHKE POUCH HOMEO B0X)y/1 .4e- 
08:50:50//MUS MUSCULUS (MOUSE).//Q61658 . 7 . r 

F-NT2RP2006441//METALLOTHIONEIN-LIKE PROTEIN 1 .//o!99:22:54//MIMULUS GUTTATUS (SPOTTED 
40 MONKEY FLOWER) (YELLOW MONKEY FLOWER).//P20238 v: • ^ 1 

F-NT2RP2006454//SPERM PROTAMINE PI .//0.60:47:36//TACHYGl6sSUS ACULEATUS ACULEATUS (AUS- 
TRALIAN ECHIDNA)y/P35311 ' ' ^ 
F-NT2RP2006456 " * 

F-NT2RP2006464//PHOTOSYSTEM I IRON-SULFUR CENTeR;':(PHOTOSYSTEM I SUBUNIT VII) .(9 KD 
45 POLYPEPTIDE) (PSI-C).//0.91 :79:30//SYNECHOCOCCUS SP. (STRAIN PCC 7002) (AGMENELLUM QUADRU- 

PLICATUM)y/P31087 

F-NT2RP2006467//PUTATIVE CUTICLE COLLAGEN F55C1 0.37/0.1 5:53:35//CAENORHABDITIS ELEGANS.// 
Q21184 ^ . : 

F-NT2RP2006472//HYPOTHETICAL 19 KD PROTEIN (ORF 167).//0.33:98:26//MARCHANTIA POLYMORPHA 
50 (LIVERWORT)7/P12202 ' ; . ! 

F-NT2RP2006534 

F-NT2RP2006554//ANTI-SIGMA F FACTOR ANTAGONIST (STAGE II SPORULATION PROTEIN AA)7/0.91:50: 
34//BACILLUS SPHAERICUS7/032723 . --^a, 

F-NT2RP2006565//SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 1 (SCAMP 37)7/6.0e-66:93: 
55 96//RATTUS NORVEGICUS (RAT).//P56603 ; ;• 

F-NT2RP2006571//CYTOCHROME P450 2B10 (EC 1.14;i4;t)-(CYPIIB10) (TESTOSTERONE 16-ALPHA HY- 
DROXYLASE) (P450-16-ALPHA) (CLONE PF3/46).//4.5e-40:138:57//MUS MUSCULUS (MOUSE)7/P12791 
F-NT2RP2006573//SPERM PROTAMINE P1 (CYSTEINE-RICH f?R6TAMINE).//0.53:46:39//BOS TAURUS (BO- 
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VINE)7/P02318 

F-NT2RP2006598//!!!! ALU SUBFAMILY SX WARNING ENTRY !!ll//1 .3e-12:44:77//H0M0 SAPIENS (HUMAN).// 
P39195 

F-NT2RP3000002//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//1 .4e-19:60:63//HOMO SAPIENS (HUMAN).// 
5 P39192 

F-NT2RP3000031//HYPOTHETICAL 89.8 KD PROTEIN F41 HI 0.6 IN CHROMOSOME IVy/2.1 6-39:210:42// 
CAENORHABDITIS ELEGANS 7/020296 

F-NT2RP3000046//POSSIBLE THIOPHENE AND FURAN OXIDATION PROTEIN THDF.//1 .46-25:149:44// 
PSEUDOMONAS PUTIDA.//P25755 
10 F-NT2RP3000047//NPL4 PROTEINy/4.7e-48:275:38//SAeG'HAROMYCES CEREVISIAE (BAKER'S YEAST).// 

P33755 

F-NT2RP3000050//2INC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)y/3.2e-72:232:59//HOMO SA- 
PIENS (HUMAN)y/P51 522 V: . ; ... 

F-NT2RP3000055//MALE SPECIFIC SPERM PROTEIN ' MSt84DBy/0.26:57:36//DROSOPHILA MELA- 
15 NOGASTER (FRUIT FLY)y/Q01 643 

F-NT2RP3000068//HYPOTHETICAL 182.0 KD PROTEIN IN NMD5-HOM6 INTERGENIC REGION 7/0.001 4:66: 
34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P4717a 

F-NT2RP3000072//HYPOTHETICAL6.7KD PROTEIN IN NOHA-CSPI INTERGENIC REGION. //0. 95:49 :30//ES- 
CHERICHIA COLiy/P77695 

20 F-NT2RP3000080//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//5.1e-17:64:68//HOMO SAPIENS (HUMAN)y/ 

P39188 

F-NT2RP3000085//BIOTIN CARBOXYLASE (EC 6.3.4.14) (A SUBUNlT OF ACETYL-COA CARBOXYLASE (EC 
6.4.1.2)) (ACC).//4.4e-43:169:51//BACILLUS SUBTILIS.//P49787 

F-NT2RP3000092//CELL DIVISION CONTROL PROTEIN 1.//0.0001 6:1 03:31 //SACCHAROMYCES CEREVi- 
25 SIAE (BAKER'S YEAST) y/P40986 " " / 

F-NT2RP3000109//ACYL CARRIER PROTEIN HOMOLOG (ACP)://0.76:83:28//MYCOPLASMA GENITALIUM.// 

P47529 ■> . ^. 

F-NT2RP3000134 

F-NT2RP3000142//GAR2 PROTE I N.//0. 00098:241 :20//SCHIZpSACCHAROMYCES POMBE (FISSION 
30 YEAST) y/P41 891 

F-NT2RP3000149//ATP SYNTHASE PROTEIN 8 (EC 3.6. lV34). (AqL).'//0. 00 14:33 :36//PONGO PYGMAEUS ABE- 
LI I (SUM ATRAN ORANGUTAN) .//P92694 ^ r 

F-NT2RP3000186//!!!! ALU SUBFAMILY J WARNING ENTRY'^!!!l//8.3e-15:36:83//HOMO SAPIENS (HUMAN)y/ 
P39188 :. 
35 F-NT2RP3000197//HYPOTHETICAL 6.0 KD PROTEIN IN THri'2'5'REGION7/0.91 :21 :52//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST)7/P53820 ' 

F-NT2RP3000207//GLUCOAMYLASE S1/S2 PRECURSOR (EC 3.2,1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1 .4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//b.'026V209:27//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST)7/P08640 ' ,!,' 

40 F-NT2RP300022a//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNlT (FRAGMENTS).//1 .0:26:42//HOMO 

SAPIENS (HUMAN).//P30808 

F-NT2RP3000233//RING CANAL PROTEIN (KELCH PROTEIN) 7/2.1 e-42:249:39//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/Q04652 

F-NT2RP3000235//HOMEOBOX PROTEIN H40 (FRAGMENT) 7/0. 55 :45:40//AP IS MELLIFERA (HONEYBEE)y/ 
45 PI 5858 

F-NT2RP3000247//HYPOTHETICAL PROTEIN KIAA02187/1Je-82:123:69//HOMO SAPIENS (HUMAN)7/ 
Q93075 . . ' . 

F.NT2RP3000251//SERINE PROTEINASE STUBBLE (EC 3.4.21 .-) (STUBBLE-STUBBLOID PR0TEIN).//1 .0:53: 
33//DR0S0PHILA MELANOGASTER (FRUIT FLY).//Q0531 9 

50 F-NT2RP3000252//HYPOTHETICAL 40 KD GTP-BINDING PROTEIN IN RIBOSOMAL PROTEIN GENE CLUS- 

TER 5'REGION.//2.2e-06:96:32//HALOBACTERIUM CUTIRUBfR6M7/P17103 
F-NT2RP3000255//HISTONE H1.1 (FRAGMENT).//0.95:7-1:33//BpS TAURUS (BOVINE).//P02253 
F-NT2RP3000267//HYPOTHETICAL 21 .1 KD PROTEIN IN SSR^SERA INTERGENIC REGION (0182)7/0.38:77: 
33//ESCHERICHIACOLI.//P09160 , . . . ^ 

55 F-NT2RP3000299//MYOSIN IC HEAVY CHAIN. //1 .26-11 :147:34/MCAisiTHAMOEBA CASTELLAN 1 1 (AMOEBA).// 

PI 0569 * -.v-^ii ' 

F-NT2RP3000312//HYPOTHETICAL 57.5 KD PROTEIN IN VM'A7-RPS25A INTERGENIC REGION .//0.64:21 6: 
29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53i214, , 
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F-NT2RP3000320//TRANSI-ATION INITIATION FACTOR IF-2.//5.2e-05:1 84:22//AQU I FEX AEOLfCUS 7/067825 
F-NT2RP3000324//HYPOTHETICAL PROTEIN HI1036.//0.69:64:35//HAEMOPHILUS INFLUENZAE.//P44097 
F-NT2RP3000333//WIR1A PROTEIN.//0.35:51 :41//TRITICUM AESTIVUM (WHEAT) 7/00 1482 
F-NT2RP3000341//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!l//2.1e-30:57:80//HOMO SAPIENS (HUMAN)y/ 
5 P39189 

F-NT2RP3000348 . T 

F-NT2RP3000350//HYPOTHETICAL40 KD GTP-BINDING' PROTEIN IN RIBOSOMAL PROTEIN GENE CLUS- 
TER 5'REGION.//0.0011:77:35//HALOBACTERIUM CUTIRUBRUM7/P17103 

F-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL (EC 2.7.4.1 0) (AK3)7/1 .2e-97:222: 
10 84//BOS TAURUS (BOVINE).//P08760 

F-NT2RP3000361//PRE-MRNA SPLICING FACTOR PRP67/2:2b-08:128:28//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P19735 

F-NT2RP3000366//RAS-RELATED PROTEIN RAB-1 87/2.1 e-lb7:206:99//M US MUSCULUS (MOUSE) 7/P35293 
F-NT2RP3000393//HOMEOBOX PROTEIN H0X-C4 (H0X-3E) (C PI 9) 7/0.0023:36 :52//HOMO SAPIENS (HU- 
15 MAN)7/P09017 

F-NT2RP3000397//PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE (DEAH BOX PROTEIN 13).// 
5.56-27:1 16:44//MUS MUSCULUS (MOUSE)7/035286 

F-NT2RP3000403//PRE-MRNA PROCESSING PROTEIN PRP407/0.00044:67:34//SACCHAROMYCES CERE- 
VISIAE (BAKER'S YEAST)y/P33203 
20 F-NT2RP3000418//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 

(EC 2.7.7.49); ENDONUCLEASE]7/2.2e-16:228:34//MUS MUSCULUS (MOUSE).//P11369 
F-NT2RP3000433//I!!I ALU SUBFAMILY J WARNING ENTRY ll!l//1.7e-17:79:55//HOMO SAPIENS (HUMAN)7/ 
P39188 „ . 

F-NT2RP3000439//HYPOTHETICAL 46.4 KD PROTEIN IN FFH-GRPE INTERGENIC REGIONy/9.8e-1 0:201: 
25 26//ESCHERICHIACOLI.//P37908 

F-NT2RP3000441//PROTEIN-EXPORT MEMBRANE PROTEIN SECG HOMOLOGy/0.91:48:35//MYCOBACTE- 
RIUM LEPRAE.//P38388 

F-NT2RP3000449//HOMEOBOX PROTEIN H0X-B8 (CHOXt2;^)';(FRAGMENT).//1.0:42:33//GALLUS GALLUS 
(CHICKEN).//P23681 . ri^l'-^ = 

30 F-NT2RP3000451 ! ' ' ; 

F-NT2RP3000456//COLLAGEN ALPHA 1 (I) CHAIN 

(FRAGMENTS) 7/0.0001 8:1 78:36//RATTUS NORVEGICUS (RAT)7/P02454 

F-NT2RP3000484//METALLOTHIONEIN.III (MT-III) (GROWTH iNHiBltORY FACTOR) (GIF).//0.098:40:27//BOS 
TAURUS (BOVINE)7/P37359 . . ; . 

35 F-NT2RP3000487//SULFATED SURFACE GLYCOPROTEIN *1 85 (SSG 185)7/0.00037:1 6:8 1//V0LV0X CART- 

ERI.//P21997 
F-NT2RP3000512 

F-NT2RP3000526//HYPOTHETICAL NIN REGION PROTEIN ORF56.//0.51 :37:43//BACTE RIO PHAGE LAMB- 

DA7/P03769 

40 F-NT2RP3000527//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//1 .0e-16:234:30//HOMO SA- 

PIENS (HUMAN)7/P51522 

F-NT2RP3000531//POLIOVIRUS RECEPTOR PRECURSOR (CD155 ANTIGEN).//3.4e-15:192:30//HOMO SA- 
PIENS (HUMAN).//P1 51 51 

F-NT2RP3000542//CYTOCHROME C OXIDASE POLYPEPTIDE II (EC 1 .9.3.1) (FRAGMENT) 7/0.60: 51 :39//AS- 
45 TERINA PECTINIFERA (STARFISH)7/P11958 

F-NT2RP3000561//HYPOTHETICAL ATP-BINDING PROTEIN MJ0423.//0.79:53:32//METHANOCOCCUS JAN- 

NASCHII7/Q57866 . ! 

F-NT2RP3000562//ACCESSORY GLAND PEPTIDE PRECURSOR (PARAGONIAL PEPTIDE B).//0.99:26:34// 
DROSOPHILA MAURITIANA (FRUIT FLY), AND DROSOPHILA'SIMULANS (FRUIT FLY)7/018666 
SO F-NT2RP3000578//HYPOTHETICAL49.8 KD PROTEIN IN RPtV4d-GPA1 INTERGENIC REGI0N7/1 .5e-26:127: 

37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)'7/P38755 ^ 
F-NT2RP3000582 

F-NT2RP3000584//METALLOTHIONEIN-II (MT-ll).//0.28:27:29//MyS MUSCULUS (MOUSE) .//P02798 
F-NT2RP3000590//UVS-2 PROTEIN.//4.8e-1 0:113:33//NEUR6spbRA CRASSA.//P33288 
55 F-NT2RP3000592//TRANSCRIPTION INITIATION FACTOR TRID 135 KD SUBUNIT (TAFII-135) (TAFII135) 

(TAFII-130) (TAFH130).//0.00087:178:31//HOMO SAPIENS (HUMAN)7/O00268 

F-NT2RP3000596//YEMANUCLEIN-ALPHA.//1.8e-05:98:34//DROS'OPHILA MELANOGASTER (FRUIT FLY)7/ 
P25992 
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F-NT2RP3000599//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)y/0.00095:90:37//HOIVIO 
SAPIENS (HUMAN)y/015428 ' V /; 

F-NT2RP3000603//5E5 ANTIGENV/1 .0e-09:181 :34//RATTUS NORVEGICUS ( RAT) .//Q 63003 
F-NT2RP3000605//STEROL REGULATORY ELEMENT BINDING PROTEIN-1 (SREBP-1) (STEROL REGULA- 
5 TORY ELEMENT-BINDING TRANSCRIPTION FACTOR y)./^:b.00.98:76:34//H^ SAPIENS (HUMAN).// 

P36956 " - ' 

F-NT2RP3000622//HYPOTHETICAL PROTEIN MG096 HOMOLOG 5 (P02^ORF427).//0.1 5:52:36//MYCOPLAS- 
MA PNEUMONIAEy/P75277 .. , . 

F-NT2RP3000624//HYPOTHETICAL PROTEIN KIAA0256.//5.4e-16:222:31//HOMO SAPIENS (HUMAN).// 
10 Q93073 

F-NT2RP3000628 

F-NT2RP3000632//2INC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK10).//2.0e-16:52:63//MUS 
MUSCULUS (MOUSE)y/Q61967 

F-NT2RP3000644//I!!! ALU SUBFAMILY SQ WARNING' ENTRY !!}!//6.7e-40:102:79//HOMO SAPIENS (HU- 
15 MAN)y/P39194 

F-NT2RP3000661//HYPOTHETICAL 139.1 KD PROTEIN C08B11.3 IN CHROMOSOME H.//6.0e-08:83:36// 
CAENORHABDITIS ELEGANS 7/009441 

F-NT2RP3000665//HOMEOBOX PROTEIN PROPHET OF Plf:;i'(PR0P-1 ) (PITUITARY SPECIFIC HOMEODO- 
MAIN FACTOR).//0.13:48:35//HOMO SAPIENS (HUMAN).//O75360 
20 F-NT2RP3000685//HYPOTHETICAL 33.5 KD PROTEIN IN CATI 5'REGION (ORFY)y/0.26:202:23//CLOSTRID- 

lUM KLUYVERiy/P38943 *'i , 

F-NT2RP3000690//INORGANIC PYROPHOSPHATASE (EC.3.6:1 1). (PYROPHOSPHATE PHOSPHO- HYDRO- 
LASE) (PPASE)y/0.99:131:26//SACCHAROMYCES CEREVISIAE (B/VKER'S YEAST).//P00817 
F-NT2RP3000736//HYPOTHETICAL28.7 KD PROTEIN IN RNR3-ARei5 INTERGENIC REGIONy/3.5e-27:211 : 
25 34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P4051 6 

F-NT2RP3000739//HYPOTHETICAL 33.5 KD PROTEIN Clb4.02C IN CHROMOSOME I y/6. 08-23:11 4:42// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) 7/01 01 49; 

F-NT2RP3000742//1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 
3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLCTlli)y/6.7e-12:85:36//RATTUS NORVEGICUS 
30 (RAT)y/P10688 

F-NT2RP3000753//CELL SURFACE GLYCOPROTEIN 1 PRECURSOf^ (OUTER LAYER PROTEIN B) (S-LAYER 
PROTEIN 1).//0.00011:208:28//CLOSTRIDIUM THERMOCELLUMy/Q06852 

F-NT2RP3000759//ADP-RIBOSYLATION FACTOR 6.//8.1e-28:1.41 :38//GALLUS GALLUS (CHICKEN).//P26990 
F-NT2RP3000815//CYTOCHROME C-551 (C551) (CYTOCHROME C8).//0.24:45:37//PSEUDOMONAS DENI- 
35 TRIFICANS7/P00103 r. 

F-NT2RP3000825//ALPHA-LACTALBUMIN (LACTOSE SYNTHASE B PROTEIN (EC 2.4.1. 22)).//0.82:51 :39// 
MACROPUS RUFOGRISEUS (RED-NECKED WALLABY). //P07458 

F-NT2RP3000826//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS) 7/0.025 :79:37//BOS TAURUS (BOVINE).// 
P25508 

40 F-NT2RP3000836//HYPOTHETICAL PROTEIN IN KSGASIREGION (ORF L5) (FRAGMENT)7/0.85:36:47//MYC- 

OPLASMA CAPRICOLUMy/P43040 • •■ 

F-NT2RP3000841//UDP-GLUCURONOSYLTRANSFEPiASE^-7 PRECURSOR, MICROSOMAL (EC 2.4.1.17) 
(UDPGT) (UGTr7) (UGT1-07) (UGT1.7) (UGT1A7) (UGTP4) tFBAGMENT).//1 .0:70:34//MUS MUSCULUS 
(MOUSE)./^62452 ' i ; > L V ; 

45 F-NT2RP3000845//PUTATIVE SERINE/THREONINE-PROTEirjJ^^^^^^ (EC 2.7.1 .-)y/5.2e-72:247:61//HO- 

MO SAPIENS (HUMAN).//P27448 ' V ^V' ' 

F-NT2RP3000847//HYPOTHETICAL PROTEIN Kl/V\0161 .//0,637:55:36//HOMO SAPIENS (HUMAN) 7/P50876 
F-NT2RP3000850//IIII ALU SUBFAMILY SQ WARNING ENTR>c1?!l//7:4e-31 :90:75//HOMO SAPIENS (HUMAN).// 
P39194 ' 
50 F-NT2RP3000852//HYDROPHOBIC SEED PROTEIN (HPS)y/0.'33:23:69//GLYCINE MAX (SOYBEAN).//P24337 

F-NT2RP3000859//IMMEDIATE-EARLY PROTEIN.//3.6e-07:i89:25//HERPESVlRUS SAIMIRI (STRAIN 11).// 
Q01042 > , 7 

F-NT2RP3000865 

F-NT2RP3000868//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE ISOFORM (FRAGMENT).//1 .46-09:232:28// 
55 GALLUS GALLUS (CHICKEN)y/P29616 

F-NT2RP3000869//CUTICLE COLLAGEN 2y/4.5e-08:58:46//CAENORHABDITIS ELEGANS.//P 17656 
F-NT2RP3000875//HOMEOBOX PROTEIN CDX-2 (CAUDAL-TY>E HOMEOBOX PROTEIN 2)y/0.90:62:37// 
MUS MUSCULUS (M0USE).//P43241 
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F-NT2RP3000901//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS)://0;99:124:33//BOS TAURUS (BOVINE).// 
P02453 ; 
F-NT2RP3000904 - / " 

F-NT2RP3000917//DHP1 PROTEIN y/6.5e-60:229:55//SCHIzbsACCHAROMYCES POMBE (FISSION 
YEAST).//P40848 . . ^ 

F-NT2RP3000919//HYPOTHETICAL 33.5 KD PROTEIN C1D4.02C IN CHROMOSOME l.//2.4e- 19: 159:34// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q1'01 49 ' 

F-NT2RP3000968//40S RIBOSOMAL PROTEIN S15Ay/3.7e-48:73:98//HOMO SAPIENS (HUMAN), AND RAT- 
TUS NORVEGICUS (RAT).//P39027 

F-NT2RP3000980//COPA/INCA PROTEIN (REPA3 PROTEIN)y/0.24:19:47//ESCHERlCHIA C0Liy/P13946 
F-NT2RP3000994//MATERNAL EFFECT PROTEIN STAUFEN.//1 .4e-10:78:48//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/P251 59 

F-NT2RP3001004//HYPOTHET1CAL 7.6 KD PROTEIN ' Bp563. 8 IN CHROMOSOME Xy/0. 70:50:32// 
CAENORHABDITIS ELEGANSy/Q11084 • 

F-NT2RP3001007 

F-NT2RP3001055//N-TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOGy/1 .3e-05: 
138:28//D1CTY0STELIUM DISCOIDEUM (SLIME MOLD)y/P36416 

F-NT2RP3001057//ZINC FINGER PROTEIN 45 (BRC1744)y/4.0e-28:141 :51//H0M0 SAPIENS (HUMAN)y/ 
Q02386 . ; ' " 

F-NT2RP3001081//HYPOTHETICAL 46.4 KD PROTEIN TljBhl 12 iS, IN CHROMOSOME lliy/3.8e-08:1 44:29// 
CAENORHABDITIS ELEGANSy/P34568 

F-NT2RP3001084//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2)iFI?.AGMENT)y/3.4e-06:217:32//NEPHILA CLA- 
VIPES(ORBSPIDER)y/P46804 

F-NT2RP3001096//SYNAPTONEMAL COMPLEX PROTEIN SC65, //1. 1e-30:244:33//RATTUS NORVEGICUS 
(RAr).//Q64375 / .^V^r j-. ^^^ 

F-NT2RP3001107//ARYLSULFATASE F (EC 3.1.6.-) (ASF) (FRAGMENT).//0.041 :47:44//HOMO SAPIENS (HU- 
MAN) y/P54793 

F-NT2RP3001109 ■■ - V 

F-NT2RP3001111//MALE SPECIFIC SPERM PROTEIN ;MSJ84DC.//0.17:28:39//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q01 644 ' 

F-NT2RP30011 13//INVOLUCRINy/0.00036:192:23//MUS MUSCULUS (MOUSE).//P48997 
F-NT2RP3001115 , 

F-NT2RP3001116//AMINOPEPTIDASE G (EC 3.4.11.-) (FRAGMENT)y/0.99:29:51//STREPTOMYCES LIVI- 
DANSy/Q54340 : Vt 

F-NT2RP3001119//COLLAGEN ALPHA 4(IV) CHAIN (FRAGMENT)y/0.0015:73:39//BOS TAURUS (BOVINE).// 
029442 

F-NT2RP3001120//ZINC FINGER PROTEIN ZFP-36 (FI?AGMENT).//1 .3e-57:229:52//HOMO SAPIENS (HU- 
MAN)y/P16415 

F-NT2RP3001126//HYPOTHETICAL 91.2 KD PROTEIN 1N.RPS4B-SCH9 INTERGENIC REGIONy/2.8e-07:83: 
34//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)y/P38888 

F-NT2RP3001133//CALCIUM BINDING PROTEIN.//2.0e-08:171 :32//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD),yyP35085 ' ^ ' 

F-NT2RP3001140//F-SPONDIN PRECURSORy/2.0e-147:244:97//RATrUS NORVEGICUS (RAT)y/P35446 
F-NT2RP3001147//TROPOMYOSIN 2 (TMII).//0.11 :159:23//SeHlST6sOMA MANSONI (BLOOD FLUKE).// 
P42638 

F-NT2RP3001150//OCTAPEPTIDE-REPEAT PROTEIN T2.7/fe;2e;(D9:163:25//MUS MUSCULUS (MOUSE).// 

Q06666 -'y\-'ir'-- ■ 

F-NT2RP3001155//DNA POLYMERASE ALPHA-BINDING PROTEIN (P0B1/CTF4 PROTEIN) (CHROMOSOME 
REPLICATION PROTEIN CHL15)y/4.1e-05:244:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
Q01454 

F-NT2RP3001176//LEUKOSIALIN PRECURSOR (LEUCOCYTE" SIALOGLYCOPROTEIN) (SIALOPHORIN) 
(CD43) (LY 48) (B CELL DIFFERENTIATION ANTIGEN LP-3).//0.21 :136:26//MUS MUSCULUS (MOUSE).// 
PI 5702 : 

F-NT2RP3001214//SAP1 PROTEINy/0.058:133:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P39955 . ; 

F-NT2RP3001216//CYL1CIN I (MULTIPLE-BAND POLYPEPTIDE i).(FRAGMENT)y/2,1e-08:137:33//HOMO SA- 
PIENS (HUMAN)y/P35663 

F-NT2RP3001221//GAMMA-BUTYROBETAINE.2-OXOGLUTARATE DIOXYGENASE (EC 1.14.11.1) (GAMMA- 
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BUTYROBETAINE HYDROXYLASE)y/4.2e-05:131:26//PSEUDGMONAS SR (STRAIN AK-1).//P80193 
F-NT2RP3001232//HYPOTHETICAL PROTEIN PRECURSOR :rN' CSS 3'REGION (FRAGMENT).//0.75:57:31// 
ESCHERICHIA COLI.//P33792 

F-NT2RP3001236//TRANSFORMING PROTEIN MAFy/0,017:136:30//AVIAN MUSCULOAPONEUROTIC FIB- 
5 ROSARCOMA VIRUS AS42.//P23091 

F-NT2RP3001239//ELECTROMOTOR NEURON-ASSOCIATED PROTEIN 1 (FRAGMENT).//4.2e-55:221:49// 

TORPEDO CALIFORNICA (PACIFIC ELECTRIC RAY).//P14400 

F-NT2RP3001245 

F-NT2RP3001253/ArROPOMYOSIN 2, MUSCLE THORACIC ISOFORM (TROPOMYOSIN 1)7/0.0042:142:24// 
10 DROSOPHILA MELANOGASTER (FRUIT FLY)y/P09491 

F-NT2RP3001260//COLLAGEN ALPHA 4(IV) CHAIN PREGURSORy/0.0011 :89:43//HOMO SAPIENS (HU- 
MAN)y/P53420 ' ■ 

F-NT2RP3001268//ZINC FINGER PROTEIN 45 (BRC1 744)7/9,06-29:1 94:44//HOMO SAPIENS (HUMAN)7/ 
Q02386 . 
15 F-NT2RP3001272//HYPOTHETICAL 75.2 KD PROTEIN^ C13F4.08C IN CHROMOSOME 17/8.26-17:183:26// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)y/Q.1 019? 

F-NT2RP3001274//SERINE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3.1.3.16) (PP5) (PROTEIN PHOS- 
PHATASE T) (PPT) (FRAGMENT)7/1.7e-09:78:39//MUS MUSCULUS (MOUSE) 7/060676 
F-NT2RP3001281//I!!! ALU SUBFAMILY J WARNING ENtRY !.!!l//7.7e-08:38:71//HOMO SAPIENS (HUMAN)y/ 
20 P39188 . jK-' :'• . 

F-NT2RP3001297//HYPOTHETICAL PROTEIN KIAA0281 (HA6725).//2.2e-57:159:70//HOMO SAPIENS (HU- 
MAN)y/Q92556 

F-NT2RP3001307//SPERM PROTAMINE PI 7/0.21 :46:39//ORNITHO^^ (DUCKBILL PLAT- 

YPUS) y/P35307 ; V ■ /■ 

25 F-NT2RP3001318 . 

F-NT2RP3001325//ENHANCER OF RUDIMENTARY HOMOLOG.//.1.0:73:24//BRACHYDANIO RERIO (ZE- 
BRAFISH) (ZEBRA DAN IO).//Q98B74 . ... 

F-NT2RP3001338//ZINC FINGER PROTEIN 29 (ZINC FINGER PROTEIN KOX26) (FRAGMENT).//0.0021:56: 
35//HOMO SAPIENS (HUMAN).//P1 7037 
30 F-NT2RP3001339//CITRON PROTEIN7/3.6e-06:90:33//MUS MUSCULUS (MOUSE)y/P49025 

F-NT2RP3001340//HYPOTHETICAL PROTEIN UL61 y/7.2e-1 1 :202:34//HUMAN CYTOMEGALOVIRUS 
(STRAIN AD169)y/P1 681 8 

F-NT2RP3001355//TRICARBOXYLATE TRANSPORT PROTEIN PRECURSOR (CITRATE TRANSPORT PRO- 
TEIN) (OTP) (TRICARBOXYLATE CARRIER PROTEIN)y/7.7e-16:129:33//HOMO SAPIENS (HUMAN)y/P53007 
35 F-NT2RP3001356//RAS-RELATED PROTEIN RABA (FRAGMENT).//0.00041 :66:28//DICTYOSTELIUM DISCOI- 

DEUM (SLIME MOLD)y/P34141 

F-NT2RP3001374 . 'v, ; ;i - 

F-NT2RP3001383//PTB-ASSOCIATED SPLICING FACTOR i:(PSF)y/2.5e-06:190:32//HOMO SAPIENS (HU- 
MAN).//P23246 ' ; - 

40 F-NT2RP3001384//CHORION PROTEIN S15y/0.00079:94:37//DRbSpPHILA VIRILIS (FRUIT FLY).//P13424 

F-NT2RP3001392//VPU PROTEIN (ORF-X PROTEIN) (UPX PROTEIN) .//1 .0:22 :45//CAPRINE ARTHRITIS EN- 
CEPHALITIS VIRUS (CAEV).//P31 834 --i-'Av'--^ ■ 

F-NT2RP3001396//HYPOTHETICAL 8.1 KD PROTEIN (0RF4).//1 .6:37:32//STRAWBERRY MILD YELLOW 
EDGE-ASSOCIATED VIRUS (SMYEAV)y/Q00848 " ^.V' ! ^ 

45 F-NT2RP3001398//KRUEPPEL-RELATED ZINC FINGER PROTEIN 2 (HKR2 PROTEIN) (FRAGMENT)y/1 .9e- 

08:45:37//HOMO SAPIENS (HUMAN)y/P10073 

F-NT2RP3001399//SSU72 PROTEINy/7.3e-18:84:52//SACCh^AROMY.CES CEREVISIAE (BAKER'S YEAST)y/ 
P53538 T . 

F-NT2RP3001407//SCY1 PROTEIN y/1.5e-08:143:25//SA(iCHARdMYCES CEREVISIAE (BAKER'S YEAST).// 
50 P53009 

F-NT2RP3001420//HYPOTHETICAL 7.9 KD PROTEIN. //0.25:41:26//VACCINI A VIRUS (STRAIN COPENHA- 
GEN)y/P20542 ' 

F-NT2RP3001426//DNAJ PROTEINy/7.5e-15:78:43//HAEMOPHlLUS INFLUENZAEy/P43735 
F-NT2RP3001427//WERNER SYNDROME HELICASE7/3.6e-i3:159:33//HOMO SAPIENS (HUMAN)y/Q14191 
55 F-NT2RP3001428//NUCLEOPROTEIN TPRy/1 .8e-53:117:99//H6MO SAPIENS (HUMAN)y/P12270 

F-NT2RP3001432//NADH-UBIQUINONE OXIDOREDUCTASE.. CHAIN 5 (EC 1.6.5.3) (FRAGMENT).//0. 96:52: 
21/ArARSIUS SYRICHTA (TARSIER)y/Q36151 ' 

F-NT2RP3001447//HYPOTHETICAL5.5 KD PROTEIN IN REf^LICATION ORIGIN REGION (ORF1).//0. 96:45:35// 
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ESCHERICHIA COLI.//P14505 

F-NT2RP3001449//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (MAGMENT) 7/0.0043:53 :43//GALLUS GALLUS 
(CHICKEN)y/P19601 

F-NT2RP3001453//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.0048:65:40//DROSOPHILA MELA- 
5 NOGASTER (FRUIT FLY)y/Q01643 

F-NT2RP3001457//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS28.//0.55:121:20//SACCHA- 
ROMYCES CEREVISIAE (BAKER'S YEAST).//Q02767 ' • f > - 

F-NT2RP3001459//MYOSIN IC HEAVY CHAIN.//0.10:126:34//ACANTHAMOEBA CASTELLANII (AMOEBA).// 
P10569 

10 F-NT2RP3001472//NONH1STONE CHROMOSOMAL PROTE'iN 6Ay/3.0e-14:87:43//SACCHAROMYCES CER- 

EVISIAE (BAKER'S YEAST) .//P1 1632 

F-NT2RP3001490//METALLOTHIONEIN-LIKE PROTEIN LiSC5^;//1 .0:39:35//BRASSICA NAPUS (RAPE).// 
P43402 

F-NT2RP3001495//UBIQUITIN-PROTEIN LIGASE RSP5 (EC 6l3;2.-).//3.3e-14:148:35//SACCHAROMYCES 
15 CEREVISIAE (BAKER'S YEAST) y/P39940 , .., 

F-NT2RP3001497//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS)y/0.13:44:38//BOS TAURUS (BOVINE)y/ 
P25508 

F-NT2RP3001527//SPERM PROTAMINE P1.//0.35:29:37//DIDELPHIS MARSUPIALIS VIRGINIANA (NORTH 
AMERICAN OPOSSUM), AND MONODELPHIS DOMESTICA (SHORT-TAILED GREY OPOSSUM)y/P36305 
20 F-NT2RP3001529//HYPOTHETICAL 43.3 KD GTP-BINDING PROTEIN IN DACB-RPMA INTERGENIC RE- 

GIONy/3.3e-21 :125:37//ESCHERICHIA COLiy/P42641 

F-NT2RP3001538//HNF3/FH TRANSCRIPTION FACTOR GENESIS (WINGED HELIX PROTEIN CWH-3).//0.13: 
53:39//GALLUS GALLUS (CHICKEN) y/P79772 " i- 7. ,,vv 

F-NT2RP3001554//ELECTROMOTOR NEURON-ASSOCIATED PFiOTEIN 2 (FRAGMENT).//2.3e-48: 137:52// 
25 TORPEDO CALIFORNICA (PACIFIC ELECTRIC RAY).//P 14401.. 

F-NT2RP3001580//GERM CELL-LESS PROTEINy/8.2e-18:100:42//DROSOPHILA MELANOGASTER (FRUIT 

FLY)y/Q01820 . ; : , 

F-NT2RP3001587//UBIQUmN-ACTIVATING ENZYME E1-UKE,(RpLYMERASE-INTERACTING PROTEIN 2)y/ 
2.06-47:1 88:51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P52488 
30 F-NT2RP3001589//!I!! ALU SUBFAMILY SP WARNING ENTRY !!l!//7.4e-41 :87:80//HOMO SAPIENS (HUMAN)y/ 

P39193 ; ^ 

F-NT2RP3001607//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A,6L) 7/1 .0:49 :32//DICENTR ARCH US LABRAX 
(EUROPEAN SEA BASS).//Q36362 \ v. ; ; 

F-NT2RP3001608//EXTENSIN PRECURSOR (PROLINE-RICH^GLVCOPROTEIN)7/0.0013:177:25//ZEA MAYS 
35 (MAIZE).//P14918 . > 

F-NT2RP3001621//MALE SPECIFIC SPERM PROTEIN • 'mSJ84DD7/0.84:29:37//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY). //QO 1645 .r.i^'- . 

F-NT2RP3001629//RAS-RELATED C3 BOTULINUM TOXIN SUBSTRATE 1 (P21-RAC1) (FRAGMENTS)7/0.91 : 
57:24//CAVIA PORCELLUS (GUINEA PlG)y/P80236 .... , ; 

40 F-NT2RP3001634//!!!! ALU SUBFAMILY SB WARNING ENTR>S.!!n//8..9e-.11 :73:54//H0M0 SAPIENS (HUMAN)y/ 

P39189 V 

F-NT2RP3001642//HYPOTHETICAL PROTEIN KIAA0216.//1 .1e-12:117:29//HOMO SAPIENS (HUMAN)7/ 
Q92609 ^- . , . 

F-NT2RP3001646//HYPOTHETICAL 29.3 KD PROTEIN (ORF92).//0.0092:69:34//ORGYIA PSEUDOTSUGATA 
45 MULTICAPSID POLYHEDROSIS VIRUS (0PMNPV)y/01 0341 ' * 

F-NT2RP3001 671 //RING CANAL PROTEIN (KELCH PROTEIN).//0.0042:55:41//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q04652 ;= 
F-NT2RP3001672 

F-NT2RP3001676//GTP-BINDING PROTEIN LEPA (FRAGMENT)y/1.2e-15:56:62//PSEUDOMONAS FLUO- 
50 RESCENSy/P26843 ^ ' > , ' 

F-NT2RP3001678//SPIDROIN 2 (DRAGLINE SILK FIBROIN 2) (FRAGMENT)y/0.054:187:31//NEPHILA CLA- 
VIPES (ORB SPIDER).//P46804 

F-NT2RP3001679//HYPOTHETICAL 68.7 KD PROTEIN Zk757.1 IN CHROMOSOME 1 1 1. //1 .56-07:63:44// 
CAENORHABDITIS ELEGANS.//P34679 ' 
55 F-NT2RP3001688//GLUCOAMYLASE S1 PRECURSOR (Ep! 3:2:1.3) (GLUCAN 1 ,4-ALPHA-GLUCOSIDASE) 

(1 ,4-ALPHA-D-GLUCAN GLUCOHYDROLASE) (GAI).'//1 .b:83:28//SACCHAROMYCES DIASTATICUS 
(YEAST)y/P04065 r^;, ; 

F-NT2RP3001690//MYOSIN HEAVY CHAIN, CARDIAC MUSCLE BETA ISOFORM 7/0.021 :247:24//HOMO SA- 
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PIENS(HUMAN).//P12B83 

F-NT2RP3001698 . . ' [ 

F-NT2RP3001708//TWISTED GASTRULATION PROTEIN PRECURSOR.//7.7e-12:73:43//DROSOPHlLA MEL- 
ANOGASTER (FRUIT FLY)y/P54356 ' 
5 F-NT2RP3001712//CEC-1 PR0TEIN.//1 .9e-07:121 :29//CAENORHABDITIS ELEGANS.//P34618 

F-NT2RP3001716//SALIVARY GLUE PROTEIN SGS-3 PREGURSORy/0.89:54:40//DROSOPHILA SIMULANS 
(FRUIT FLY).//P1 3729 / . V. 

F-NT2RP3001724//CHROMODOMAIN-HELICASE-DNA-BINDING PROTEIN 1 (CHD-1).//7.5e-41 :164:48//HO- 
MO SAPIENS (HUMAN).//014646 
10 F-NT2RP3001727//HYPOTHETICAL 37.7 KD PROTEIN ZK686.3 IN CHROMOSOME lll.//1.5e-51 :240:41// 

CAENORHABDITIS ELEGANSy/P34669 

F-NT2RP3001730//SEPTIN 2 HOMOLOG (FRAGMENT).//2.4e-122:267:86//HOMO SAPIENS (HUMAN).// 
014141 

F-NT2RP3001739//INTESTINAL SODIUM/DICARBOXYLATE COTRANSPORTER (NA(+)/DICARBOXYLATE 
15 COTRANSPORTER)y/0.99:63:34//RATTUS NORVEGICUS (RAT)7/P70545 

F-NT2RP3001752//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//4.0e-21 :60:85//HOMO SAPIENS (HUMAN)y/ 
P39193 

F-NT2RP3001753//HYPOTHETICAL PROTEIN KIAA0127y/7.9e-12:83:44//HOMO SAPIENS (HUMAN)y/ 
01 41 40 

20 F-NT2RP3001764//DUAL SPECIFICITY PROTEIN PHOSPHATASE 6 (EC 3.1.3.48) (EC 3.1.3.16) (DUAL SPE- 

CIFICITY PROTEIN PHOSPHATASE PYST1)V/7.7e-25:146:36//HOMO SAPIENS (H U MAN) 7/Q1 6828 
F-NT2RP3001777//SERINE/THREONINE-PROTEIN KINASE STE20 HOMOLOG (EC 2.7.1 .-)y/0.0096:204:25// 
CANDIDA ALBICANS (YEAST).//Q92212 

F-NT2RP3001782//ATP SYNTHASE PROTEIN 8 (EC S.e.'l .3,4).(A6L).//0.91:34:44//PONGO PYGMAEUS ABELII 
25 (SUM ATR AN ORANGUTAN)y/P92694 - . . ,1 r ; . 

F-NT2RP3001792//HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN M (HNRNP M).//1. 86-33:159:53// 
HOMO SAPIENS (HUMAN)y/P52272 . ■ ■ '/.->'.. , 

F-NT2RP3001799//LIGHT-HARVESTING PROTEIN B800/836/1 020, ALPHA-2 CHAIN (EHS-ALPHA-2) (ANTEN- 
NA PIGMENT PROTEIN, ALPHA-2 CHAIN)y/0.14:46:28//ECTbTHIORHODOSPIRA HALOCHLORIS.//P80103 
30 F-NT2RP3001819//PROCOLLAGEN ALPHA 2(1) CHAIN PR ECU RSORy/0. 00030: 77:36//HOMO SAPIENS (HU- 

MAN)y/P08123 

F-NT2RP3001844//OCTAMER-BINDING TRANSCRIPTION FACtOR'l (OTF-1) (NF-A1) (FRAGMENT)y/0.99: 
43:34//MACROPUSEUGENII (TAMMARWALLABY)y/Q28466 

F-NT2RP3001854//FIBR1NOGEN- AND IG-BINDING PROTEIN PRECURSOR (MRP PROTEIN).//9.3e-10:213: 
35 24//STREPTOCOCCUS PYOGENES.//P30141 

F-NT2RP3001855//HOMEOBOX PROTEIN PKN0X1 (HOMEOBOX PROTEIN PREP-1).//2.6e-61 :220:60//HO- 
MO SAPIENS (HUMAN).//P55347 

F-NT2RP3001857//VEGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1.//1.0e-13:213:24//PODOSPORA AN- 
SERINA.//Q00808 

40 F-NT2RP3001896//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP'62) (SF3A66)y/0.074:124:34//HOMO SA- 

PIENS (HUM AN)y/Q 15428 -. . : . 

F-NT2RP3001898//REGULATORY PROTEIN E2.//0.36:131 :29//CANINE ORAL PAPILLOMAVIRUS (COPV).// 
Q89420 

F-NT2RP3001915//CHITIN BIOSYNTHESIS PROTEIN CHS5 (CAL3 PROTEIN)y/0.0021 :237:23//SACCHARO- 
45 MYCESCEREVISIAE (BAKER'S YEAST).//Q1 21 14 . • 

F-NT2RP3001926//HYPOTHETICAL 14.0 KD PROTEIN IN RPL15B-GCR3 INTERGENIC REG10N7/1 .0:63:34// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q03880 ; . 

F-NT2RP3001 929//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!i//1 ,4iB-14:35:60//HOMO SAPIENS (HUMAN)y/ 
P39195 

50 F-NT2RP3001931//HYPOTHETICAL 59.3 KD PROTEIN IN TAP42:^RP9 INTERGENIC REG I ON 7/0. 86: 162:24// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Qb5040 

F-NT2RP3001938//GLYCOPROTEIN GP50.//0.0036:54:40//RSEUd6rABIES VIRUS (STRAIN RICE) (PRV).// 
P07645 • . ^J-^n-'.r 

F-NT2RP3001943//33.2 KD PROTEIN IN DIND-RPH INTERGENIC REGION (ORF X).//1 .0:113:27//ES- 
55 CHERICHIACOLI.//P23839 

F-NT2RP3001944//HYPOTHETICAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOME lll.//4.1e-56:208:47// 
CAENORHABDITIS ELEGANSy/Q09251 ' : , . 

F-NT2RP3001969//PUFF 11/9-2 PROTEIN PRECURSOR.//0.od78:149:26//SCIARA COPROPHILA (FUNGUS 
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GNAny/P22312 

F-NT2RP3001989//SPERM PROTAMINE P1 (CYSTEINE-RICH' PR0TAMINE).//1 .0:41:31//MUS MUSCULUS 
(MOUSE).//P02319 . • 

F-NT2RP3002002//!!!! ALU SUBFAMILY SX WARNING ENTRV.!!!!//1.2e-44:69:79//HOMO SAPIENS (HUMAN).// 
5 P39195 

F-NT2RP3002004//TRANSCRIPTION FACTOR BF-2 (BRAIN FACTOR 2) (BF2).//0.00024:45:40//MUS MUSCU- 
LUS (M0USE)y/Q61 345 '^J' *' 'v ' 

F-NT2RP3002007//TENASCIN PRECURSOR (TN) (HEXABRACHION) (CYTOTACTIN) (NEURONECTIN) 
(GMEM) (Jl) (MIOTENDINOUS ANTIGEN) (GLIOMA-ASSOCIATEb-.EXTRACELLULAR MATRIX ANTIGEN) (GP 
10 150-225) (TENASCIN-C),//0.21:115:28//HOMO SAPIENS (HUMAN)://P24821 

F-NT2RP3002014//HYPOTHETICAL 32.0 KD PROTEIN C09F5.2- IN CHROMOSOME III. //1 .78-25:139:48// 
CAENORHABDITIS ELEGANS 7/009232 

F-NT2RP3002033//ACTIVATOR OF APOPTOSIS HARAKIRI (NEURONAL DEATH PROTEIN DP5).//0. 14:65:41// 
HOMO SAPIENS (HUMAN)y/O00198 
15 F-NT2RP3002045//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-C LARGE 

CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
C SUBUNIT)y/8.le-108:192:98//MUS MUSCULUS (MOUSE).//P 17427 

F-NT2RP3002054//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556y/0.046:1 76:31 //STREPTO- 
MYCES FRADIAE.//P20186 

20 F-NT2RP3002056//140 KD NUCLEOLAR PHOSPHOPROTEIN (NOPP140).//1 .4e-07:245:25//RATTUS NOR- 

VEGICUS (RAT).//P41 777 

F-NT2RP3002057//SMALL HYDROPHOBIC PR0TEIN.//1 .0:12:66//SIMIAN VIRUS 5 (STRAIN W3) (SV5).// 

P07577 ; J,;. , 

F-NT2RP3a02062//PROTEASE A INHIBITOR 3 (PROTEINASE- INHIBITOR l(A)3)y/1 .0:49:32//SACCHAROMY- 
25 CESCEREVISIAE (BAKER'S YEAST).//P01 094 : i t^Vt ;y 

F-NT2RP3002063//ACYL CARRIER PROTEIN (ACP)y/0.99:38:31//HAEMOPHILUS INFLUENZAE.//P43709 
F-NT2RP3002081//HYPOTHETICAL 100.5 KD PROTEIN .C1B9.p4;IN CHROMOSOME iy/5.8e-35:253:37// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q10429, ; A 

F-NT2RP3002097//HYPOTHETICAL 98.1 KD PROTEIN IN SPX19-GCR2 INTERGENIC REGIONy/6.2e-06:99: 
30 31//SACCHAR0MYCES CEREVISIAE (BAKER'S YE AST). //P40 1.^4^ 

F-NT2RP3002102//HYPOTHETICAL 7.4 KD PROTEINy/oi^a4:47/n'HERMO PROTEUS TENAX VIRUS 1 
(STRAIN KRAI ) (TTV1 ).//P1 9302 " I'. 

F-NT2RP3002108//HYPOTHETICAL 105.5 KD PROTEIN R13F6!lO IN CHROMOSOME lll.//7.9e-1 9:1 79:34// 
CAENORHABDITIS ELEGANS.//Q21 986 ■ \ : 

35 F-NT2RP3002142//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//i2;6e-1 7:37: 75//HO MO SAPIENS (HUMAN).// 

P39188 

F-NT2RP3002146//CUTICLE COLLAGEN 40y/0.00034:90:37//CAENORHABDITIS ELEGANS.//P34804 
F-NT2RP3002147//SALIVARY PROLINE-RICH PROTEIN PO PRECURSOR (ALLELE S).//0.011:166:28//HOMO 
SAPIENS (HUMAN).//P1 01 63 

40 F-NT2RP3002151//G1 TO S PHASE TRANSITION PROTEIN 1 HOMOLOG (GTP-BINDING PROTEIN 

GST1 -HS)y/4.8e-11:60:53//HOMO SAPIENS (HUMAN).//P15170 

F-NT2RP3002163//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFI1135) 
(TAFlI-130) (TARII130)y/0.028:191:29//HOMO SAPIENS (HUMAN)y/O00268 

F-NT2RP3002165//TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP//2.3e-131 .223:91//MUS MUSCULUS 
45 (MOUSE).^Q02614 V'Vk;..i 

F-NT2RP3002166//D-ALANYL CARRIER PROTEIN (DCP)y/V0:65:33//LACTOBACILLUS CASEty/P55153 
F-NT2RP3002173//!!!! ALU SUBFAMILY SO WARNING.,E"NtRy/!l!!//2,4e-26:114:62//HOMO SAPIENS (HU- 
MAN).//P39194 i,.; - .• 

F-NT2RP3002181//MALE SPECIFIC SPERM PROTEIN MST84bD. //0. 25:31 :38//DROSOPHILA MELA- 
50 NOGASTER (FRUIT FLY)y/Q01 645 " . 

F-NT2RP3002244//SPERM PROTAMINE PI (CYSTEINE:RICH./PRdTAMINE).//0.069:16:62//OVIS ARIES 
(SHEEP), AND CAPRA HIRCUS (GOAT).//P041 02 /'^vi:- A.^ V' 

F-NT2RP3002248//MICROFIBR1LLAR-ASSOCIATED PROTEIn' r (ASSOCIATED MICROFIBRIL PROTEIN) 
(AMF).//0.0079:187:24//GALLUSGALLUS (CHICKEN).//P5508,0 
55 F-NT2RP3002255//PROLINE-RICH PROTEIN MP-3 (FRAGlOlENT)y/4.6e-10:168:34//MUS MUSCULUS 

(MOUSE)y/P05143 : ; .v'> 

F-NT2RP3002273//SCD6 PROTEINy/1 .58-11 :160:33//SACCHARdMYCES CEREVISIAE (BAKER'S YEAST).// 
P45978 
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F.NT2RP3002276//PROBABLE E4 PROTEIN.//0.91 :54:29//HUMAN PAPILLOMAVIRUS TYPE 16.//P06922 
F-NT2RP3002303//HYPOTHETICAL 30.2 KD PROTEIN C4D7.04C IN CHROMOSOME l7/1.7e-42:191 :43// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST). //01 4171 
F-NT2RP3002304 ' \ 

5 F-NT2RP3002330//NNP-1 PROTEIN.//0.52:140:1 8//MUS MUSCUULlS (MOUSE) y/P56 183 

F-NT2RP3002343//5E5 ANTIGEN 7/0.0056: 189:30//RATTUS NORVEGICUS (RAT).//Q63003 
F-NT2RP3002351//NAD-DEPENDENT METHYLENETETRAIilYDRO FOLATE DEHYDROGENASE (EC 1 .5.1 .1 5) 
/ METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE .(EC. 3.5.4.9) MITOCHONDRIAL PRECURSOR.// 
1.0e-66:196:68//HOMO SAPIENS (HUMAN)7/P13995 T \ 

10 F-NT2RP3002352//PRESYNAPTIC PROTEIN SAP102 (SYNAPSE-ASSOCIATED PROTEIN 102) (NEUROEN- 

DOCRINE-DLG) (NE-DLG)y/0,79:173:27//HOMO SAPIENS (HUMAN).//Q92796 

F-NT2RP3002377//PUTATIVE HELICASE YGR271Wy/1 .06-56:21 6:44//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST),//P53327 ■ ' ' 

F-NT2RP3002399//MINICHROMOSOME MAINTENANCE PROTEIN 6.//1 .46-19:136:31 //SACCHAROMYCES 
15 CEREVISIAE (BAKER'S YEAST).//P53091 

F-NT2RP3002402//EBNA-6 NUCLEAR PROTEIN (EBNA-3C) (EBNA-4B).//0,74:107:36//EPSTEIN-BARR VIRUS 
(STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03204 

F-NT2RP3002455//DNAJ PROTEIN (FRAGMENT).//5.6e-06:57:42//AGROBACTERIUM TUMEFACIENS.// 
P50018 

20 F-NT2RP3002484//HYPOTHETICAL 465 KD PROTEIN , C12B1 0.04 IN CHROMOSOME 17/0.00032:52:48// 

SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) .//Q 10438 

F-NT2RP3002501//HYPOTHETICAL34.9 KD PROTEIN IN ffRE27JEN1 INTERGENIC REG 10 N.//9. 46-42:209: 
42//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P36p67 

F-NT2RP3002512//HYPOTHETICAL37.4KD PROTEIN IN GlPM1;MCR1 INTERGENIC REG ION 7/7.76-32: 162: 
25 37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36659 = 

F-NT2RP3002529//PUTATIVE VACUOLAR PROTEIN SORTINGrASSQCIATED PROTEIN C2G1 1 .03C7/2.1 e-45: 
241 :43//SCHIZOSACCHAROMYCES POMBE (FISSION YEASf)- j/Qp9805 
F-NT2RP3002545 ' ' 

F-NT2RP3002549//HYPOTHETICAL 26.6 KD PROTEIN TV9C3.4 .IN CHROMOSOME 1117/2.86-41:161:52// 
30 CAENORHABDITIS ELEGANS7/Q10010 'J'f y'\ 

F-NT2RP3002566//IMMEDIATE-EARLY PROTEIN lEl 807/0.56: 130:2!4//PSEUDORABIES VIRUS (STRAIN KA- 
PLAN) (PRV)7/P33479 / ' : 
F-NT2RP3002587 , , J • 7. " 
F-NT2RP3002590 

35 F-NT2RP3002602//PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (EC 5.3.4.1) (THIOREDOXIN- RE- 

LATED GLYCOPROTEIN 1).//0.00091 :111 :28//SACCHAROMYCES CEREVISIAE (BAKER'S Y E AST) 7/P 17967 
F-NT2RP3002603//HYPOTHETICAL 14.2 KD PROTEIN IN BLAB 3'REGI0N.//1 .0:65:40//STREPTOMYCES CA- 
CAOI7/P33654 

F-NT2RP3002628//DNAJ-LIKE PROTEIN SLR00937/2.4e-,17:10i :44//SYNECHOCYSTIS SR (STRAIN PCC 

40 6803).//P50027 ' ' 

F-NT2RP3002631//METALLOTHIONEIN-IB (MT-1B).//0.092:36:33//HOMO SAPIENS (HUMAN).//P07438 
F-NT2RP3002650//DUALIN7/3.0e-21 :184:37//GALLUS GALLUS (CHICKEN).//Q90830 

F-NT2RP3002659//PROCOLLAGEN ALPHA 2(1) CHAIN PRECyRSQR.//0.00016:223:33//HOMO SAPIENS (HU- 
MAN)7^P08123 ' '^^t^v;: ' 

45 F-NT2RP3002660//40S RIBOSOMAL PROTEIN S27A.//0.1 6-72r31//CAENORHABDITIS ELEGANS.//P371 65 

F-NT2RP3002663//OXYSTEROL-BINDING PROTEIN.//5.4e723;f68:4i//HOMO SAPIENS (HUMAN).//P22059 
F-NT2RP3002671//HYPOTHETICAL 124.5 KD PROTEIN IN SKOt^^ INTERGENIC REGION.//6.0e-38: 

203:43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53'893 

F-NT2RP3002682//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1.6.5.3).//0.25:63:31//ARTEMIA 

50 SALINA (BRINE SHRIMP).//P1 9049 r . i 

F-NT2RP3002687//HYPOTHETICAL 30.4 KD PROTEIN IN LEI^3HAP2- INTERGENIC REGION.//0.029:60:36// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41 469 
F-NT2RP3002688//KINESIN-LIKE PROTEIN KIFlB7/5.3e-61:13b:88//MUS MUSCULUS (MOUSE).//Q60575 
F-NT2RP3002701//SPERM MITOCHONDRIAL CAPSULE ' SELENOPROTEIN (MCS).//7.4e-05:1 09:33//MUS 

55 MUSCULUS (M0USE).//P1 5265 . . 

F-NT2RP3002713//PROBABLE ATP-DEPENDENT RNA HELICASE DDX10 (DEAH BOX PROTEIN 10)7/0.77: 
70:32//HOMO SAPIENS (HUM AN).//Q1 3206 

F-NT2RP3002763//HYPOTHETICAL 11.3 KD PROTEIN ,C2C6.07 IN CHROMOSOME I.//6.76-11 :66:40// 
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SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) 7/014656:!, .. 

F-NT2RP3002770//COLLAGEN ALPHA 1 (IX) CHAIN (FRAGiyiENt)7/6.33:87:34//MUS MUSCULUS (M0USE)7/ 
Q05722 

F-NT2RP3002785//LETHAL(2)DENTICLELESS PROTEIN (DTL83: PR0TEIN)7/9.7e-36:1 87:39//DR0S0PHILA 
5 MELANOGASTER (FRUIT FLY)7/Q24371 . . ; ^ • 

F-NT2RP3002799//!!!! ALU SUBFAMILY J WARNING ENTRY!!!l//j5,6e-08:41:73//HOMO SAPIENS (HUMAN)7/ 
P39188 : * • 

F-NT2RP3002810//!!!! ALU SUBFAMILY SP WARNING ENTRY !M!//0.0034:35:65//HOMO SAPIENS (HUMAN)7/ 
P39193 ./^ 
10 F-NT2RP300281 8//MAJ0R CENTROMERE AUTOANTIGEN B (CENTROMERE PROTEIN B) (CENP-B)7/3.2e- 

17:148:37//MUS MUSCULUS (MOUSE)7/P27790 

F-NT2RP3002861//HYPOTHETICAL 70.2 KD PROTEIN IN GSH1-CHS6 INTERGENIC REG ION 7/1 .78-05:95: 
31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P42951 

F-NT2RP3002869//TRYPSIN INHIBITOR II (BDTI-II)7/0.97:23:39//BRYONIA DIOICA (RED BRYONY) 7/P 11 968 
15 F-NT2RP3002876//ACIDIC PROLINE-RICH PROTEIN PRECURSOR'(CLONE PRP33)7/0.00017:140:31//RAT- 

TUS NORVEGICUS (RAT)7/P04474 

F-NT2RP3002877//II1! ALU SUBFAMILY SO WARNING ENTRY.!I!l//2.5e-06:55:60//HOMO SAPIENS (HUMAN).// 
P39194 

F-NT2RP3002909//P53-BINDING PROTEIN 53BP2 (BCL2-BINDING' PROTEIN) (BBP)7/4.6e-08:129:38//HOMO 
20 SAPIENS (HUMAN)7/Q13625 , > ' . 

F-NT2RP3002911//HYPOTHETICAL PROTEIN C187/0.99:26:50//SWINEPOX VIRUS (STRAIN KASZA) (SPV)7/ 
P32217 ■ ■ y. * 

F-NT2RP3002948//RING CANAL PROTEIN (KELCH 'PRpTB^ MELA- 
NOGASTER (FRUIT FLY)7/Q04652 ' ^ ' • " 
25 F-NT2RP3002953//CADH ERIN-RELATED TUMOR SUPPRESSOf=^.,RRECURSOR (FAT PROTEIN)7/0.55:116: 
27//DROSOPHILA MELANOGASTER (FRUIT FLY).//P3345d'V . 

F-NT2RP3002955//HYPOTHETICAL 16.5 KD PROTEIN IN BLTB-tpdlllC INTERGENIC REGION.//0.87:67:37// 
BACILLUS SUBTILIS7/P54445 

F-NT2RP3002969//LONG-CHAIN-FATTY-ACID-COA LIGASE ijEC 6.2.1 .3) (LONG-CHAIN ACYL-COA SYN- 
30 THETASE 4) (LACS 4)7/6.76-56:1 89 :59//HO MO SAPIENS (HUMAN)7/O60488 

F-NT2RP3002972//HYPOTHETICAL 73.0 KD PROTEIN IN CLA4rMID1 INTERGENIC REGION7/0.0028: 147:27// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P48566 

F-NT2RP3002978//PROBABLE E5 PROTEIN7/0.15:55:36//HUMAN PAPILLOMAVIRUS TYPE 51 .//P26553 
F-NT2RP3002985//METALLOTHIONEIN (MT)7/0.0031 :49:4^/PLEURONECTES PLATESSA (PLAICE).// 
35 P07216 . ] ^. 

F-NT2RP3002988//NEUROGENIC LOCUS NOTCH HOMOLOG lPROTEIN 1 PRECURSOR (MOTCH PRO- 
TEIN)7/1 .0:111 :29//MUS MUSCULUS (MOUSE)7/Q01705 

F-NT2RP3003008//HYPOTHETICAL 54.7 KD PROTEIN F37A4.1 IN CHROMOSOME lll.//0.96:1 12:25// 

CAENORHABDITIS ELEGANS.//P41879 ' - - 

40 F-NT2RP3003032 - ..l^ . 

F-NT2RP3003059//HYPOTHETICAL 52.3 KD PROTEIN CSSFstb^C IN CHROMOSOME 1 PRECURSOR7/9.7e- 

27:21 6:37//SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) 7/Q 10254 

F-NT2RP3003061//ANKYRINR(ANKYRINS2.1 AND2.2)(ER^n[^'HR^ 

SAPIENS (HUMAN)7/P1 61 57 ' :t • 

45 F-NT2RP3003068//SERYL-TRNA SYNTHETASE (EC 6.1 '.lVlJljl' (SERIN E--TRNA LIGASE) (SERRS) (FRAG- 

MENT).//0.074:82:39//SULFOLOBUS SOLFATARICUS7/O33780 X ; " 

F-NT2RP3003071/A/ASODILATOR-STIMULATED PHOSPHOPROTEIN ( VASP) 7/0. 0085:1 28 :30//HOMO SAPI- 
ENS (HUMAN).//P50552 v ' 

F-NT2RP3003078//SPERM ACROSOMAL PROTEIN FSA-ACR.1 ^PRECURSOR (FRAGMENT).//0,028: 165:31// 
50 VULPES VULPES (RED FOX).//P53353 ' . 

F-NT2RP3003101//TETRACYCLINE RESISTANCE PROTETN! t;L5\SS C (TETA(C)).//1 .0e-14:243:25//ES- 
CHERICHIA COLI.//P02981 " ' ' 'K- 

F-NT2RP3003121//SUPPRESSOR PROTEIN SRP407/7.4e-65:143:27//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) 7/P32583 

55 F-NT2RP3003133//65 KD YES-ASSOCIATED PROTEIN (YAR65).//0.024:61 :42//GALLUS GALLUS (CHICK- 

EN).//P46936 

F-NT2RP3003138//KINESIN-LIKE PROTEIN KIF4.//1.le-l1 8:1.51 :93//MUS MUSCULUS (MOUSE)7/P33174 
F-NT2RP3003139//ATP-BINDING CASSETTE TRANSPOF<TERa'BC1.//1.0:70:30//SCH!ZOSACCHAROMYCE 
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POMBE (FISSION YEAST) 7/092337 ' 

F-NT2RP3003145//MILK FAT GLOBULE-EGF FACTOR 8 PRECgRSOR (MFG-E8) (HMFG) (BREAST EPITHE- 
LIAL ANTIGEN BA46) (MFGM)7/2.0e-12:121 :37//HOMO SAPIENS (HUMAN).//Q08431 
F-NT2RP3003150 

5 F-NT2RP3003157//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1)y/4.0e-79:260:54//HOMO SA- 

PIENS (HUM AN) 7/P5 1522 , ^ . • 

F-NT2RP3003185//TROPOMYOSIN7/0.077:122:27//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/ 
Q02088 

F-NT2RP3003193//ZINC FINGER PROTEIN 1357/7.2e-91 :239:65//HOMO SAPIENS (HUMAN) 7/P52742 
10 F-NT2RP3003197//HYPOTHETICAL 28.1 KD PROTEIN IN SIPU-PBPC INTERGENIC REGION7/1.3e-07:l17: 

34//BACILLUS SUBTILIS7/P42966 

F-NT2RP3003203//HYPOTHETICAL 33.5 KD PROTEIN C1D4.62C IN CHROMOSOME 17/9.96-23:132:39// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q1 01 49 

F-NT2RP3003204//RAS-LIKE PROTEIN RASB.//0.92:1 03:27//DICTYOSTELIUM DISCOIDEUM (SLIME 
IS MOLD)7/P32252 

F-NT2RP3003210/A/ERY HYPOTHETICAL 13.2 KD PROTEIN IN PTC3-SAS3 INTERGENIC REGION7/0.23: 
106:33//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/P38 190 

F-NT2RP3003212//SUPPRESSOR PROTEIN SRP407/0.019:17;i :23//SACCHAR0MYCES CEREVISIAE (BAK- 
ER'S YEAST) .//P32583 

20 F-NT2RP3003230//CORONIN-LIKE PROTEIN P577/8.3e-74:t83:73//BdS TAURUS (BOVINE).//Q92176 

F-NT2RP3003242//STANNIOCALCIN PRECURSOR.//1.4e-21:l'27:37//HOMO SAPIENS (HUMAN)7/P52823 
F-NT2RP3003251//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR.//3.1e-51:198:52//MUS 
MUSCULUS (MOUSE)7/P15533 

F-NT2RP3003264//E6 PR0TEIN7/1 .0:31 :41//HUMAN PAPILLOMAVIRUS TYPE 487/Q80920 
25 F-NT2RP3003278//45.8 KD PROTEIN IN SHM1 -MRPL37 INTERGENIC REGION.//8.6e-07:80:33//SACCHARO- 

MYCES CEREVISIAE (BAKER'S YEAST) .//P38344 - ; . . 

F-NT2RP3003282//DYNAM1N 2 (DYNAMIN UDNM)7/8.0e-108:226:88//MUS MUSCULUS (MOUSE) 7/P39054 
F-NT2RP3003290//BIOH PROTEIN7/0.0055:107:30//ESCHERICHIA COLI7/P13001 

F-NT2RP3003301//MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR (EC 3.4.21. -)7/1 .30-69: 
30 200:55//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS) 7/064948 

F.NT2RP3003302//LINE-1 REVERSE TRANSCRIPTASE H6M6LOG.//6.4e-69:102:66//HOMO SAPIENS (HU- 
MAN) 7/P08547 

F-NT2RP3003311 //MYOSIN II HEAVY CHAIN. NON MUSCLE7/0.i:8:225:26//ACANTHAMOEBA CASTELLANII 

(AMOEBA)7/P05659 

35 F-NT2RP3003313//SAUVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT)7/0.0014:142:33//HOMO SAPIENS (HUMAN)7/P101 62 ' '"■ 

F-NT2RP30a3327//52 KD RO PROTEIN (SJOGREN SYNDROME .TYPE A ANTIGEN (SS-A)) (RO(SS-A)) 
(R052).//8.8e-1 8:94:43//MUS MUSCULUS (MOUSE)7/Q621 91 Z '. 

F-NT2RP3003330//HYPOTHETICAL PROTEIN KIAA0176 ( FRAGMENT) 7/1. 3e-20: 123 :44//HOMO SAPIENS 
40 (HUMAN).//Q14681 

F-NT2RP3003344//HYPOTHETICAL 8.8 KD PROTEIN IN ICDC-MlNE INTERGENIC REGION7/1.0:28:42//ES- 
CHERICHIA COLI7/P75991 ■ V' • ■ ' 

F-NT2RP3003346//III! ALU SUBFAMILY SB2 WARNING ENTRY l!!l//6.9e-26:74:78//HOMO SAPIENS (HU- 
MAN)7/P39191 ... - 

45 F-NT2RP3003353//HYPOTHETICAL 52.4 KD PROTEIN r6867:2. IN CHROMOSOME III.//3.7e-1 0:1 18:33// 

CAENORHABDITIS ELEGANS7/P30641 *' ' 

F-NT2RP3003377//PUTATIVE CUTICLE COLLAGEN F69Ga67/1.5e-05:102:37//CAENORHABDITIS ELE- 
GANS7/P34391 .,.*- . ]\i ' 

F-NT2RP3003384 ... ^ ' ' 

SO F-NT2RP3003385//SKD3 PROTEIN7/5. 1 0-83:21 0:69//MUS MUSCULUS (MOUSE)7/Q60649 

F-NT2RP3003403 , . 

F-NT2RP3003409//SOX-22 PROTEIN7/0.042:1 73:28//HOMO SAPIENS (HUMAN).//01 5370 
F-NT2RP3003411//PROBABLE E3 PROTEIN7/0.17:91 :31//B0ViNE PAPILLOMAVIRUS TYPE 27/P11300 
F-NT2RP3003427//HOLOTRICIN 3 PRECURSORy/0.012:36:41//HOLOTRICHIA DIOMPHALIA7/Q25055 
55 F-NT2RP3003433 

F-NT2RP3003464//HYPOTHETICAL57.5 KD PROTEIN IN VMA7rRPS25A INTERGENIC REGION 7/0.0042: 110: 

40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST),V/P532i4 

F-NT2RP3003490 
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F-NT2RP3003491//10 KD CHAPERONIN (PROTEIN CPN.10) (PRbTEIN GROES) (HEAT SHOCK 10 KD PRO- 
TEIN). 7/0.99:49 :34//LEPTOSP IRA INTERROGANS. //P35472 " ?*. 

F-NT2RP3003500//SCY1 PROTEINy/6.8e-14:192:26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P53009 .. ..^ 

5 F-NT2RP3003543//COLLAGEN ALPHA 5(IV) CHAIN PRECLiRSOR7/0.0026:175:30//HOMO SAPIENS (HU- 

MAN)y/P29400 :V/ 

F-NT2RP3003552//ANNEXIN VII (SYNEXIN) (FRAGMENT).//0.19:21 :47//BOS TAURUS (BOVINE).//P20072 
F-NT2RP3003555//HYPOTHETICAL 32.6 KD PROTEIN IN MET30-PIG2 INTERGENIC REG ION 7/7.36-27: 159: 
43//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P40529 
10 F-NT2RP3003564//RNA REPLICASE POLYPROTEIN (EC 2. 7:7:48). //1 .0:99:30//TURNIP YELLOW MOSAIC VI- 

RUS.//P10358 ' ' 

F-NT2RP3003572//PUTATIVE CUTICLE COLLAGEN F09G8.6.//0,33:128:32//CAENORHABDITIS ELEGANS.// 
P34391 

F-NT2RP3003576//!!!! ALU SUBFAMILY SX WARNING ENTFiYY!il//7.l'e-28:58:77//HOMO SAPIENS (HUMAN).// 
15 P39195 

F-NT2RP3003589//RAS-RELATED PROTEIN RAB-10.//5.4e-54:114:94//CANIS FAMILIARIS (DOG).//P24409 
F-NT2RP3003621//COAGULATION FACTOR XII PRECURSOR (EC 3.4.21.38) (HAGEMAN FACTOR) (HAF).// 
2.06-1 5:89:40//HOMO SAPIENS (HUMAN).//P00748 

F-NT2RP3003625//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.99:22:50//DROSOPHILA MELA- 
20 NOGASTER (FRUIT FLY).//Q01 645 

F-NT2RP3003656//HOMEOBOX PROTEIN 0TX3 (ZOTX3)7/0.30:111 :25//BRACHYDAN!0 RERIO (ZE- 
BRAFISH) (ZEBRA DAN IO).//Q90267 

F-NT2RP3003659//HYPOTHETICAL49.8KD PROTEIN IN:RPL14B-GPA1 INTERGENIC REGIONV/1 .1e-20:127: 
37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P38755 
25 F-NT2RP3003665//PENAEIDIN-3C PRECURSOR (P3-C).//0.34:52:34//PENAEUS VANNAMEI (PENOEID 

SHRIMP) (EUROPEAN WHITE SHRIMP).//P81060 ' r 

F-NT2RP3003672//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
TEIN) (12E7).//8.7e-15:146:42//HOMO SAPIENS (HUMAN)7/P;1.42p9 ' 

F-NT2RP3003680//HYPOTHETICAL 55.1 KD PROTEIN IN ■FABy-PES4 INTERGENIC REGIONy/4.3e-25:159: 
30 40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P43601 

F-NT2RP3003686//NONHiSTONE CHROMOSOMAL PROTEInV, HMG-17y/0.067:63:31//GALLUS GALLUS 
(CHICKEN)y/P02314 ''''' • 

F-NT2RP3003701//F-SPONDIN PRECURSORy/1 .86-1 3:1 93:27//RATTUS NORVEGICUS (RAT).//P35446 
F-NT2RP3003716//SLIT PROTEIN PRECURS0R.//1 .3e-12:lio:347/DROSOPHILA MELANOGASTER (FRUIT 
35 FLY).//P24014 -u^,: --i' • 

F-NT2RP3003726//INSERTION ELEMENT IS136 HYPOTHkYldAL 16.9 KD PROTEIN).//0.47:109:28//AGRO- 
BACTERIUM TUMEFACIENS.//P05680 / . ^ 

F-NT2RP3003746//HYPOTHETICAL 7.7 KD PROTEIN IN' FIXX 's'REGION (ORF1).//0.57:34:38//A2ORHIZO- 
BIUM CAULINODANS.//P26486 
40 F-NT2RP3003795//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//4.3e-1 0:40:90//HOMO SAPIENS (HUMAN).// 

P39195 

F-NT2RP3003799//MATING-TYPE PHEROMONE BBP1 (3)':, :PRECURSOR.//0.75:60:36//SCHIZOPHYLLUM 
COMMUNE (BRACKET FUNGUS).//P78744 

F-NT2RP3003800//PROTO-ONCOGENE TYROSINE-PRQTEIN KINASE SRC (EC 2.7.1 .112) (P60-SRC)y/4.2e- 
45 51 :72:95//GALLUS GALLUS (CHICKEN).//P00523 ' V ■ • 

F-NT2RP3003805//HYPOTHETICAL32.1 KD PROTEIN IN DBP7-GCN3 INTERGENIC REGION 7/0.00069:1 60: 
25//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36i21 

F-NT2RP3003809//COLLAGEN ALPHA 1 (III) CHAIN (FRAGMEI)jTS).//0.028:135:35//GALLUS GALLUS (CHICK- 
EN)7/P12105 r^H^yi^ • 

50 F-NT2RP3003819//C-HORDEIN (PCP387) (FRAGMENT) .//Sdp26^^^ VULGARE (BARLEY).// 

P06472 ::;{^tr^ ' • 

F-NT2RP3003825//PHOSPHATIDYLCHOLINE TRANSFER PROTEIN (PC-TP).//5.6e-20:174:31//BOS TAURUS 

(BOVINE).//P02720 . - [\ Vp' ' 

F-NT2RP3003828//ADENYLATE CYCLASE, TYPE V (EC 4.6.1.1 ). (ATP PYROPHOSPHATE- LYASE) (CA(2+)- 
55 INHIBITABLE ADENYLYL CYCLASE) 7/0.001 7:111 :38//CAN IS FAMILIAR IS (DOG).//P30803 

F-NT2RP3003831//ENDONUCLEASE G PRECURSOR (EC 3 J .30.-) (ENDO G).//1 .1 e-37:1 87:42//MUS MUSCU- 
LUS (MOUSE).//O08600 A t. 

F-NT2RP3003833//HYPOTHETICAL 6.4 KD PROTEIN IN INTE-PIN INTERGENIC REGION. //1 .0:38:39//ES- 
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CHERICHIA COLI.//P75979 
F-NT2RP3003842 

F-NT2RP3003846//RETINAL DEGENERATION B PROTEIN (PROBABLE CALCIUM TRANSPORTER RDGB).// 
0.61 :54:35//DROSOPHILA MELANOGASTER (FRUIT FLY)y/P43125 
5 F-NT2RP3003870//MALE SPECIFIC SPERM PROTEIN : MST84DB.//0.83:51 :37//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)y/Q01 643 : .e v. -r * v 

F-NT2RP3003876//PROTEIN TRANSPORT PROTEIN SEe2.7/0.boi7:151:27//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)y/P1 7065 

F-NT2RP3003914//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1.-) 
10 (DUGT)y/3.3e-23:76:64//DROSOPHILA MELANOGASTER ( FRUIT. FLY) .//Q09332 

F-NT2RP3003918/A/ESICLE-ASSOCIATED MEMBRANE RB0J;EIN/SYNAPT0BREVIN BINDING PROTEIN 
(VAP-33).//5.5e-45:127:69//APLYSIACALIFORNICA (CALIFORNIA SEA HARE)7/Q16943 
F-NT2RP3003932 

F-NT2RP3003989//PREPROTEIN TRANSLOCASE SECE SUBUNITy/0.96:46:32/n"HERMOTOGA MARITIMAy/ 
15 P35874 

F-NT2RP3003992//NUCLEAR LOCALIZATION SEQUENCE BINDING PROTEIN (P67).//0.0011 :170:26//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P27476 

F-NT2RP3004013//DOUBLE-STRANDED RNA-SPECIFIC EDITASE 1 (EC 3.5.-.-) (DSRNA ADENOSINE DEAM- 
INASE) (RNA EDITING ENZYME 1)7/3.68-21 :134:45//RATTUS NORVEGICUS (RAT).//P51400 
20 F-NT2RP3004016//HYPOTHETICAL24.1 KD PROTEIN IN LEf4-P33 INTERGENIC REGION.//0.00021 :64:40// 

AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACM NPV).//P4 1479 
F-NT2RP3004041//SPERM PROTAMINE P1 .//0.0028:43:46//ORNITHORHYNCHUS ANATINUS (DUCKBILL 
PLATYPUS)y/P35307 

F-NT2RP3004051//MICROBIAL COLLAGENASE PRECURS0R;(EC 3,4.24.3) (120 KD COLLAGENASE).// 
25 0.0079: 1 94:24//CLOSTRIDIUM PERFRINGENS.//P431 53' ::. 

F-NT2RP3004070//II!! ALU SUBFAMILY J WARNING ENTRY l!!!//3.4e-11 :51 :72//HOMO SAPIENS (HUMAN).// 
P39188 

F-NT2RP3004078//DNA BINDING PROTEIN RFX2y/2.7e-114;243:87//MUS MUSCULUS (MOUSE).//P48379 
F-NT2RP3004093//HYPOTHETICAL 32.3 KD PROTEIN IN RHSE-NARV INTERGENIC REGION (ORFB)y/8.0e- 
SO 13:11 1:41//ESCHERICHIACOLI.//P37757 ' ; 

F-NT2RP3004095//tn! ALU SUBFAMILY J WARNING ENTRY:r!!!//i;;5e-17:72:65//HOMO SAPIENS (HUMAN).// 
P39188 Tv V .;,. 

F-NT2RP3004110//III! ALU SUBFAMILY SX WARNING BmR^m{/i2l6e-^0:5^ :72//HOMO SAPIENS (HUMAN).// 
P39195 r V ' 

35 F-NT2RP3004125//ZINC FINGER PROTEIN 75.//1 .16-28:11 8:47//HOMO SAPIENS (HUMAN).//P51815 

F-NT2RP3004145//AEROLYSIN REGULATORY PROTEINy/0.6l2:45:33//AEROMONAS SOBRIAy/P09165 
F-NT2RP3004148//METALLOTHIONEIN-I (MT-1)y/0.055:18;50//CpLUMBA LIVIA (DOMESTIC PIGEON).// 
P15786 

F-NT2RP3004155//UBIQUINONE BIOSYNTHESIS PROTEIN C0Q7 H0M0L0G.//1 .76-82:1 78:89//RATTUS 
40 NORVEGICUS (RAT)y/Q6361 9 

F-NT2RP3004189/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1.//1.7e-11:215:24//PODOSPORA AN- 
SERINA.//Q00808 

F-NT2RP3004206//CROOKED NECK PROTEIN.//3.8e-101:24i:73//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P17886 

45 F-NT2RP3004207//CUTICLE COLLAGEN 12 PRECURSOR.//0.13:130:33//CAENORHABDITIS ELEGANS.// 

P20630 ' "^^ ■ • 

F-NT2RP3004209//UBIQUITINCARBOXYL-TERMINAL HYpR0LASE4 (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE' 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
TOUS NUCLEAR PROTEIN HOMOLOG).//6.5e-16:207:29y/HpMp SAPIENS (HUMAN).//Q13107 
50 F-NT2RP3004215//PROTEIN TRANSPORT PROTEIN SECeit dAMMA SUBUNIT.//1 .0:69:31//SACCHAROMY- 

CES CEREVISIAE (BAKER'S Y EAST) y/P35 179 ' * 

F-NT2RP3004242//HYPOTHETICAL 30.2 KD PROTEIN zk632.l'2':i'N- CHROMOSOME III.//1 .1e-64:191 :63// 
CAENORHABDITIS ELEGANS.//P34657 ; ' . ' 

F-NT2RP3004246//RING3 PROTEIN (KIAA9001 ). //0. 060:1 01 :28//HOm6 SAPIENS (HUMAN)y/P25440 
55 F-NT2RP3004253//COLLAGEN ALPHA 1 (1) CHAIN (FRAGMENtS)7/i(^l'e-07:1 84:35//B0S TAURUS (BOVINE).// 

P02453 

F-NT2RP3004258//SUPPRESSOR PROTEIN SRP40y/4.9e-08:98:39//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) y/P32583 . '\ 
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F-NT2RP3004262//DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HEAT SHOCK PROTEIN 40) (HSP40)y/1 .6e-63:210: 
61//H0M0 SAPIENS (HUMAN).//P25685 

F-NT2RP3004282//HYPOTHETICAL PROTEIN F44G4.1 IN CHROMOSOME II (FRAGMENT).//1 .66-29:177:38// 
CAENORHABDITIS ELEGANSy/P54073 : • 

5 F-NT2RP3004332//DNA-DIRECTED RNA POLYMERASEJ I LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 

MENT).//0.030:118:36//CRICETULUS GRISEUS (CHINESE yAMSTER).//P114U 
F-NT2RP3004334 r'\: ^^V ' 

F-NT2RP3004341//ALPHA-INTERNEXIN (ALPHA-INX).//0.9.1 :1l'0:26//MUS MUSCULUS (MOUSE).//P46660 
F-NT2RP3004348//HYPOTHETICAL 105.3 KD PROTEIN GOIGe^'s IN CHROMOSOME 1117/0.60:198:24// 
10 CAENORHABDITIS ELEGANS.//P46012 ; 

F-NT2RP3004349//!!!! ALU SUBFAMILY SP WARNING ENTRY l!!!//1 :0e-37:60:76//HOMO SAPIENS (HUMAN).// 
P39193 • •I''"-' • 

F-NT2RP3004378//HYPOTHETICAL 18.8 KD PROTEIN IN GNTR-GGJ INTERGENIC REGION (0162)7/0.0026: 
76:28//ESCHERICHIA COLI.//P46854 
15 F-NT2RP3004399//LEUCINE-RICH PRIMARY RESPONSE PROTEIN .1 (FOLLICLE-STIMULATING HORMONE 

PRIMARY RESPONSE P ROTE I N).//4.4e-1 09:21 2:96//HOMO SAPIENS (HUMAN).//Q92674 
F-NT2RP3004424//JTV-1 PROTEIN.//4.5e-18:60:70//HOMO SAPIENS (HUMAN).//Q13155 F-NT2RP3004428// 
METALLOTHIONEIN-A (MTA).//0.0010:36:47//STRONGYLOCENTROTUS PURPURATUS (PURPLE SEA UR- 
CHIN ).//P04734 

20 F-NT2RP3004451//MYOSIN IC HEAVY CHAIN.//0.00072:113:34//ACANTHAMOEBA CASTELLANII (AMOE- 

BA).//pio569 ' ' • ;. 

F-NT2RP3004454//VERPROLIN.//3.3e-07:156:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 
P37370 

F-NT2RP3004466//HYPOTHETICAL PROTEIN F-215.//0.00'13:-i25:32//HUMAN ADENOVIRUS TYPE 2.// 
25 P03291 

F-NT2RP3004470//HYPOTHETICAL 15.4 KD PROTEIN ^C16G^1 0^11 IN CHROMOSOME II L//1 .0:33:51// 
CAENORHABDITIS ELEGANS.//Q09254 

F-NT2RP3004472//GERM CELL-LESS PROTEIN.//7.3e-33:170:4p//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//Q01820 . ' 

30 F-NT2RP3004475//RHO-GAP HEMATOPOIETIC PROTEIN ClU-P1?5);(KIAA0131).//8.4e-54:214:46//HOMO SA- 

PIENS (HUMAN).//P981 71 - . " ' 

F-NT2RP3004480/A/ACUOLAR PROTEIN SORTING-ASSOCIATED. PROTEIN VPS35.//3.9e-47:199:49//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P34110 ; .r'V ^ .^ 

F-NT2RP3004490//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN).//0.001 3: 121:33// 
35 XENOPUSLAEVIS (AFRICAN CLAWED FR0G).//P1 7437 ' 

F-NT2RP3004498//HYPOTHETICAL 43.5 KD PROTEIN IN COtprKDUD INTERGENIC REGION PRECUR- 
SORy/0.066:87:35//BACILLUSSUBTILISy/P50840 ' " 

F-NT2RP3004503//IIM ALU SUBFAMILY SO WARNING ENTRY !l!l//2.0e-34:102:69//HOMO SAPIENS (HU- 
MAN)y/P39194 

40 F-NT2RP3004504//SUPPRESSOR PROTEIN SRP40.//0.64:93:34//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST)y/P32583 

F-NT2RP3004507//MOB1 PROTEIN (MPS1 BINDER 1).//2;2e-16:90:42//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST)y/P40484 \ \ .. 

F-NT2RP3004527 

45 F-NT2RP3004534//S-PHASE ENTRY CYCLIN 6.//0.38:148:22//SACCHAROMYCES CEREVISIAE (BAKER'S 

YEAST) y/P32943 ' ' ' •• 

F-NT2RP3004539//INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 1 PRECURSOR (IGFBP-1) (IBP-1) 
(IGF-BINDING PROTEIN 1)y/0.38:89:38//RATTUS N0RVEGICUS"(RAT).//P21743 

F-NT2RP3004544//CYTADHERENCE HIGH MOLECULAR WEIgIhT PROTEIN 2 (CYTADHERENCE ACCESSO- 
50 RY PROTEIN 2).//0.0024:200:24//MYCOPLASMA PNEUMbNlXi.'//P75471 

F-NT2RP3004566//GASTRULA ZINC FINGER PROTEIN XLCGH^IT-I (FRAGMENT)y/4.6e-25:126:43//XENO- 
PUS LAEVIS (AFRICAN CLAWED FR0G),//P1 871 3 - ' " ' 

F-NT2RP3004569//ANKYRINy/8.3e-07:150:28//MUS MUSCULUS, (MOUSE).//Q02357 

F-NT2RP3004572//TRANSCRIPTION INITIATION FACTOR TFIID'Vsb KD SUBUNIT (TAFII-150) (TAFII150).// 
55 1 .6e-70:247:54//DROSOPHILA MELANOGASTER (FRUIT FLY)y/Q24325 

F-NT2RP3004578//CENTROMERIC PROTEIN E (CENP-E PRQJEIN)y/1.5e-10:2lO:26//HOMO SAPIENS (HU- 
MAN)y/Q02224 .... 

F-NT2RP3004594//P54 PROTEIN PRECURSORy/0.0044:23b:24//EISITEROCOCCUS FAECIUM (STREPTO- 
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COCCUS FAECIUM)y/P13692 , ■ 

F-NT2RP3004617//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 REG EPTO R.//1 .5e-1 4:11 3:34//MUS 
MUSCULUS (MOUSE)y/P15533 ^ r. > 

F-NT2RP3004618//HYPOTHETICAL 115.4 KD PROTEIN Zk7:57.3 IN CHROMOSOME lll.//4.5e-08:149:30// 
5 CAENORHABDITIS ELEGANSy/P34681 . :V ; 

F-NT2RP3004669//ETHANOLAMINE KINASE (EC 2.7.1.82) (EASILY SHOCKED PR0TEIN).//1 .06-24:75:48// 
DROSOPHILA MELANOGASTER (FRUIT FLY)y/P54352 

F-NT2RP3004670//CUTICLE COLLAGEN 21/0.00090: 159:29//CAENORHABDITIS ELEGANSy/P17656 
F-NT2RP4000008//CHLORINE CHANNEL PROTEIN P64>/4.:0e-79:243:62//BOS TAURUS (BOVINE).//P35526 

10 F-NT2RP4000023 

F-NT2RP4000035//II1! ALU SUBFAMILY SO WARNING ENTRY !!!!//3.6e-06:46:67//HOMO SAPIENS (HUMAN).// 
P39194 : - 

F-NT2RP4000049//CALDESMON (CDM).//0.41 :63:34//GALLUS GALLUS (CHICKEN)y/P12957 
F-NT2RP4000051//DUALIN.//2.3e-23:1 95:37//GALLUS GALLUS (CHIC KEN). //Q90830 

IS F-NT2RP4000078//RING CANAL PROTEIN (KELCH P ROTE IN) y/1 .26-24:182:31 //DROSOPHILA MELA- 

NOGASTER (FRUIT FLY).//Q04652 

F-NT2RP4000102//XPAR7 PR0TEIN.//1 .0:54:33//BACILLUS LICHENIFORMIS.//Q99166 
F-NT2RP4000109//SLIT PROTEIN PRECURSORy/1.9e-60:230:46//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P24014 

20 F-NT2RP400011 1//CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 100 KD SUBUNIT (CPSF 100 

KD SUBUNIT).//1.4e-91 :157:100//BOS TAURUS (B0VINE).//Q1 05(58 

F-NT2RP4000129//5E5 ANTIGENy/0.00072:124:37//RATTUS NORVEGICUS (RAT).//Q63003 
F-NT2RP4000147//ZINC FINGER PROTEIN GCS1 y/1 .59726:11 9 :43//SAC^ CEREVISIAE (BAK- 

ER'S YE AST) y/P35 197 '''-f'^'^''^'"]. 
25 F-NT2RP4000150 j^'^^^i.^'J 

F-NT2RP4000151//HYPOTHETICAL 31.0 KD PROTEIN R1 0712 ' IN .CHROMOSOME lll.//4.2e-31 :180:47// 
CAENORHABDITIS ELEGANS .//P32740 r \ C-;^ 

F-NT2RP4000159//SPORE COAT PROTEIN SP96.//0.84:1 07:28//blCTYOSTELIUM DISCOIDEUM (SLIME 
MOLD) .//P1 4328 

30 F-NT2RP4000167//HYPOTHETICAL 98.1 KD PROTEIN IN S.PX1%GCR2 INTERGENIC REGIONy/2.4e-08:133: 

32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P46 164 

F-NT2RP4000185//TRANS-ACTING TRANSCRIPTIONAL PROTEIN TCPO (VMW118 PROTEIN).//5.4e-05:143: 
32//HERBES SIMPLEX VIRUS (TYPE 2 / STRAIN HG52)y/P28284'' • • . 

F-NT2RP4000210//PAIRED AMPHIPATHIC HELIX PROTEIN.//1.*8M0:258:35//SACCHAROMYCES CEREVI- 
35 SIAE (BAKER'S YEAST).//P22579 

F-NT2RP4000212//ATRIAL GLAND-SPECIFIC ANTIGEN pptECURSOR (AGS A).//1 .46-20:1 04:40//APLYSI A 
CALIFORNICA (CALIFORNIA SEA HARE).//P 15287 

F-NT2RP4000214//FERREDOXIN.//1.0:19:42//MOORELLA THERMOACETICA (CLOSTRIDIUM THERMOACE- 
T1CUM).//P00203 

40 F-NT2RP4000218//I!!! ALU SUBFAMILY J WARNING ENTRY niiZ/i .7e-15:48:60//HOMO SAPIENS (HUMAN).// 

P39188 

F-NT2RP4000243//DUALIN.//5.8e-78:1 92;70//GALLUS GALLUS .(CHIC KEN). //Q90830 

F-NT2RP4000246//NPC DERIVED PROLINE RICH PROTEIN 1 (NDPP-1 ).//3.1 6-83:207 :76//M US MUSCULUS 

(MousE).//Q03i 73 1/'/^:, ^ *; 

45 F-NT2RP4000259//GLUTATHIONE PEROXIDASE 2 (EC; iJilS ANNUUS 

(COMMON SUNFLOWER)./AD23968 ; Sh / . 

F-NT2RP4000263//ANNEXIN VII (SYNEXIN) (FRAGMENT) .^o:98;42:40//BOS TAURUS (BOVINE).//P20072 
F-NT2RP4000290//HYPOTHETICAL 116.5 KD PROTEIN C20G8.09C IN CHROMOSOME l.//3.5e-71 :209:66// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//P87jl5:; " ' 
50 F-NT2RP4000312//RAS SUPPRESSOR PROTEIN 1 (RSU-1 j (RSI^'^1 j=>ROTEIN) (RSP-1 ).//8. 96-22: 166 :37//HO- 

MO SAPIENS (HUMAN).//Q15404 , 

F-NT2RP4000321//VERPROLIN.//0.00018:260:28//SACCH/VRbMV(DES* CEREVISIAE (BAKER'S YEAST).// 

P37370 ■ A^^.... 

F-NT2RP4000323//ANTHOPLEUR1N B (TOXIN AP-B).//0.42:15:^t6//ANTHOPLEURA XANTHOGRAMMICA (Gl- 
55 ANT GREEN SEA ANEMONE).//P01 531 

F-NT2RP4000355//HYPOTHETICAL90.9 KD PROTEIN IN GCN20-'CMkl INTERGENIC REGION.//0.75: 125:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P43596 

F-NT2RP4000360//ACIDIC PROLINE-RICH PROTEIN PRECURSOR (CLONE PRP25) (FRAGMENT).//0.27:92: 
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33//RATTUS NORVEGICUS (RAT)y/P10164 ' . ^-j ' • 

F-NT2RP4000367//HYPOTHETICAL7.3 KD PROTEIN IN 100 KD PROTEIN REGION.//0.99:52:32//HUMAN AD- 
ENOVIRUS TYPE 4iy/P23691 

F-NT2RP4000370//MITOCHONDRIAL PEPTIDE CHAIN RELEASE FACTOR 1 PRECURSOR (MRF-1).//4.1e-40: 
5 163:52//HOMO SAPIENS (HUMAN).//O75570 

F-NT2RP4000376//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN '(PLAP).//4.2e-59:125:80//RATTUS NOR- 
VEGICUS (RAT).//P5431 9 

F-NT2RP4000381//NEUROFILAMENT TRIPLET H PROTEIN (200 KD NEUROFILAMENT PROTEIN) (NF-H).// 
0.00058:1 94:30//MUS MUSCULUS {M0USE)y/P1 9246 
10 F-NT2RP4000398//ZINC FINGER PROTEIN 184 (FRAGMENT).//1 .2e-45:153:39//HOMO SAPIENS (HUMAN)y/ 

Q99676 

F-NT2RP400041 5//HYP0THETICAL 1 1 8.4 KD PROTEIN IN BAT2-DAL5 INTERGENIC REGION PRECURSOPy/ 
0.00066:201 :27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) y/P471 79 

F-NT2RP4000417//PROCESSING ALPHA-1 .2-MANNOSIDASE (EC 3.2.1.-) (ALPHA-1.2-MANN0SIDASE 1B)y/ 
15 1 .8e-25:1 96:40//MUS MUSCULUS (MOUSE)y/P39098 

F-NT2RP4000424//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 .0e-15:72:61//HOMO SAPIENS (HUMAN)y/ 
P39195 

F-NT2RP4000448//II!! ALU SUBFAMILY SC WARNING ENTF^Y li!!//7.0e-23:63:82//HOMO SAPIENS (HUMAN).// 
P39192 

20 F-NT2RP4000449//REGULATORY PROTEIN SIR2 (SILENT; INFORMATION REGULATOR 2).//1 .3e-41 :1 02:45// 

KLUYVEROMYCES LACTIS (YEAST) .//P33294 

F-NT2RP4000455//HOMEOBOX PROTEIN SAX-1 (CHOX-3) (F"RAGMENT).//0.00014:92:30//GALLUS GALLUS 
(CHICKEN).//P19601 -j .* -i^.l.. 

F-NT2RP4000457//UBIQUITIN CARBOXYL-TERMINAL HYDROLAS'iV (EC 3.1 .2.15) (UBIQUITIN THIOLESTE- 
25 RASE 7) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 7) (DEUBIQUITINATING ENZYME 7) (HERPESVI- 

RUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE) //1 .0e-29:2 j8:38//HOMO SAPIENS (HUMAN)y/Q93009 
F-NT2RP4000480/ArRANSCRIPTIONAL REGULATORY PROf ElN-ALGP (ALGINATE REGULATORY PROTEIN 
ALGR3)y/0.049:117:29//PSEUDOMONAS AERUGINOSAy/Pl'5276 . 

F-NT2RP4000481//HYPOTHETICAL HELICASE C28H8,3 IN i CHROMOSOME 1 1 1. //2. 36-05:152:23// 
30 CAENORHABDITIS ELEGANSy/Q09475 - ^ v ' 

F-NT2RP4000498//MOB1 PROTEIN (MPS1 BINDER 1)y/2.3e-48;172:52//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P40484 

F-NT2RP4000500//HYPOTHETICAL 83.6 KD PROTEIN R05D3.2 IN CHROMOSOME III.//1 .36-23:165:35// 
CAENORHABDITIS ELEGANSy/P34535 
35 F-NT2RP4000515//PHOSPHODIESTERASE I (EC 3.1 .4.1) ; (5'-EX0NUCLEASE) (5'-NUCLE0TIDE PHOS- 

PHODIESTERASE) (FRAGMENT).//1.0:48:37//BOS TAURUS (80 VINE). //PI 5396 

F-NT2RP4000517//METALLOTHIONEIN-LIKE PROTEIN TYPE 2.//1 .0:41:36/A/ICIA FABA (BROAD BEAN)y/ 
041 657 

F-NT2RP4000518//ATP-DEPENDENT RNA HELICASE R0K^i.//1.1e-11 :93:36//SACCHAROMYCES CEREVI- 
40 SIAE (BAKER'S YEAST)y/P45818 / 

F-NT2RP4000519//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS)y/0.68:55:40//BOS TAURUS (BOVINE).// 
P25508 " ^ - 1^ ' 

F-NT2RP4000524//IGA FC RECEPTOR PRECURSOR (BETA/ANTiqiEN) (B ANTIGEN) y/0.37:187:24//STREP- 
TOCOCCUS AGALACTIAEy/P27951 ' ' ' ' ' . 

45 F-NT2RP4000528//NPL4 PROTEIN y/2.1e-45:305:36//SACCHARQMYCES CEREVISIAE (BAKER'S YEAST).// 

P33755 ' : ■ 

F-NT2RP4000541//HOMEOBOX PROTEIN CHOX-1 (FRAGMENT).//6:23:28:50//GALLUS GALLUS (CHICK- 
EN).//P13544 

F-NT2RP4000556//HYPOTHETICAL 34.1 KD PROTEIN C40f^l|4 IN CHROMOSOME lll.//4.3e-14:174:34// 
50 CAENORHABDITIS ELEGANSy/Q03574 ; T, 

F-NT2RP4000560//HYPOTHETICAL 68.7 KD PROTEIN ZK757:1 IN CHROMOSOME lll.//2.1e-1 9:1 55:36// 
CAENORHABDITIS ELEGANSy/P34679 

F-NT2RP4000588//HYPOTHETICAL PROTEIN E-115.//0.014:64:35//HUMAN ADENOVIRUS TYPE 2.//P03290 
F-NT2RP4000614//SPLICING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) 
55 (SPLICING COMPONENT, 35 KD) (PR264 PROTEIN).//2.7e-27:1 88:44//GALLUS GALLUS (CHICKEN). //P30352 

F-NT2RP4000638//EARLY NODULIN 55-1 PRECURSOR (N-55-1.) (FRAGMENT).//0,55:40:40//GLYClNE MAX 
{SOYBEAN).//Q05544 

F-NT2RP4000648//I!!! ALU SUBFAMILY J WARNING ENtRY'!l!!//l4e-06:31:74//HOMO SAPIENS (HUMAN).// 
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P39188 

F-NT2RP46000657//HYPOTHETICAL PROTEIN MJ1065y/2.5e-40:237:40//METHANOCOCCUS JANNAS- 

CHII.//Q58465 
F-NT2RP4000704 

5 F-NT2RP4000713//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556y/4.0G-07:134:40//STREP- 

TOMYCES FRADIAE.//P20186 

F-NT2RP4000724//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS: REVERSE TRANSCRIPTASE 

(EC 2.7.7.49); ENDONUCLEASE].//1.1e-62:109:88//HOMO SAPIENS (HUMAN)y/P10266 
F-NT2RP4000728//A-AGGLUTININ ATTACHMENT SUBUNIT PRECURSOR7/0.0033:190:25//SACCHAROMY- 
10 CES CEREVISIAE (BAKER'S YEAST)y/P32323 

F-NT2RP4000737//PTB-ASSOCIATED SPLICING FACTOR ,(PSF).//1 .08-05:1 14:34//HOMO SAPIENS (HU- 
MAN).//P23246 

F-NT2RP4000739//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) 7/1 .0:20 :50//AN AS PLATYRHYNCHOS 
(DOMESTIC DUCK).//P50655 

15 F-NT2RP4000781//HYPOTHETICA1 27.7 KD PROTEIN IN CPT1-SPC98 INTERGENIC REGION .//0. 00 13:67: 

31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P5391 5 

F-NT2RP4000787//POLLEN SPECIFIC PROTEIN SF3.//1 .3e-:13:79:39//HELIANTHUS ANNUUS (COMMON 
SUNFLOWER).//P29675 

F-NT2RP4000817//SUPPRESSOR PROTEIN SRP40y/1 .36-05:255:21 //SACCHAROMYCES CEREVISIAE 
20 (BAKER'S YEAST)y/P32583 

F-NT2RP4000833 ' ' ' * " r 

F-NT2RP4000837//MALE SPECIFIC SPERM PROTEIN MSTS4DBy/0.18:38:44//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY) y/Q01 643 

F-NT2RP4000839//TRANSCRIPTION INITIATION FACTOR TFIID 90 KD SUBUNIT (TAFII-90)y/0.026:38:44// 
25 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38t29 

F-NT2RP4000855//AMINOPEPTIDASE B (EC 3.4.11.6) (ARGINYL AMINOPEPTIDASE) (ARGININE AMI- 
NOPEPTIDASE) (CYTOSOL AMINOPEPTIDASE IV) (AP-B)y/2.8e-64:229:53//RATTUS NORVEGICUS (RAT).// 

009175 . 

F-NT2RP4000865//ZINC FINGER PROTEIN ZFP-36 (FRAGMENT).//3.6e-84:174:54//HOMO SAPIENS (HU- 
30 MAN).//P16415 . ....... 

F-NT2RP4000878//MYELOID UPREGULATED PROTEINy/8;2^-88:227:74//MUS MUSCULUS (MOUSE)y/ 
035682 ^ V 

F-NT2RP4000879//UBIQUITIN-ACTIVATING ENZYME El (A1S9 PROTEIN)y/9.1e-55:268:43//HOMO SAPIENS 
(HUMAN)y/P22314 

35 F-NT2RP4000907//BDNF/ NT-3 GROWTH FACTORS RECEPTOR PRECURSOR (EC 2.7.1 .112) (TRKB TYRO- 

SINE KINASE) (GP145-TRKB) (TRK-B)y/5.4e-10:220:25//HOMO SAPIENS (HUMAN).//Q1 6620 
F-NT2RP4000915//60S ACIDIC RIBOSOMAL PROTEIN P2 (FRAGMENT).//0.46:23:60//ARABIDOPSIS THAL- 
lANA (MOUSE-EAR CRESS).//P51407 ^ ; : ...... 

F-NT2RP4000918//METHYL-ACCEPTING CHEMOTAXIS PROTEIN tLPB.//0.00010:148:32//BACILLUS SUBTI- 
40 LIS.//P39217 

F-NT2RP4000925//FIBROMODULIN PRECURSOR (FM) (COLLAGEN-BINDING 59 KD PROTEIN)y/3.5e-27: 

220:36//HOMO SAPIENS (HUMAN)y/Q06828 ■ • ■ ; 

F-NT2RP4000927//TRANS-ACTING TRANSCRIPTIONAL PROTEIN iCPO (P135 PROTEIN) (lER 2.9/ER2.6)y/ 
0.64:75:37//BOVINE HERPESVIRUS P^PE 1 (STRAIN JURA)y/P29128 
45 F-NT2RP4000928//PHOSPHATIDATE CYTIDYLYLTRANSFERASE (EC 2.7.7.41) (CDP-DIGLYCERIDE SYN- 

THETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE)^ (CDP-DIACYLGLYCEROL SYNTHASE) (CDS) 
(CTP:PHOSPHATIDATE CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE).//3.1 e-1 04:263:66//HOMO SA- 
PIENS (HUMAN)y/Q92903 

F-NT2RP4000929//HYPOTHETICAL 22.2 KD PROTEIN IN NSR1-TIF4631 INTERGENIC REGlONy/0.93:107: 
50 28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53288' 

F-NT2RP4000955//PUTATIVE CUTICLE COLLAGEN F09G8.6y/2.0e-05:102:37//CAENORHABDITIS ELE- 
GANS.//P34391 • /' . 

F-NT2RP4000973//HYPOTHETICAL48.6 KD PROTEIN IN BET1-PAN1 INTERGENIC REG I ON .//2.3e-1 7:78:56// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P4056.4' 
55 F-NT2RP4000975//SALIVARY PROLINE-RICH PROTEIN PC (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 

MENT) .//0. 0041 :142:33//HOMO SAPIENS (HUMAN). //P1 01 62,V i j 

F-NT2RP4000979//HYPOTHETICAL 14.5 KD PROTEIN.//0.77:l 66:33/A/ACCINIA VIRUS (STRAIN COPENHA- 
GEN)7/P20517 ' 
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F-NT2RP4000984//HYPOTHETICAL 124.8 KD PROTEIN C29E4.4 IN CHROMOSOME 1 1 1. 7/0.90:94:25// 
CAENORHABDITIS ELEGANSy/P34343 

F-NT2RP4000989//ANTHOPLEURIN B (TOXIN AP-B).//0.76:41:41//ANTHOPLEURA XANTHOG RAM MICA (GI- 
ANT GREEN SEA ANEMONE).//P01 531 
5 F-NT2RP4000996//PROTEIN Q300.//0. 00024:41 :53//MUS MUSGULUS (MOUSE) .//Q02722 

F-NT2RP4000997//DNA-DIRECTED RNA POLYMERASE 1135 KD POLYPEPTIDE (EC 2.7.7.6) (RNA POLYMER- 
ASE I SUBUNIT2) (RPA135) (RNA POLYMERASE ! 127 KD SUBUNIT).//8.7e-11 5:261 :82//RATTUS NORVEGI- 
CUS (RAT).//054888 

F-NT2RP4a01004//EC PROTEIN HOMOLOG 2 (FRAGMENT).//0.50:61 :34//ARABlDOPSIS THALIANA 
10 (MOUSE-EAR CRESS).//Q42377 .' , 

F-NT2RP4001006//HYPOTHETICAL 43.5 KD PROTEIN .IN.COTD-KDUD INTERGENIC REGION PRECUR- 
SOR.//0.010:152:29//BACILLUSSUBTILISy/P50840 . " V ■ . 

F-NT2RP4001010//GLUCOAMYLASE S1/S2 PRECURSOR (EC .3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 
DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE)y/9.9e-05:i247:25//SACCHAROMYCES CEREVISIAE 
15 (BAKER'S YEAST).//P08640 ' V . 

F-NT2RP4001029//PROTEIN GRAINY-HEAD (DNA-BINDING;PROTEIN ELF-1) (ELEMENT l-BINDING ACTIV- 
ITY) (TRANSCRIPTION FACTOR NTF- 1 ).//1, 1 e- 14:1 75:3 1//DR0S0 PHI LA MELANOGASTER (FRUIT FLY).// 
P13002 

F-NT2RP4001041//PROBABLE LEUCYL-TRNA SYNTHETASE* (EC 6.1.1.4) (LEUCINE-TRNA LIGASE) 
20 (LEURS)y/1 .5e-74:272:55//CAENORHABDITIS ELEGANS.//Qp9996 

F-NT2RP4001057//HYPOTHETICAL 62.2 KD PROTEIN zk652.6 IN CHROMOSOME 1 1 1. //0. 0064: 76:38// 
CAENORHABDITIS ELEGANSy/P34664 

F-NT2RP4001 064//DUALIN.//2.5e-24:1 99:38//GALLUS GALLUS (CH1CKEN).//Q90830 

F-NT2RP4001078//TRANSCRIPTION INITIATION FACTOR TFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
25 (TAFII-130) (TAFII130).//0.11:139:38//HOMO SAPIENS (HUMAN).//O00268 

F-NT2RP4001079//CALCIUM-TRANSPORTING ATPASE 1 (EC 3.6.1 .38) (GOLGI CA2+-ATPASE)y/1 .5e-22:242: 
31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)7/P13586 

F-NT2RP4001080//POLYPYRIMIDINE TRACT-BINDING PROTEIN (PTB) (HETEROGENEOUS NUCLEAR Rl- 
BONUCLEOPROTEIN I) (HNRNP l)y/1 .7e-82:178:69//SUS SCROFA (PIG).//Q29099 
30 F-NT2RP4001086//LEUCINE-RICH ACIDIC NUCLEAR PROTEIN y/0.00039:1 41 :26//RATTUS NORVEGICUS 

{RAT).//P49911 

F-NT2RP4001095//DOUBLE-STRANDED RNA-SPECIFICtpiifASE i (EC 3.5.-.-) (DSRN A ADENOSINE DEAM- 
INASE) (RNA EDITING ENZYME 1).//9.9e-07:79:43//HOMO'sAPIENS (HUMAN).//P78563 
F-NT2RP4001100//HYPOTHETICAL 74.0 KD PROTEIN IN CAJ1-HQM3 INTERGENIC REGIONy/4.4e-1 6:207: 
35 35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//R4Qd32^-.;; . 

F-NT2RP4001117//PROTEIN TRANSPORT PROTEIN SECef 'ALPHA SUBUNITy/8.1e-115:224:99//RATTUS 
NORVEGICUS (RAT).//P38378 ■ . 

F-NT2RP4001122//TIPD PROTEIN://7.5e-11 :129:31//DICTY6STEl^iJM DISCOIDEUM (SLIME M0LD).//015736 
F-NT2RP4001126//TRICHOHYALINy/1 .4e-19:257:28//OVIS ARIES (SHEEP)y/P22793 
40 F-NT2RP4001138//PUTATIVE F420-DE PEN DENT NADP REDUCTASE (EC 1 .-.-.-)y/0.00010:204:25//METH- 

ANOCOCCUS JANNASCHII.//Q58896 ^; ' .i. 

F-NT2RP4001143//HYPOTHETICAL 52.9 KD PROTEIN IN SAP.155-YMR31 INTERGENIC REGION. //4.5e-34: 
168:44//SACCHAROMYCES CEREVISIAE (BAKER'S YEASTjy/P43616 

F-NT2RP4001148//SOF1 PROTEIN y/2.4e-41:158:41//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)^/ 
45 P33750 

F-NT2RP4001149//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185).//1 . 36-08:106:41 //VOLVOX CART- 

ERI.//P21997 . - - 

F-NT2RP4001150//NG-CAM RELATED CELL ADHESION .MoLfeULE PRECURSOR (NR-CAM) (BRAVO).// 
3.66-24:1 94:32//GALLUS GALLUS (CHICKEN). //P35331 
50 F-NT2RP4001159//MEROZOITE SURFACE ANTIGEN 2 PRECURSOR (MS A-2)y/0. 0056:1 17:25//PLASMODI- 

UM FALCIPARUM (ISOLATE K1 / THAILAND) .//Q03643 * 

F-NT2RP4001174//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT).// 
5.96-24:1 84 :34//BRASSICA OLERACEA (CAULIFLOWER)y/F^52178 

F-NT2RP4001206//MEROZOITE SURFACE ANTIGEN 2 PREC.UF^SOR (MSA-2).//0.0029:117:26//PLASMODI- 
55 UM FALCIPARUM (ISOLATE K1 / THAILAND). //Q03643 ' , • ' 

F-NT2RP4001207//CHROMOSOME SEGREGATION PROTEirii -CSEI .//1 .06-07:1 44:28//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST).//P33307 'l^^'MV^' 

F-NT2RP4001210//DERMORPHIN 1 PRECURSOR [CONTAINS:' DELTORPHIN (DERMENKEPHALIN); DER- 
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MORPHIN]y/0.019:130:30//PHYLLOMEDUSASAUVAGEI (SAUVAGE'S LEAF FROG).//P05422 
F-NT2RP4001213//ZINC FINGER PROTEIN 177.//3.2e-28:176:39//HOMO SAPIENS (HUMAN).//Q13360 
F'NT2RP4001219//DISULFIDE ISOMERASE MPD1 PRECURSOR (EC 5.3.4. 1)7/2.46-13:1 08:37//SACCHARO- 
MYCES GEREVISIAE (BAKER'S YEAST)y/ai 2404 
5 F-NT2RP4001228//RING CANAL PROTEIN (KELCH PROTEiN).//2.7e-56:242:40//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY).//Q04652 

F-NT2RP4001235//REGULATORY PROTEIN E2, //0. 0080 :100:38//HU MAN PAPILLOMAVIRUS TYPE 25.// 
P36787 

F-NT2RP4001256//CUTICLE COLLAGEN 1 7/0.014:1 04:3i//CAENORHABDITIS ELEGANS7/P08124 
10 F-NT2RP4001260//BACTERIOCIN MICROCIN 817 PRECURSOR (MCB1 7) 7/0.00077: 16 :68//ESCHERICHI A 

COLI7/P05834 

F-NT2RP4001274//HISTONE H1.M6.1 7/0.98 :65:35//TRYPANOSOM A CRU2I7/P40273 
F-NT2RP4001276//ELAV PROTEIN7/0.00054:134:33//DR6sOP^IILA.V|RILIS (FRUIT FLY)7/P23241 
F-NT2RP4001313//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
15 0.014:71 :35//NICOTIANA TABACUM (COMMON TOBACCO)7/P13983 

F-NT2RP4001315//VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS97/2.3e-12:190:27//SAC' 
CHAROMYCESCEREVISIAE (BAKER'S YEAST)7/P54787 ^ 

F-NT2RP4001336/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET-E-1 7/0.0037: 108:31//PODOSPORA AN- 
. SERINA.//Q00808 

20 F-NT2RP4001339//HYPOTHETICAL PROTEIN MJ08107/1 .2er09:150:34//METHANOCOCCUS JANNASCHII.// 

Q58220 

F-NT2RP4001343//HYPOTHETICAL 85.2 KD PROTEIN F52C9.3 IN CHROMOSOME 1 1 1. //1 .48-18:244:27// 
CAENORHABDITIS ELEGANS.//Q10123 

F-NT2RP4001345//PHOSPHATIDYLCHOLINE-STEROL ACYLTRANSFERASE PRECURSOR (EC 2.3.1.43) 
25 (LECITHIN-CHOLESTEROL ACYLTRANSFERASE) (PHOSPHOLIPID-CHOLESTEROL ACYLTRANSFERASE) 

(FRAGMENT)7/4.0e-49:212:50//GALLUS GALLUS (CHICKEN)7/P53760 

F-NT2RP4001351//INTRACELLULAR PROTEIN TRANSPORT PROTEIN USOl .//5.7e-11 :229:26//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST).//P25386 

F-NT2RP4001353//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSP-1 PROTEIN) (RSP-1 ) 7/0.00088 :84:28//HO- 
30 MO SAPIENS (HUMAN).//Q1 5404 '■. • 

F-NT2RP4001372//IRREGULAR CHIASM C- ROUGH EST PRiOJEIN PRECURSOR (IRREC PROTEIN)7/1.0e- 
22:222:30//DROSOPHILA MELANOGASTER (FRUIT FLY)-7/Q'08i:8b 

F-NT2RP4001373//OV-1 7 ANTIGEN PRECURSOR (IMMUNOpOMINANT HYPODERMAL ANTIGEN).//0.51 :92: 
26//ONCHOCERCA VOLVULUS7/P36991 ^ . • \ 

35 F-NT2RP4001375//NON-RECEPTOR TYROSINE KINASE SPQRElYSis A (EC 2.7.1.112) (TYROSINE- PRO- 

TEIN KINASE l).//3.5e-13:146:35//DICTYOSTELIUM DISCOIDEUM (SLIME M0LD).//P1 8160 
F-NT2RP4001379//HYPOTHETICAL 64.2 KD PROTEIN IN SLT2-PUt2 INTERGENIC REGI0N.//1.2e-1 4:207: 
28//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) 7/P38767 . 

F-NT2RP4001389//DNA-DIRECTED RNA P0LYMERASE .il LARGEST SUBUNIT (EC 2.7.7.6) (RPB1) (FRAG- 
40 MENT).//0.073:1 12:33//CRICETULUS GRISEUS (CHINESE HAMSfER)7/P11414 

F-NT2RP4001407//CENTROMERIC PROTEIN E (CENP-E PROTEIN).//0.0019:233:24//HOMO SAPIENS (HU- 
MAN) 7/Q02224 " •* ' '": 

F-NT2RP4001414//SEPTIN 2 HOMOLOG (FRAGMENT) .//6.2e-89:195:81//HOMO SAPIENS (HUMAN).//Q14141 
F-NT2RP4001433//ZINC FINGER PROTEIN 43 (ZINC PROTEIN HTF6)7/1 .5e-85:216:56//HOMO SAPIENS (HU- 
45 MAN)7/P28160 ■ r > 

F-NT2RP4001442//DNA-DIRECTED RNA POLYMERASE It LARGEST SUBUNIT (EC 2.7.7.6) (VERSION 1).// 
0.012:107:35//ARABIDOPSIS THALIANA (MOUSE-EAR CRESS)7/P18616 

F-NT2RP4001447//60S ACIDIC RIBOSOMAL PROTEIN P2'(ELi"2j7/0.0046:69:33//ARTEMIA SAUNA (BRINE 
SHRIMP).//P02399 

50 F-NT2RP4001474//CBP3 PROTEIN PRECURSOR7/0.0011:111^:29//SACCHAROMYCES CEREVISIAE (BAK- 

ER'S YEAST) 7/P2 1560 . ! , 

F-NT2RP4001483//2-OXOGLUTARATE DEHYDROGENASE ElfCOMPONENT PRECURSOR (EC 1.2.4.2) (AL- 
PHA-KETOGLUTARATE DEHYDROGENASE).//6.2e-60: 146:61^^^^^ SAPIENS (HUMAN).//Q02218 
F-NT2RP4001498//HYPOTHETICAL 72.5 KD PROTEIN C2F7.lb .lN CHROMOSOME I. //2.3e-24: 137:37// 
55 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q0976,t ''. ' 

F-NT2RP4001502//HYPOTHETICAL24.7 KD PROTEIN IN POM152-REC114 INTERGENIC REGION7/6.0e-22: 
148:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P'4p^06 

F-NT2RP4001507//CUTICLE COLLAGEN 407/0.00029:1 66:3.1 //pAENORHABDITIS ELEGANS.//P34804 
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F-NT2RP4001524//LACTOCOCCIN A IMMUNITY PROTEINy/0.74:96:30//LACTOCOCCUS LACTIS (SUBSP. 
LACTIS) (STREPTOCOCCUS LACTIS), AND LACTOCOCCUS LACTIS (SUBSP. CREMORIS) (STREPTOCOC- 
CUS CREMORIS).//Q00561 

F-NT2RP4001529//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT l-BINDING ACTIV- 
5 ITY) (TRANSCRIPTION FACTOR NTF-1).//2.8e-06:79:41//DRpSOPHILA MELANOGASTER (FRUIT FLY).// 

PI 3002 

F-NT2RP4001547//HYPOTHETICAL45.0 KD PROTEIN IN NOjT1^CDC39-HMR INTERGENIC REGION.//5.4e- 
34:88:46//SACCHAROMYCES CEREVISIAE (BAKER'S YEASTjV/P25656 

F-NT2RP4001551//CELL DIVISION CONTROL PROTEIN 687/1 .5e:18:243:30//SACCHAROMYCES CEREVI- 
10 SI AE (BAKER'S YEAST) y/P32558 - ' ' 

F-NT2RP4001555//PUTATIVE ENDONUCLEASE VIII (EC 3;2^:^)://0.Q0030:158;24//MYCOBACTERIUM TU- 
BERCULOSIS.//P96902 • ' ^ ' 

F-NT2RP4001567//IMPORTIN ALPHA-1 SUBUNIT (KARYOPHERIN ALPHA-1 SUBUNIT).//0.0001 3: 147:29// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG).//P52170 . 
15 F-NT2RP4001568//HYPOTHETICAL PROTEIN KIAA0041 (FRAGMENT) 7/8.06-22: 11 9:42//HOMO SAPIENS 

(HUMAN).//Q15057 

F-NT2RP4001571//NEUROMODULIN (AXONAL MEMBRANE PROTEIN GAP-43) (PP46) (B-50) (PROTEIN F1) 
(CALMODULIN-BINDING PROTEIN P-57).//0.012:167:28//BOS TAUFiUS (BOVINE).//P06836 
F-NT2RP4001574//COATOMER GAMMA SUBUNIT (GAMMA-COAT PROTEIN) (GAMMA-COP).//6.8e-1 15:208: 
20 98//BOS TAURUS (BOVINE) .//P53620 

F-NT2RP4001575//M-RELATED PROTEIN PRECURSOR.//0.22:184:25//STREPTOCOCCUS PYOGENES.// 
PI 6946 . . 

F-NT2RP40ai592//ISOLEUCYL-TRNA SYNTHETASE (EC 6,1.1.5) (ISOLEUCINE-TRNA LIGASE) (ILERS).// 
7.4e-45:229:39//SYNECHOCYSTIS SP. (STRAIN PCC 6863).//P73505 
25 F-NT2RP4001610//APOLIPOPROTEIN C-lll PRECURSOR (APO-CIM).//0.41 :74:28//SUS SCROFA (PIG).// 

P27917 . 

F-NT2RP4001614//BASIC PROLINE-RICH PEPTIDE P-E '(IB-9).//1 .0:29:37//HOMO SAPIENS (HUMAN).// 

P02811 ^ 

F-NT2RP4001634//MYOSIN HEAVY CHAIN, PERINATAL. SKELEtrA MUSCLE (FRAGMENT).//0. 16:233:23// 
30 R/VTTUS NORVEGICUS (R/Vr).//P04462 'r0"'^'- - 

F-NT2RP4001638//DNA REPAIR/TRANSCRIPTION PROf EiNrMEW8/34MS19y/4.2e-21 :249:30//SACCHARO- 

MYCES CEREVISIAE (BAKER'S YEAST) y/P40469 ; ]l >^ ; 

F-NT2RP4001644//MYOSIN LIGHT CHAIN KINASE (EC 2.7,1 rllVj'^^^^^^ 

DISCOIDEUM (SLIME MOLD).//P25323 7 . , : 

35 F-NT2RP4001656//HYPOTHETICAL 108.5 KD PROTEIN R06F6.2iN CHROMOSOME ll.//3.4e-1 3:1 75:32// 

CAENORHABDITIS ELEGANS 7/009600 Ir:: . . 

F-NT2RP4001 677//HYPOTHETICAL 73.6 KD PROTEIN CY49.21.//0.065:66:43//MYCOBACTERIUM TUBERCU- 
LOSIS 7/01 0690 V . .. V ,\ 

F-NT2RP4001679//II!! ALU SUBFAMILY SO WARNING, EN JRY^I I II//1 .3e-36:103:72//HOMO SAPIENS (HU- 
40 MAN).//P39194 , ]■ ' 

F-NT2RP4001696//PHOTOSYSTEM II REACTION CENTRE J P ROTE IN 7/0.93 :37:37//CH LOR ELLA VUL- 
GARIS. //P56338 

F-NT2RP4001725//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT//4.3e-11 : 128:32// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q1 0282 * 
45 F-NT2RP4001730//UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR (EC 2.4.1 .-) 

(DUGT)7/4.1e-22:201 :27//DROSOPHILA MELAN0GASTER'(FRUIT FLY)7/Q09332 

F-NT2RP4001739//HOMEOBOX PROTEIN HOX-AIO (H0X-1h!) (HOX-1.8) (PL)7/1 .0:67:34//HOMO SAPIENS 
(HUMAN)./^P31260 ' 

F-NT2RP4001753//2INC FINGER PROTEIN 10 (ZINC FINGER PROTEIN K0X1) (FRAGMENT). //1 .2e- 19:72:62// 
50 HOMO SAPIENS (HUMAN)7/P21506 ' jij^ ^. ^ - 

F-NT2RP4001760//BREAKPOINT CLUSTER REGION PR® eTN7/1 .86-1 3:1 79:28//HOMO SAPIENS (HU- 
MAN).//P11274 - 

F-NT2RP4001790//ZINC FINGER PROTEIN 38 (ZFP-38) (CTFIN51)-(f RANSCRIPTION FACTOR RU49).//7.9e- 
38:147:49//MUSMUSCULUS(MOUSE).//Q07231 ^1'.^' ^ 

55 F-NT2RP4001803//CUTICLE COLLAGEN 12 PRECURSOR./70 40:48 :39//CAENORHA^^ ELEGANS.// 

P20630 • ^^ : l-^ ^ 

F-NT2RP4001822//NOVEL ANTIGEN 2 (NAG-2).//2.7e-27:173:36/7HOMO SAPIENS (HUMAN).//014817 
F-NT2RP4001823//PUTATIVE CUTICLE COLLAGEN F09G8.67/3.3e-16:152:42//CAENORHABDITIS ELE- 



1699 



EP1 074 617 A2 . 

* *' 

GANS7/P34391 

F-NT2RP4001828//HOLINy/0.99:33:36//BACTERIOPHAGE HP1 .//P51727 

F-NT2RP4001 838//METASTAS IS- ASSOCIATED PROTEIN MTA J 7/1 .2e-07: 95:31 //HOMO SAPIENS (HUMAN).// 

013330 . ; 

5 F-NT2RP4001841//INTESTINAL MUCIN-LIKE PROTEIN: (MLP) .(FRAGMENT).//0.94:141:22//RATTUS NOR- 

VEGICUS (RAT)7/P98089 * ' .'Vv'iP' Tf - 

F-NT2RP4001849//SH3-BINDING PROTEIN 3BP-1.//5.6e:52:276:45//MUS MUSCULUS (MOUSE)y/P55194 
F-NT2RP4001861//HYPOTHETICAL 10.6 KD PROTEIN IN GALE-PEPT INTERGENIC REGION.//0.92:39:51// 
BACILLUS SUBTILIS.//P551 85 V^. • 

10 F-NT2RP4001889//HYPOTHETICAL BHLF1 PROTEIN. //0.32;97:31//EPSTEIN-BARR VIRUS (STRAIN B95-8) 

(HUMAN HERPESVIRUS 4).//P03181 /.\ 

F-NT2RP4001893//2-5A-DEPENDENT RIBONUCLEASE (Ep.sflia.r) (2-5A-DEPENDENT RNAASE) (RNASE 
L) (RIBONUCLEASE 4) (FRAGMENT).//3.6e-07:124:29//Muis MUSCULUS (MOUSE) 7/005921 
F-NT2RP4001896//HYPOTHETICAL 89.4 KD TRP-ASP REPEATS CONTAINING PROTEIN IN PMT6-PCT1 

15 INTERGENIC REGlON7/3.9e-10:210:28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P42935 

F-NT2RP4001901//ACROSIN PRECURSOR (EC 3.4.21 .10). //2.4e-07:53:45//ORYCTOLAGUS CUNICULUS 
(RABBIT).//P48038 

F-NT2RP4001 927//MICROTUBULE-ASSOCIATED PROTEIN YTM1 .//3. 1 e-1 9:1 70:32//SACCH AROMYCES 
CEREVISIAE (BAKER'S YEAST)7/Q1 2024 

20 F-NT2RP4001 938//ZINC FINGER PROTEIN MOK-27/1 .3e-28:72:50//MUS MUSCULUS (MOUSE) 7/P24399 

F-NT2RP4001946//PROTE1N-L-ISOASPARTATE O-METHYLTRANSFERASE (EC 2.1.1.77) (PROTEIN- BETA- 
ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN LMSOASPARP/L METHYLTRANSFERASE) (L-ISO- 
ASPARTYL PROTEIN CARBOXYL METHYLTRANSFERASE).//4.8e-14:l 83:30//TRITICUM AESTIVUM 
(WHEAT).//Q43209 ... 

25 F-NT2RP4001950//HYPOTHETICAL PROTEIN ORFO1377/3.7e-07:115:29//MUS MUSCULUS (MOUSE).// 

P1 1260 . ' , 

F-NT2RP4001953 , ^f! I 

F-NT2RP4001966//WALL-ASSOCIATED PROTEIN PRECUR^^^^ SUBTILIS.// 
Q07833 ;v?\'v 
30 F-NT2RP4001975//FIBRIL-FORMING COLLAGEN ALPHA •dHAIN7/0.00031 :190:31//RIFTIA PACHYPTILA 

(TUBE WORM)7/P30754 . ^ 

F-NT2RP4002018//RING CANAL PROTEIN (KELCH . P ROtfelN) .7/3.56-1 8:1 85:29//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY).//Q04652 , ; " v^' 

F-NT2RP40a2047//GTP-BINDING PROTEIN GUF1 (GTPAS E/ ' 60 F1).//4.0e-49:1 58 :65//SACCH AROMYCES 
35 CEREVISIAE (BAKER'S YEAST)7/P46943 . , - 

F-NT2RP4002052//HYPOTHETICAL 54.3 KD PROTEIN C23D3,03C IN CHROMOSOME 1.7/0.0047:148:27// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09844. 

F-NT2RP4002058//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-bEPENDENT RNA HELICASE F56D2.6.// 
0.057:66:30//CAENORHABDITIS ELEGANS.//Q20875 
40 F-NT2RP4002071/A/ERY HYPOTHETICAL 13.2 KD PROTEIN CY251 .09.//0.94:45:46//MYCOBACTERIUM TU- 

BERCULOSIS.//Q10888 

F-NT2RP4002075//TAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN).//0.44:36:38//HUMAN IMMU- 
NODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1).//P1B804^ .. 

F-NT2RP4002078//ZINC FINGER PROTEIN 91 (ZINC FINGER PROTEIN HTF10) (HPF7).//2.6e-19:46:76//HO- 
45 MO SAPIENS (HUMAN) .//Q05481 

F-NT2RP4002081//MHC CLASS II REGULATORY FACTOR R FX 1 (RFX) (ENHANCER FACTOR C) (EF-C).// 
2.86-05:1 96:31//HOMO SAPIENS (HUMAN).//P22670 

F-NT2RP4002083//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT).//0.0064:29:55//OWENIA FUSI- 
FORM IS.//P21 260 : -iv^ ^C'^ . 
50 F-NT2RP4002408//PROTEIN KINASE CEK1 (EC 2:7.ir-yii6^f^ 

POMBE (FISSION YEAST).//P38938 ■ V> A^.- ; • . 

F-NT2RP4002791//30S RIBOSOMAL PROTEIN S20y/1 .b':73:26//HELICOBACTER PYLORI (CAMPYLO- 
BACTER PYLORI).//P56027 ^' V 

F-NT2RP4002888//HYPOTHETICAL PROTEIN TP0352.//a.98:52:26//tF=iEPONEMA PALLIDUM.//083371 
55 F-NT2RP4002905//G2/MITOT1C-SPECIFIC CYCLIN S13-7 (BrUKE CYCLIN) ( FRAG MENT).//5. 98-05:1 38:27// 

GLYCINE MAX (SOYBEAN) 7/P2501 2 ' - ' 

F-NT2RP5003459//HOMEOBOX PROTEIN H0X-A3 (HOX-1 :5) (MO-10).//0.027:40:40//MUS MUSCULUS 
(MOUSE).//P02831 : ' 
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F-NT2RP5003461//HYPOTHETICAL PROTEIN C22F3.14C IN CHRdMOSOME I (FRAGMENT).//1.1e-12:142: 
35//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .)/Q09779 

F-NT2RP5003477/A/EGETATIBLE INCOMPATIBILITY PROTEIN HET.E:1 .//5.3e-13:215:28//PODOSPORA AN- 
SERINA.//Q00808 . ' 

5 F-NT2RP5003492//GLUCOAMYLASE S1/S2 PRECURSOR (EC:"3.2.1 .3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1.4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//0.0055:144:27//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P08640 • • r 

F-NT2RP5003500//PROLINE-RICH PROTEIN MP-2 PRECURSOR.//9.0e-05:103:38//MUS MUSCULUS 
(MOUSE).//P05142 ^ 
10 F-NT2RP5003506//MALESPEC1FICSPERM PROTEIN MST87F;//0.53:21:38//DROSOPHILAMELANOGASTER 

(FRUIT FLY) .//P081 75 , . 

F-NT2RP5003512//HYPOTHETICAL PROTEIN IN CYCB3'REGI0N PRECURSOR (0RF2) (FRAGMENT) 7/0.92: 
49:32//PARACOCCUS DENITRIFICANS.//P29969 ^ * - 

F-NT2RP5003522//NADPH-CYTOCHROME P450 REDUCTASE (EC 1.6.2.4) (C PR) 7/2.76- 18:1 65:39//PH AS E- 
15 OLUS AUREUS (MUNG BEAN) (VIGNARADIATA).//P3711 6 

F-NT2RP5003524//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS).//6.0e-08:125:41//RATTUS NORVEGICUS 
(RAT).//P02454 

F-NT2RP5003534//ATP SYNTHASE, SUBUNIT F (EC 3.6=1;.34)?//o:88:37:45//HALOBACTERIUM VOLCANII 
(HALOFERAX V0LCANII)./^Q48331 ; ' ^ . 

20 F-OVARC1000001//GAR22 PR0TEIN7/1 .9e-05:41 :58//HOm6.'SAJ^'|.ENS. (HUMAN) 7/099501 

F-OVARC1000004//70 KD EXOCYST COMPLEX PROTtelNl.//i7er08:186:25//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST)7/P1 9658 -''i^?-''. 

F-OVARC1000006//HISTONE H2A.1 .//4 Je-55:117:98//RATTUS (SlORVEGICUS (RAT)7/P02262 
F-0VARC1 00001 3//WD-REPEAT PROTEIN POP17/0.0b02i2;'t26:28^^^ POMBE 
25 (FISSION YEAST)7/P87060 V^;:'^ '^^"' • 

F-OVARC1000014//PROCOLLAGEN ALPHA 1(1) CHAIN PRECiJRSOR7/2.3e-05:220:30//GALLUS GALLUS 
(CH1CKEN).//P02457 : " / ;/ / . 

F-0VARC1 00001 7//CUTICLE COLLAGEN DPY-13.//2.6e-05:97:30//CAENORHABDITIS ELEGANS7/P17657 
F-OVARC 1000035 

30 F-OVARC 1000058//R AS-RELATED PROTEIN RABC7/0.00015:11 0:24//DICTYOSTELIUM DISCOIDEUM 

(SLIME MOLD) 7/P341 43 

F-0VARC1 000060//EXTRACELLULAR RIBONUCLEASE LE PRECURSOR (EC 3.1 .27.1 ) (RNASE LE)7/6.8e-09: 
60:45//LYCOPERSICON ESCULENTUM (TOMATO)7/P80022. : 

F-OVARC1000068//CYTOTOXIN 4 (CARDIOTOXIN V-ll-4).>/i .0:27:44y/NAJA MOSSAMBICA (MOZAMBIQUE 
35 COBRA).//P01452 

F-OVARC1000071//NUCLEAR TRANSPORT FACTOR 2 (NTF-2) (PLACENTAL PROTEIN 15) (PP1 5)7/5.28-06: 
115:29//HOMO SAPIENS (HUMAN), AND RATTUS NORVEGICUS (RAT)7/P13662 
F-0VARC1 000085 

F-OVARC1000087//HISTONE MACRO-H2A.1.//1.2e-13:174:26//RATTUS NORVEGICUS (RAT).//Q02874 
40 F-OVARC1000091//OCTAPEPTIDE-REPEAT PROTEIN T2;Mo.01*3:137:32//MUS MUSCULUS (MOUSE).// 

006666 ; 

F-0VARC1 000092//MITOCHONDRIAL RIBOSOMAL PROtETN'0//p.97:46:39//ACANTH AMOEBA CASTELLA- 
Nll (AMOEBA).//P46756 :f \ ■ 

F-OVARC1000106//HYPOTHETICAL 141 .5 KD PROTEIN IN YPt537RH02 INTERGENIC REGION.//0.0012:165: 
45 29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)-//F;5V935 ' 

F-0VARC1 0001 09//PROLINE RICH 33 KD EXTENSIN-RELATEd RROTEIN PRECURSOR (FRAGMENT)7/0.1 8: 
35:34//DAUCUS CAROTA (CARROT)7/P06600 ' i 

F-OVARC1000113//HYPOTHETICAL PROTEIN 01 8.//1.0:26:26//SWlNEPOX VIRUS (STRAIN KASZA) (SPV)7/ 
P32217 '.: 
50 F-OVARC1000114//MI! ALU SUBFAMILY SO WARNING ENTRY !i!!//3.6e-28:57:63//HOMO SAPIENS (HUMAN).// 

P39194 ' * 

F-OVARC 1000133 

F-0VARC1 0001 39//UBIQUmN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1 .2. 1 5) (UBIQUITIN THIOLESTE- 
RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE. 4) (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
55 TOUS NUCLEAR PROTEIN H0M0L0G)7/1 .9e-09:200:29//HOMO SAPIENS (HUMAN).//Q13107 

F-OVARC1000145//HOMEOBOX PROTEIN DLX-37/1 .0:65:30//BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA 
DANIO)7/Q01702 

F-OVARC1000148//HYPHALWALL PROTEIN 1 (CELL ELONGATION PROTEIN 2).//0.12:175:29//CANDIDA AL- 
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BICANS (YEAST) .//P46593 

F-OVARC1000151//HYPOTHETICAL PROTEIN KIAA01 61 •7/5.66-20:1 97:30//HOMO SAPIENS (HUMAN).// 

P50876 : ■ ' 

F-OVARC1000168//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//p.0p30:77:38//HOMO SAPIENS (HUMAN).// 
5 P391 88 

F-OVARC1000191//COLANIC ACID BIOSYNTHESIS PROTEIN wdAH.//0.95:56:35//ESCHERICHIA COLl.// 
P32056 ' ' ' "f ' 

F-OVARC10001 98//HISTONE HI .C2 7/0.96 :70:25//TRYPANOSOM A CRUZI.//P40268 

F-OVARC1000209//HYPOTHETICAL 20.9 KD PROTEIN IN PLB1-HXT2 INTERGENIC REGIONy/2.5e-33:178: 
10 44//SACCHAR0MYCES CEREVISIAE (BAKERS YEAST).//Q03677 

F-OVARC1000212//PROLINE-RICH PROTEIN MP-2 PRECURSOR7/1.7e-05:66:46//MUS MUSCULUS 
(MOUSE)7/P05142 ' • V- 

F-0VARC1 000240//!!!! ALU SUBFAMILY SP WARNING ENTPiY i!!!//V.8e:10:41 :78//HOMO SAPIENS (HUMAN).// 
P39193 

15 F-OVARC1000241//ENDOTHELIAL PAS DOMAIN PROTEIN r (EPAS-1) (HIF-1 ALPHA-LIKE FACTOR) (MHLF) 

(HIF-RELATED FACTOR) (H RF) 7/7.46-54:1 77: 54//M US MUSCULUS (MOUSE).//P97481 
F-OVARC1000288//HYPOTHETICAL 54.2 KD PROTEIN INERfPSrORCa INTERGENIC REGIONy/2.9e-20:115: 
45//SACCHAR0MYCES CEREVISIAE (BAKERS YEAST).//P;^8821 

F-OVARC1000302//CORTICOSTEROID-BINDING GLOBULIN PRECURSOR (CBG) (TRANSCORTIN) 7/1 .0:79: 
20 25//MUS MUSCULUS (MOUSE)7/Q06770 

F-OVARC1000304//PROTE1N MOV-t07/1.6e-79:181:83//MUS'MUSCpLUS (MOUSE).//P23249 

F-0VARC1 000309/yTHREONINE SYNTHASE (EC 4.2.99.2).//6.9e-36:156:42//ASHBYAGOSSYPII(EREMOTH- 

ECIUM GOSSYPII).//Q00063 f j 

F-OVARC1000321//HYPOTHETICAL 28.1 KD PROTEIN C4F8:p3 'iN CHROMOSOME I. //5.2e-45: 159:53// 
25 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//dl4179/ 

F-OVARC1000326//BASIC PROLINE-RICH PEPTIDE IB-1 .//0.036:67:35//HOMO SAPIENS (HUMAN)y/P04281 
F-OVARC1000335//HYPOTHETICAL39.3 KD PROTEIN IN GCN4-WBP1 INTERGENIC REGI0N7/1 .2e-1 6:200: 
27//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P46b04 " 

F-OVARC1000347//HYPOTHETICAL 7.6 KD PROTEIN YCF337/0.69:41 :43//CYANOPHORA PARADOXA.// 
30 P48273 

F-OVARC1000384//ANTIFREEZE PEPTIDE 4 PRECURSOR.//0.98:49:34//PSEUDOPLEURONECTA AMERI- 
CANUS (WINTER FLOUNDER) .//P02734 ^ < 

F-OVARC1000408//INTEGUMENTARY MUCIN C.1 (FIM-C.1):(FRAGMENT).//8.1e-05:115:33//XENOPUS LAE- 
VIS (AFRICAN CLAWED FROG).//Q05049 ^ ' v 

35 F-OVARC1000411//DYNACTIN. 150 KD ISOFORM (150 KD DYNEIN-ASSOCIATED POLYPEPTIDE) (DP-150) 

(DAP-150) (P150-GLUED).//0.00076:100:29//RATTUS NORVEGICUS (RAT).//P28023 

F-0VARC1 00041 4//HYP0THETICAL 7.0 KD PROTEIN IN BLTR^SPOIIIC INTERGENIC REG I ON. //1 .0:46:34// 
BACILLUS SUBTIUS.//P54431 .• ■ 1. 

F-0VARC1 000420//COLLAGEN ALPHA 2(VIII) CHAIN (ENDbir'HELIAL COLLAGEN) (FRAGMENT) 7/0.0028:97: 
40 37//HOMO SAPIENS (HUMAN) 7/P25067 '. . j., : 

F-OVARC1000427//HYPOTHETICAL 13.9 KD PROTEIN IN RRFA^SPOIIR INTERGENIC REGION. //0.70:21:47// 
BACILLUS SUBTILIS.//P391 50 

F-OVARC 1000431 'f - ^ .''^ 

F-0VARC1 000437//TENSIN.//9.2e-42:1 95:52//GALLUS GALLUS (CHICKEN)7/Q04205 
45 F-OVARC1000440//PINCH PROTEIN (PARTICULARY INJERESTING. NEW CYS-HIS PR0TEIN).//3.4e-31:37: 

97//H0M0 SAPIENS (HUMAN).//P48059 f V T ■'' 

F-OVARC 1000442 

F-OVARC1000443//CUTICLE COLLAGEN 2C (FRAGMENT),//0.0q56:^163:34//HAEMONCHUS CONTORTUS.// 
PI 6252 • 
50 F-OVARC1000461//FIXU PROTEIN.//0.36:36:44//RHIZOBIUM % LfeOUMINOSARUM (BIOVAR TRIFOLII).// 

P42710 

F-OVARC1000465//PROTEIN TRANSPORT PROTEIN SEC7.//2.4e-14:222:26//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) 7/P 11 075 

F-0VARC1 000466//!!!! ALU SUBFAMILYSC WARNING ENTRY !!l!//2.3e-08:29:93//HOMO SAPIENS (HUMAN)7/ 
55 P39192 A ; , . 

F-OVARC1000473//DUAL SPECIFICITY PROTEIN PHOSPHATASE 7 (EC 3,1 .3.48) (EC 3.1 .3.16) (DUAL SPE- 
CIFICITY PROTEIN PHOSPHATASE MKP-X) (FRAGMENT).//2.8e-06:96:36//RATTUS NORVEGICUS (RAT).// 
Q63340 ■ 1^;^' 
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F-OVARC1000479//PHOTOSYSTEM I REACTION CENTRE ;SUBUNIT X (PSI-K)y/0.99:48:37//CYANIDIUM 
CALDARIUM (GALDIERIA SULPHURARIA).//P31567 F-0VARC1 000486 

F-0VARC1 000496//HYPOTHETICAL PROTEIN MJ121 37/1 .0:62:32//METHANOCOCCUS JANNASCHII.// 
05861 0 : 
5 F-OVARC1000520//MEROZOITE SURFACE PROTEIN CMZ:8 .(FRAGMENT).//0.0011 :66:40//EIMERIA ACER- 

VUUNAy/P09125 

F-OVARC1000526//PROTEIN 03007/1 .2e-05:51 :43//MUS MUSCULUS (MOUSE) 7/Q02722 
F-OVARC1000533//NEURONAL PROTEIN 3.1 (P311 PROTEIN)7/0.74:43:41//HOMO SAPIENS (HUMAN)7/ 
Q16612 

10 F-OVARG1000543//POLYPEPTIDE N-ACETYLGALAGTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 

UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC:POLYPEPTIDE. N- ACETYLGALACTOS- 
AMINYLTRANSFERASE) (GALNAC-T1)7/2.3e-23:192:35//HbMO SAPIENS (HUM AN) 7/01 0472 
F-0VARC1 000556 

F-OVARC1000557//I!!! ALU SUBFAMILY J WARNING ENTRY' !!! !//1 .6e-08:80:47//HOMO SAPIENS (HUMAN)7/ 
15 P39188 

F-OVARC1000564/A/PX PROTEIN (X ORF PROTEIN) (VIRAL ACCESSORY PROTEIN)7/0.45:32:50//HUMAN 
IMMUNODEFICIENCY VIRUS TYPE 2 (ISOLATE D194) (HIV-2)7/Pl7760 
F-OVARC 1000573 . 

F-OVARC1000576//BETA-DEFENSIN 1 (BNDB-1 ) 7/0.47:29:41 //BOS tAURUS (BOVINE)7/P46159 
20 F-0VARC1 000578//COLLAGEN ALPHA 1 (II) CHAIN (FRAGMENTS) j'/0.023:96:36//BOS TAURUS (B0VINE)7/ 

P02459 

F-OVARC1000588//MITOCHONDRIAL 60S RIBOSOMAL PROTEIN . L37/0.75:57:29//HOMO SAPIENS (HU- 

MAN)7/P09001 C^J^^r-^^'y- 

F-OVARC1000605//AUTOLYSIN PRECURSOR (EC 3.4.24.38)*(GiAMETE LYTIC ENZYME) (GLE)7/0.91: 134:28// 
25 CHLAMYDOMONASREINHARDTII7/P31178 v - 

F-OVARC1000622//II!! ALU SUBFAMILY SB WARNING ENTRY !!!!//2;6e-36:100:80//HOMO SAPIENS (HU- 
MAN)7/P39189 

F-0VARC1 000640//HYPOTHETICAL 8.5 KD PROTEIN YCF40 (ORF73)7/0.96:34:38//ODONTELLA SINENSIS.// 
P49535 

30 F-OVARC1000649//ANTHER-SPECIFIC PROTEIN SF18 PRECURSOR (FRAGMENT).//0.0036:64:37//HELIAN- 

THUS ANNUUS (COMMON SUNFLOWER)y/P22357 

F-OVARC1000661//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENTS)7/0.21:53:47//RATTUS NORVEGICUS 
(RAT).//P02466 

F-OVARC1000678//BACTERIOCINMICROCINB1 7 PRECURSOR (MCB1 7)7/1 .0:1 7:58//ESCHERICHIACOU7/ 

35 P05834 . 

F-OVARC1000679//DNA-DIRECTED RNA POLYMERASE OMEGA CHAIN (EC 2.7.7.6) (TRANSCRIPTASE 
OMEGA CHAIN) (RNA POLYMERASE OMEGA SUBUNI*l^7/g.096:67:29//ESCHERICHIA COLI.//P08374 
F-OVARC1000681//PROTEIN 03007/0.72:1 6:43//MUS MUSjGULUS (MOUSE).//Q02722 
F-0VARC1 000682//PROCESSING ALPHA-1 .2-MANN0SID/\SE (EC 3.2.1 .-) (ALPHA-1 ,2-MANNOSIDASE 1 B)7/ 

40 7.66-70:1 02:99//MUS MUSCULUS (MOUSE)7/P39098 , \ 

F-OVARC1000689//CADMIUM-METALLOTHIONEIN (CD-Mf),//0.b32:30:40//HELIX POMATIA (ROMAN SNAIL) 
(EDIBLE SNAIL).//P33187 ' f V ' 

F-0VARC1 000700//BRAIN NEURON CYTOPLASMIC PROTEjl^ 27/0.1 7:60:40//RATTUS NORVEGICUS (RAT).// 
P02684 *'r'^''4- V* 

45 F-OVARC1000703//BASIC PROLINE-RICH PEPTIDE P-E:(IB':9)v)o.57:42:42//HOMO SAPIENS (HUMAN).// 

P02811 ' ^ . 

F-OVARC1000722//N-ACETYLLACTOSAMINE SYNTHASE- :(EC, 2,4.1 90) (N-ACETYLGLUCOSAMINE (BETA 
1->4)GALACT0SYLTRANSFERASE) (EC 2.4.1.38) (LACTOSE SYNTHASE A PROTEIN (EC 2.4.1.22)) (GA- 
LACTOSYLTRANSFERASE) (GT).//1 .1 e-20:44:70//BOS TAURUS (BOVINE).//P08037 
50 F-OVARC1000730//HYPOTHETICAL 83.8 KD PROTEIN C27F2.7 IN CHROMOSOME lll.//5.2e-29:224:36// 

CAENORHABDITIS ELEGANS.//Q18262 

F-0VARC1 000746//MATERNAL EFFECT PROTEIN STAUFEN.//6.2e-12:78:48//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/P251 59 • * . ■ 

F-0VARC1 000769 ' ' ' 

55 F-0VARC1 000771//RAS-RELATED PROTEIN RAB-2.//1 .1 e-46:1 21 :79//HOMO SAPIENS (HUMAN), AND CANIS 

FAMILIARIS (DOG).//P08886 

F-OVARC1000781//HOMEOBOX PROTEIN GBX-2 (GASTPtULATION AND BRAIN-SPECIFIC HOMEOBOX 
PROTEIN 2)7/0.81 :36:52//HOMO SAPIENS (HUMAN)7/P52951 ' 
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F-OVARC1000787//40S RIBOSOMAL PROTEIN S14 (FRAGMENT).//0.96:37:48//SUS SCROFA (PIG)7/Q29303 
F-OVARC1000800//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//2.5e-31:47:82//HOMO SAPIENS (HUMAN).// 
P39189 

F-OVARC1000802//HYPOTHETICAL 8.8 KD PROTEIN 80302.2 IN CHROMOSOME X.//0. 16:55:40// 
5 CAENORHABDITIS E L EG ANS.//Q 10926 

F-OVARC1000834//SERINE/THREONINE-PROTEIN KINASE PAK-ALPHA (EC 2.7.1.-) (P68-PAK) (P21- ACTI- 
VATED KINASE) (ALPHA-PAK) (PROTEIN KINASE MUK2).//0.87:140:31//RATTUS NORVEGICUS (RAT).// 
P35465 

F-OVARC1000846//NUCLEOLIN (PROTEIN C23).//7.0e-07:i09:30//MESOCRICETUS AURATUS (GOLDEN 
10 HAMSTER)y/P08199 

F-OVARC1000850//HYPOTHETICAL 56.2 KD PROTEIN IN ERG8-UBP8 INTERGENIC REGIONy/6.9e-09:180: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q04991 

F-OVARC1000862//UBIQUITiN-CONJUGATING ENZYME E2-17.5 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN)y/0.0020:7i:28//SACCrtAROMYCES CEREVISIAE (BAKER'S 
IS YEAST)y/P52490 

F-OVARC1000876//MOB1 PROTEIN (MPS1 BINDER 1).//9.8e-39:154:55//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P40484 — . . 

F-OVARC1000883//METALLOTHIONEIN-I.//0.87:38:36//CANDIDA GLABRATA (YEAST) (TORULOPSIS GLA- 
BRATA)y/P15113 

20 F-OVARC1000885//OXIDOREDUCTASE UCPA (EC 1 .-.-.-)y/2.8e-18:170:34//ESCHERICHIA COLiy/P37440 

F-OVARC1000886//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENt).//0.00033:60:45//BOS TAURUS (BOVINE)y/ 
P02465 

F-OVARC1000890//PROBABLE E5 PROTEINy/0.92:7:71//HUMAN 'PAPILLOMAVIRUS TYPE 70y/P50774 
F-OVARC1000891//HYPOTHETICAL 8.3 KD PROTEIN (0RF5)y/i .6:36:36//PARAMECIUM TETRAURELIA.// 
25 PI 5606 ■ ■ -. 

F-OVARC1000897//HYPOTHETICAL 6.1 KD PROTEIN PRECURSOR (ORF87)y/1 .0:34:44//ORGYIA PSEU- 
DOTSUGATA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV).//0 10337 

F-0VARC1 00091 2//PUTATIVE CUTICLE COLLAGEN C09G'5.4.//4.0e-07:98:35//CAENORHABDITIS ELE- 
GANS.//Q09455 

30 F-0VARC1 00091 5//HYP0THETICAL PROTEIN KIAA0288 (HA61T6).//1.7e-47:115:76//HOMO SAPIENS (HU- 

MAN)y/P56524 

F-OVARC1000924//CYTOCHROME B (EC 1.10.2.2) (FRAGMENT) .//0.99:54:24//BOA CONSTRICTOR (BOA).// 
P92848 ^ 

F-OVARC1000936//HYPOTHETICAL 7.5 KD PROTEIN IN INAA-GLPQ INTERGENIC REGIONy/1 .0:48:33//ES- 
35 CHERICHIA COLI.//P45505 .i 

F-OVARC1000937//PROCOLLAGEN ALPHA 1(1) CHAIN>RECLlRS0R.//1 .0:1 35:31 //HOMO SAPIENS (HU- 

MAN)y/P02452 , . ; ■:• 

F-OVARC1000945//EARLY E1A 11 KD PROTEIN.//0.087:8V:24/^MOUSE ADENOVIRUS TYPE 1 (MAV-1).// 

PI 2533 -.V \ 

40 F-0VARC1 000948 

F-OVARC1000959//HYPOTHETICAL PROTEIN MJ0933.//p.9?:67::28//METHANOCOCCUS JANNASCHII.// 

Q58343 • '?-;^V"\V.'/ 

F-OVARC1000960//MI! ALU SUBFAMILY SP WARNING ENTRY' !!!!//i ie-32:56:75//HOMO SAPIENS (HUMAN).// 
P39193 

45 F-OVARC1000964//MAMBIN (GLYCOPROTEIN I IB-IIA ANTAGONIST) (PLATELET AGGREGATION INHIBITOR) 

(DENDROASPIN)y/1.0:30:36//DENDROASPIS JAM ESON I KAIMOSAE (EASTERN JAMESON'S MAMBA).// 
P28375 

F-OVARC 1000971 

F-OVARC1000984//HYPOTHETICAL 52.3 KD PROTEIN IN MRPL10-ERG24 INTERGENIC REGION PRECUR- 
50 SOR.//0.093:36:47//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53832 

F-OVARC1000996//MO25 PROTEIN.//1.9e-39:80:95//MUS MUSCULUS (MOUSE).//Q06138 
F-OVARC1000999//BRAIN-SPECIFICHOMEOBDX/POUDdM/ViN PROTEIN 1 (BRN-1 PROTEIN) y/0.00020:50: 
40//HOMO SAPIENS (HUMAN).//P20264 

F-OVARCI 001000//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 .4e-1 6:43:90//HOMO SAPIENS (HUMAN).// 
55 P39195 ^S': 

F-OVARCI 001 004//M ALE SPECIFIC SPERM PROTEIN' MST84DAy/0.95:33:42//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q01 642 ■ 

F-OVARCI 001 01 0//HYPOTHETICAL PROTEIN MJ0926.//b.56:71:23//METHANOCOCCUS JANNASCHII.// 
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Q58336 ■ ' 

F-OVARC1001011//CORTISTATIN PRECURSORy/0.81:45:37//RATTUS NORVEGICUS (RAT).//Q62949 
F-OVARC1001032//FERREDOXIN LIKE PROTEIN7/1.0:26:46//RHIZOBIUM LEGUMINOSARUM (BIOVAR PHA- 
SEOLI).//Q05561 

5 F-OVARC1001034//METALLOTHIONEIN-IG (MT-1G).//0.14:9:77//HOMO SAPIENS (HUMAN).//P13640 

F-OVARC1001038//NUCLEOLIN (PROTEIN C23)7/3.2e-07:36:80//HOMO SAPIENS (H UM AN), //P 19338 
F-OVARC1001040//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//! .5e-18:45:60//HOMO SAPIENS (HUMAN).// 
P39194 

F-0VARC1 001044//BIS(5'-NUCLEOSYL)-TETRAPHOSPHATASE (SYMMETRICAL) (EC 3.6.1 .41 ) (DIADENOS- 
10 INETETRAPHOSPHATASE).//0.88:43:39//ESCHERICH1A.CGLI.//P.05637 

F-OVARC1001051//SERINE PROTEINASE STUBBLE (EC 3,4.21 :-) (STUBBLE-STUBBLOID PROTEIN).//0.34: 
117:25//DROSOPHILA MELANOGASTER (FRUIT FLY).//Q05319 

F-OVARC1001055//PRE-B CELL ENHANCING FACTOR PRECURSORy/1 .6e-33:43:97//HOMO SAPIENS (HU- 
MAN)7/P43490 
15 F-OVARC1001062 

F-OVARC1001065//METHIONYL-TRNA SYNTHETASE (EC, 6.1.1.10) (METHIONINE--TRNA LIGASE) 
(METRS)y/0.79:76:39//BORRELIA BURGDORFERI (LYME DISEASE SPIROCHETE)y/Q44951 
F-OVARC1001068//GTP-BINDING PROTEIN ERA HOMOLOG (FRAGMENT).//5.3e-15:100:44//BRADYRHIZO- 
BIUM JAPONICUM.//069162 

20 F-OVARC1001072//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//0.p076:41:56//HOMO SAPIENS (HUMAN).// 

P39188 T . • ' 

F-OVARC1001074//60S RIBOSOMAL PROTEIN L38y/1 .0:32:40//LYCOPERSICON ESCULENTUM (TOMATO)y/ 
P46291 

F-OVARC1001085//HYPOTHETICAL 126.5 KD PROTEIN C13F4.06 IN CHROMOSOME 17/0.73:135:25// 
25 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q1 0197 

F-0VARC1 001 092//HYPOTHETICAL 51.2 KD PROTEIN IN PET54-DIE2 INTERGENIC REGION.//5.6e-05:30: 
56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P50p79 

F-OVARC1001107//SHK1 KINASE-BINDING PROTEIN 1 y/1.8e-68':'52:51//SCHIZOSACCHAROMYCES POMBE 
(FISSION YEAST).//P78963 

30 F-OVARC1001113//DIAPHANOUS P ROTEIN. //1 .99-33:21 8;35//DRO SOPH ILA MELANOGASTER (FRUIT 

FL>').//P48608 

F-OVARC1001117//GENE 7 PROTEIN7/0.68:12:50//SPIROPLA^MA VIRUS 4 (SPV4)7/P11339 

F-OVARC1001118 'f-^::'-"'" 

F-OVARC1001129//30S RIBOSOMAL PROTEIN S17.//0.15:57:22//AQUIFEX AEOLICUS.//066439 
35 F-0VARC1 001 1 54//GRANULINS PRECURSOR (ACR0G'RANiN).//2.3e-95:99:77//MUS MUSCULUS 

(MOUSE).//P28798 

F-OVARC1001161//GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT7/0.17:87:34//ARABIDOPSIS 
THALIANA (MOUSE-EAR CRESS)7/P491 77 , v 

F-OVARC1001162 • ' -J. ^. ■ 

40 F-OVARC1001167//rRBD PROTEIN7/0.92:24:45//ESCHERICHIA C;6lI.//P41070 

F-OVARC1001169//FRUCTOSE-1,6-BISPHOSPHATASE (EC. 3.i;3.11) (D-FRUCTOSE-1 .6-BISPHOSPHATE 
1-PHOSPHOHYDROLASE) (FBPASE) (FRAGMENT)y/0.82:35:40//MUS MUSCULUS (MOUSE)y/P97323 
F-OVARC1001170//PROLINE-RICH PEPTIDE P-B.//0.17:27:37//HOMO SAPIENS {HUMAN).//P02814 
F.OVARC1001171//!!!! ALU SUBFAMILY J WARNING ENTRY I !ll//b. 00023:28 :75//HOMO SAPIENS (HUMAN).// 

45 P39188 

F-OVARC1001173 

F-OVARC1001176//HYPOTHETICAL BHLF1 PROTEIN.//2.7erp5:158:31//EPSTEIN-BARR VIRUS (STRAIN 
B95-8) (HUMAN HERPESVIRUS 4)y/P031 81 ; ^ ; - ^ 

F-OVARC1001180//UBIQUITIN-LIKE PROTEIN DSK2.//1 .4e- 12:208 :25//SACCHAROMYCES CEREVISIAE 
50 (BAKER'S YEAST).//P4851 0 

F-OVARC1001188//HYPOTHETICAL 27.8 KD PROTEIN JN VMA7-RPS25A INTERGENIC REGION.//3.3e-31 : 
129:51//SACCHAROMYCES CEREVISIAE (BAKER'S YEAStj7/P532 15 

F-0VARC1 001 200//HYPOTHETICAL 49.0 KD PROTEIN IN NSP1rKAR2 INTERGENIC REGION 7/0.0 18:148:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P470^r • . 
55 F-OVARC1001232//HYPOTHETICAL PROTEIN MJ1236y/2.5e-27:141;39//METHANOCOCCUS JANNASCHII.// 

058633 ; •^''■'^ ;\\^' 

F-0VARC1 001240 • ' ' ' 

F-OVARC1001243 ' . 
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F-OVARC1001244//RING3 PROTEIN (KIAA9001).//1 .7e-13:37:9i;//HOMO SAPIENS (HUMAN)7/P25440 
F-OVARC1001261//OCTAPEPTIDE-REPEAT PROTEIN T2.*//1.3e^07:l09:35//MUS MUSCULUS (MOUSE).// 
Q06666 ^ 

F-OVARC1001268//HYPOTHETICAL 57.4 KD PROTEIN. .IN, PILT REGION (0 RF4) 7/0.71 :43:41//PSEU- 
5 DOMONAS AERUGIN0SA.//P24563 ' ^ ' ? 

F-OVARC1001270//HYPOTHET1CAL 9.0 KD PROTEIN IN UVSW-UVSY INTERGENIC REGI0N.//1 .0:44:29// 
BACTERIOPHAGE T4y/P32281 

F-OVARC1001271//HYPOTHETICAL 104.7 KD PROTEIN F23F12.8 IN CHROMOSOME III PRECURSORV/ 
0.0001 5: 188:23//CAENORHABDITISELEGANS.//P46504 ■ 
10 F-OVARC1001282 

F-OVARC1001296//WEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31)y/0.022:101:31//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)7/P38968 

F-0VARC1 001 306//HYPOTHETICAL 52.9 KD SERINE-RICH PROTEIN C11G7.01 IN CHROMOSOME 17/0.023: 
134:26//SCHI20SACCHAROMYCES POMBE (FISSION YE AST) 7/0 13695 
15 F-0VARC1 001 329//CHLOROPLASTTRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT)7/1.3e-1 4: 

150:28//ZEA MAYS (MAIZE).//P49133 
F-OVARC1001330 

F-OVARC1001339//RIBONUCLEOPROTEIN RB97D 7/0.001 3 :55:38//DROSO PHI LA MELANOGASTER (FRUIT 
FLY)7/Q02926 

20 F-OVARC1001341//HYPOTHETICAL 74.0 KD PROTEIN IN CAJ1-H0M3 INTERGENIC REGION7/4.9e-17:110: 

43//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40032 

F-OVARC1001342 y::^/'-^ 

F-OVARC1001344//PREPROTEIN TRANSLOCASE SECE SU BUN IT//0. 99:39 :23//STAPHYLOCOCCUS CAR- 
NOSUS7/P36253 \ r^'^ v \ 

25 F-OVARC1001357//METALLOTHIONEIN7/0.99:28:42//XENpPlis. LAEVIS (AFRICAN CLAWED FROG).// 

Q05890 

F-OVARC1001360//LARGE PROLINE-RICH PROTEIN BAT2 (HLA^BjASSOC I ATED TRANSCRIPT 2) 7/0.86: 109: 
31//H0MO SAPIENS (HUMAN).//P48634 

F-OVARC1001369//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENjr).//6.7e-05:124:36//BOS TAURUS (BOVINE).// 
30 P02465 

F-OVARC1001372//HYPOTHETICAL 34.5 KD PROTEIN IN CLCB-CLCD INTERGENIC REGION PRECUR- 
SOR.//0.75:33:48//PSEUDOMONAS PUTIDA, AND PSEUDOMONAS SP. (STRAIN B1 3)7/0471 00 
F-OVARC1001376//I!!! ALU SUBFAMILY J WARNING ENTRY l!!!//2.8e-24:96:61//HOMO SAPIENS (HUMAN).// 
P39188 i. - ; 

35 F-OVARC1001381//MEMBRANE-ASSOCIATED ATPASE EPSl'LON CHAIN (EC 3.6.1.34) (SUL-ATPASE EPSI- 

LON).//0.96:46:39//SULFOLOBUS ACIDOCALDARIUS.//P23039 

F-OVARC1001391//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT).//0.00024:189:29//HOMO SAPIENS (HUMAN)7/P10162 

F-OVARC1001399//IIII ALU SUBFAMILY SX WARNING ENfRY,l!!!//0.062:18:77//HOMO SAPIENS (HUMAN).// 
40 P39195 j 

F-OVARC1001417//HYPOTHETICAL 157.0 KD PROTEIN ■C38C10.5 IN CHROMOSOME III.//0.01 0:1 85:23// 
CAENORHABDITIS ELEGANS,//Q03570 

F-0VARC1 00141 9//A-TYPE INCLUSION PROTEIN (ATI).//0.5p;135:28//CAMELPOX VIRUS (STRAIN CP-1).// 

Q05482 

45 F-OVARC1001425//COLLAGEN ALPHA 1(X) CHAIN PREcdRSbR.//0.43:85:40//HOMO SAPIENS (HUMAN).// 

Q03692 ^ . 

F-OVARC1001436//HYPOTHETICAL 11.4 KD PROTEIN (64' PROTEIN) .//0.031 :100:30//TOMATO YELLOW 
LEAF CURL VIRUS (STRAIN AUSTRALIA) (TYLCV).//P36283 s / • 

F-OVARC1001442//HOMEOBOX PROTEIN HTR-A2 (FRAGMfeNt).y/1 .0:32:34//HELOBDELLA TRISERIALIS 
50 (LEECH).//P17138 

F-OVARC1001453//METALLOTHIONEIN-III (MT-III) (GROWTH 'INHIBITORY FACTOR) (GIF)7/0.74:19:47//MUS 
MUSCULUS (MOUSE)7/P28184 '\ : 

F-OVARC1001476//GTP-B1NDING PROTEIN GTR27/3.0e-12:1.V4:34//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YEAST) .//P53290 ' . . 
55 F-OVARC1001480//COLLAGEN ALPHA 2(VI) CHAIN PRECUR^PR7/0.00019:134:32//MUS MUSCULUS 
(MOUSE).//Q02788 Z ^^i 

F-OVARC1001489//HYPOTHETICAL PROTEIN HI1270.//6.98:3p:43//HAEMOPHILUS INFLUENZAE7/P44149 
F-OVARC1001496//C-TERMINAL BINDING PROTEIN 2.//4.0e-65:132:100//HOMO SAPIENS (HUMAN).// 
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P56545 • \ ; . V, 

F-OVARC1001506//POLYCYSTIN PRECURSOR (AUTOSOMAij DOMINANT POLYCYSTIC KIDNEY DISEASE 
PROTEIN 1)7/3.26-70:1 59:94//HOMO SAPIENS (HUMAN).//P9816.1 

F-0VARC1 001 525//FIBROBLAST GROWTH FACTOR INDUCIBLE PROTEIN 14 (FIN14)y/1 .0:36:33//MUS MUS- 
5 CULUS (M0USE).//Q61 077 i - . . V 

F-OVARC1001542//SMALL PROLINE-RICH PROTEIN 28 (SPR-26);//b.69:57:33//HOMO SAPIENS (HUMAN).// 

P35325 : ; . ' 

F-OVARC1001547 

F-0VARC1 001 555//NGG1 -INTERACTING FACTOR 3.//7.6e-i6:U8:34//SACCHAROMYCES CEREVISIAE 

10 (BAKER'S YEAST).//P53081 • ' 

F-OVARC1001577//SPLICING FACTOR. ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) 
(SPLICING COMPONENT, 35 KD) (PR264 PROTEIN)7/8.8e-38:94:81//GALLUS GALLUS (CHICKEN).//P30352 
F-OVARC1001600//GENE 7 PROTEIN.//0.80:38:39//SPIROPLASMA VIRUS SPV1-R8A2 B7/P15898 
F-OVARC1001610//DIACYLGLYCEROL CHOLINEPHOSPHOTPiANSFERASE (EC 2.7.8.2) (SN-1 ,2- DIACYLG- 

15 LYCEROL CHOLINEPHOSPHOTRANSFERASE) (CH0PT)7/1 .6e-22:122:39//SACCHAROMYCES CEREVI- 

SIAE (BAKER'S YEAST) 7/P1 7898 
F-OVARC1001611 

F-OVARC1001615//HYPOTHETICAL 6.1 KD PROTEIN C03B1.10 IN CHROMOSOME X.//0. 30:43:34// 
CAENORHABDITIS ELEGANS7/Q11116 . ■ 

20 F-0VARC1 001 668//!!!! ALU SUBFAMILY SC WARNING ENTRY l!!!//1.0e-19:45:82//HOMO SAPIENS (HUMAN)7/ 

P39192 

F-OVARC1001702//SOX-20 PROTEIN 7/2.4e-28:71 :83//HOMO S/VPIENS (HUMAN)7/O60248 
F-OVARC1001703//INTERFERON'INDUCED GUANYLATE.BINDINGj PROTEIN 1 (GUANINE NUCLEOTIDE- 
BINDING PROTEIN 1) (INTERFE RON-GAMMA INDUClBLE-RfllDfEIN MAG-1) 7/0.000 18:88:36//MUS MUSCU- 
25 LUS(MOUSE)7/Q01514 

F-OVARC1001711//CORNIFIN B (SMALL PROLINE-RICH PR6tE|N*lB) (SPR1B) (SPR1 B).//2.7e-05:98:32// 
MUS MUSCULUS (M0USE).//Q62267 ■ 

F-OVARC1001713//ENDOZEPINE-RELATED PROTEIN PRECURSOR (MEMBRANE-ASSOCIATED DIAZEPAM 
BINDING INHIBITOR) (MA-DBI)7/4.5e-20:46:67//BOS TAURUS (BOVINE)7/P07106 
30 F-OVARC1001726//ALPHA-AMYLASE INHIBITOR PAIM I (PIG PANCREATIC ALPHA- AMYLASE INHIBITOR OF 

MICROBES l)7/0.59:23:56//STREPTOMYCES OLIVACEdVIRtolS " (STREPTOMYCES CORCHORUSII).// 
P09921 • ; . 

F-0VARC1 001 731//TROPOMYOSIN ALPHA CHAIN. SKELETAL;[yiUSCLE7/2.1 e-75:1 76:87//XENOPUS LAEVIS 
(AFRICAN CLAWED FROG)7/Q01 173 . . ;; ',\ , ' 

35 F-OVARC1001745//GENE 11 PROTEINV/O.SI :36:52//S PI RO PLASMA VIRUS SPV1-R8/\2 B.//P15902 

F-OVARC1001762//N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1.88) (AMINO-TERMINAL, ALPHA- AMI- 
NO, ACETYLTRANSFERASE 1)7/2.8e-23:197:35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/ 
PI 2945 

F-OVARC1001766//FK506-BINDING NUCLEAR PROTEIN (PEPTIDYL-PROLYL CIS-TRANS ISOMERASE) 
40 (PPIASE) (EC 5.2.1 .8) (PROLINE ROTAMASE) (NUCLEOLAR PROLINE ISOMERASE) (FKBP-70).//2.2e-06:99: 

40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38911 ' 

F-OVARC1001767//33.2 KD PROTEIN IN DIND-RPH INTERGENIC REGION (ORF X).//0.99:113:27//ES- 
CHERICHIACOLL//P23839 

F-OVARC1001768 ^ ; 

45 F-OVARC1001791//HYPOTHETICAL 63.3 KD PROTEIN IN Mf^t^-SAE2 INTERGENIC REGION.//0.090:75:32// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P46945f: :'' 

F-OVARC1001795//HYPOTHETICAL 7.5 KD PROTEIN IN RpBA-GP46 INTERGENIC REGION.//0.81:21 :38// 
BACTERIOPHAGE T4.//P07878 ' ' ' 

F-OVARC1001802//PLECTOXIN VIII (PLT-VIII) (PLTVIII).//0^41:Y9:36//PLECTREURYS TRISTIS (SPIDER).// 
50 P36984 

F-OVARC1001805//60S RIBOSOMAL PROTEIN L40 (CEP52) //0.67:24:58//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P14796 ' r' v' v^V: : 

F-OVARC1001809//COLLAGEN ALPHA 1(1) CHAIN (FR/(gM ENtJ3)7/0. 23:111 :31//RATTUS NORVEGICUS 
(RAT)7/P02454 \ : " 

55 F-OVARC1001812//ATP SYNTHASE PROTEIN 8 (EC 3.6.V:S^);(>\6L:^//0.99:28:42//HAL1CHO^ GRYPUS 

(GRAY SEAL)./^P38592 ' x; 

F-OVARC1001813//HYPOTHETICAL i9.9 KD PROTEIN7/0.41 :3b:3b//VACCINIA VIRUS (STRAIN COPENHA- 
GEN)7/P20562 
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F-OVARC1001820//HYPOTHETICAL PROTEIN ORF-1137.//6:;8b:58:29//MUS MUSCULUS (IVIOUSE)y/P11260 
F-OVARC1001828 ' ^< . 

F-OVARC 1001 846 

F-OVARC1001861//METALLOTHIONEIN (MT).//0.18:11 :54//PLEURONECTES PLATESSA (PLAICE).//P07216 
5 F-OVARC 1001 873 

F-OVARG1001879//HYPOTHETICAL 55.9 KD PROTEIN EEED8.6 IN CHROMOSOME ll.//2.3e-05:73:31// 
CAENORHABDITIS ELEGANSy/Q09296 

F-OVARC1001880//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONE CP7) [CONTAINS: BASIC 
PEPTIDE P-F] (FRAGMENT).//2.4e-11:203:32//HOMO SAPIENS (HUMAN)y/P02812 
10 F-OVARC1001883//II!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.3e-16:86:59//HOMO SAPIENS (HUMAN).// 

P39188 ' : ' , 

F-OVARC1001900//HYPOTHETICAL 105.9 KD PROTEIN F22B7.5; IN CHROMOSOME 1 1 1. //0. 0053:48:47// 

CAENORHABDITIS ELEGANSy/P34408 

F-OVARC1001901 

15 F-OVARC1001911//40S RIBOSOMAL PROTEIN S28y/1 .0:33:36//ARABIDOPSIS THALIANA (MOUSE-EAR 

CRESS)y/P34789 

F-OVARC1001 916//PUTATIVE RHO/RAC GUANINE NUCLEOTIDE EXCHANGE FACTOR (RHO/RAC GEF) (FA- 
CIOGENITAL DYSPLASIA PROTEIN)y/0.00082:114:27//HOMO SAPIENS (HUMAN)y/P98174 
F-OVARC1001928//FERREDOXIN III (FDIII)y/1.0:64:29//ANABAENA VARIABILISy/P46050 
20 F-OVARC1001942//N-TERMINAL ACETYLTRANSFERASE 1 (EC 2.3.1 .88) (AMINO-TERMINAL. ALPHA- AMI- 

NO, ACETYLTRANSFERASE 1)y/3.0e-07:93:37//SACCHAFiOMYCES CEREVISIAE (BAKER'S YEAST).// 
P12945 

F-OVARC 1 001 943//HYPOTHETICAL 62.2 KD PROTEIN ZK652.6 \U CHROMOSOME III. //1 .76-23:147:43// 
CAENORHABDITIS ELEGANSy/P34664 
25 F-OVARC1001949//ZINC FINGER PROTEIN 177y/2.0e-23:56:66//HOMO SAPIENS (HUMAN)y/Q 13360 

F-OVARC1001950//III! ALU SUBFAMILY J WARNING ENTRY illV/O.0 11 :57:47//HOMO SAPIENS (HUMAN).// 
P39188 ■! 

F-OVARC 1 001 987//S PERM PROTAMINE P1 (CYSTEINE^RICH^PROTAMINE)y/0.39:14:64//MUS MUSCULUS 
(MOUSE).//P02319 fu^c- 
30 F-OVARC1001989//!!!! ALU SUBFAMILY J WARNING ENTRY '!l!W2:4e-13:55:72//HOMO SAPIENS (HUMAN).// 

P39188 .1 .1 

F-0VARC1 002044 . / • ; •> • : 

F-OVARC1002050/AJTROPHIN (DYSTROPH IN-RELATED PROTEIN i) (DRP1) (DRP).//3.6e-1 2:221 :25//HOMO 
SAPIENS (HUMAN)y/P46939 - ' 

35 F-OVARC 1002066 

F-OVARC 1002082 

F-OVARC1002107//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 .//0.99:149:24//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) y/P25386 , 

F.OVARC1002112//HISTONE MACRO-H2A.iy/2.8e-64:133:98//RATTUS NORVEGICUS (RAT).//Q02874 
40 F-OVARC1002127//60S RIBOSOMAL PROTEIN L22y/0.o623:95:35//DROSOPHILA MELANOGASTER (FRUIT 

FLY)y/P50887 

F-OVARC 1 0021 38//PROBABLE 26S PROTEASE SUBUNIT Y^A6 (TAT-BINDING HOMOLOG 6).//6.4e-51:198: 
56//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P4p328 
F-OVARC 1002143 ' ; 

45 F-OVARC1002156//HYPOTHETICAL 27.7 KD PROTEIN IN CPf ^SPC98 INTERGENIC REGION.//0.00010:64: 

34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P539 1,5^ ; 

F-OVARC 1 0021 58//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION.//8.2e-07:1 19:35// 
AUTOGRAPHA CALIFORNICA NUCLEAR P0LYHEDR0SlsVlRUS;(ACMNPV).//P41479 
F-OVARC 1 0021 65//EBNA-6 NUCLEAR PROTEIN (EBNA-3C)'(EBNAr4B)y/0.00023:90:45//EPSTEIN-BARR VI- 
50 RUS (STRAIN B95-8) (HUMAN HERPESVIRUS 4).//P03204 ' / . ■ 

F-0VARC1 0021 82//HYPOTHETICAL 46.2 KDTRP-ASP REPEATSpONTAINING PROTEIN D2013.2 IN CHRO- 
MOSOME liy/1.3e-34:165:35//CAENORHABDITIS ELEGANS:y/bt8964 

F-PLACE1000004//HYPOTHETICAL 180.2 KD PROTEIN C31A2:05C IN CHROMOSOME I y/8. 86-05:148:25// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Qb9725:", 
55 F-PLACE1000005//PROTEIN Q300y/0.30:10:100//MUS MUSCULUS (MOUSE). //Q02722 

F-PLACE1000007//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE R10E11.3 (EC 3.1,2.15) 
(UBIQUITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) (DEUBIQUITINATING EN- 
2YME)y/2.3e-39:134:62//CAENORHABDITIS ELEGANSy/P3454Z 
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F-PLACE1 00001 4//52 KD RO PROTEIN (SJOGREN SYNDROME TYPE A ANTIGEN (SS-A)) (RO(SS-A)).// 
0.00036:63:39//HOMO SAPIENS (HUMAN)y/P1 9474 - ;^ 
F-PLACE1 000031 

F-PLACE1000040//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//4.4e-,12:97:41//H0M0 SAPIENS (HUMAN).// 
5 P39194 

F-PLACE1000048//50S RIBOSOMAL PROTEIN L15 (FRAGMENT) 7/0.98:31 :38//BACILLUS SP. (STRAIN 0- 
125).//P38373 

F-PLACE1000050//COLLAGEN ALPHA 1(111) CH A I N.//0. 00062:1 90 :33//BOS TAURUS (BOVINE).//P04258 
F-PLACE1000061//60S RIBOSOMAL PROTEIN L37A.//6.4e-19:51 :86//GALLUS GALLUS (CHICK EN). //P32046 
10 F-PLACE1000066//SSU72 PROTEIN.//2.3e-39:1 65:49//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 

P53538 

F-PLACE1000078//BAD PROTEIN (BCL-2 BINDING COMPONENT 6).//1 .7e-06:21 :95//HOMO SAPIENS (HU- 
MAN)y/Q92934 

F-PLACE1000081//HOMEOBOX PROTEIN H0X-A4 (HOX-1.4) (MH-3).//0.0053:146:33//MUS MUSCULUS 
15 (MOUSE).//P06798 

F-PLACE1 000094 ' ' ' ■ 

F-PLACE1000133//TRANSCRIPTION FACTOR BTF3 (RNA POLYMERASE B TRANSCRIPTION FACTOR 3).// 
1 .8e-62:158:81//HOMO SAPIENS (HUMAN).//P20290 , i 

F-PLACE1 0001 42//ENOYL-COA HYDRATASE, MITOCHONDRIAL PRECURSOR (EC 4.2.1 .17) (SHORT CHAIN 
20 ENOYL-COA HYDRATASE) (SCEH) (ENOYL-COA HYDRATASE. 1).//9.8e-1 2:1 04:34//HOMO SAPIENS (HU- 

MAN).//P30084 ' . 

F-PLACE1 0001 84//AC PROTEIN.//0.44:31 :29//BACTERIOPHAGE T4 .//PI 8924 

F-PLACE1000185//HYPOTHETICAL GLYCINE-RICH 49.6 KD PROTEIN CY130.10C PRECURSOR.//0.11 :48: 
33//MYCOBACTERIUM TUBERCULOSIS.//Q10637 
25 F-PLACE1000213//GLUCOAMYLASE S1/S2 PRECURSOR „(EC , 3.2.1 .3) (GLUCAN 1.4-ALPHA- GLUCOSl- 

DASE) (1.4-ALPHA-D-GLUCAN GLUCOHYDROLASE)y/3.4e-05:194:26//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST) 7/P08640 , .1..,.^^ 

F-PLACE1000214 "* v"- ' / ' 'V 

F-PLACE1000236//PROCOLLAGEN ALPHA 1(1) CHAIN pRECURSOR7/0.027:63:34//GALLUS GALLUS 
30 (CHICKEN)7/P02457 ' * 

F-PLACE1000246//TEGUMENT PROTEIN (GENE 11 PROTEIN)[v//0.78:i00:26//EQUINE HERPESVIRUS TYPE 
4 (STRAIN 1942) (EHV-4) (EQUINE HERPESVIRUS TYPE 1 SUBTYPE 2).//Q00039 
F-PLACE1 000292 

F-PLACE1000308//EARLY NODULIN 75 (N-75) (NGM-75) (.FRAGMENT)y/0.049:28:42//MEDICAGO SATIVA 
35 (ALFALFA).//P11728 
F-PLACE1 000332 

F-PLACE1000347//HYPOTHETICAL PROTEIN TP0420y/0.15:24:54//TREPONEMA PALLIDUM.//083435 
F-PLACE1000374//LYSOZYME C (EC 3.2.1.17) (1.4-BETA-N-ACETYLMURAMIDASE C).//1 .0:63:25//ORYC- 
TOLAGUS CUNICULUS (RABBIT)7/P1 6973 

40 F-PLACE1000380//MATING PROCESS PROTEIN MID2 (SERINE-RICH PROTEIN SMS1) (PROTEIN KINASE 

A INTERFERENCE PROTEIN)y/0.018:169:28//SACCHARpMYeES CEREVISIAE (BAKER'S YEAST).//P36027 
F-PLACE1 000383//MYOTUBULARINy/1 .2e-65:21 5:57//HdM6'-SAPIENS (HU MAN) y/Q1 3496 
F-PLACE1 000401 //ELASTIN PRECURSOR (TROPOeLaSTIN).//0.00023:145:30//MUS MUSCULUS 
(MOUSE)./^P54320 : I'.-rH^-^''' . 

45 F-PLACE1000406//54 KD NUCLEAR RNA-BINDING PRbTEIN'(P54(NRB))y/3.4e-27:90:63//HOMO SAPIENS 

(HUM AN)y/Ql 5233 ■ ^ : \ ; 

F-PLACE1000420//7,8-DIHYDRO-8-OXOGUANINE TRIPHOSPHATASE (EC 3.1. 6.-) (8-OXO-DGTPASE).//4.7e- 
07:1 34:29//MUS MUSCULUS (MOUSE),//P53368 ' ' • 

F-PLACE1000421//HYPOTHETICAL 8.8 KD PROTEIN Cl1D3?01C IN CHROMOSOME 17/0.48:72:27// 
50 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q'l0q80, . 

F-PLACE1 000424 

F-PLACE1 000435 . 

F-PLACE1000444//n!l ALU SUBFAMILY SX WARNING 'ENTRY;!'!! !//2.0e-31:129:63//HOMO SAPIENS (HU- 
MAN)7/P39195 

55 F-PLACE1000453//PROTEIN Q300.//0.013:16:68//MUS MUSCULUS (MOUSE) 7/Q02722 

F-PLACE1000481//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.14:63:36//HOMO SAPIENS (HU- 
MAN)y/P08547 

F-PLACE1000492//BASP1 PROTEIN. //O.I 7:11 4:28//HOMO SAPIENS (HUMAN)y/P80723 
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F-PLAC El 000540 

F-PLACE1000547//MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE (EC 2.7.7.13) (ATP-MANNOSE- 
1 -PHOSPHATE GUANYLYLTRANSFERASE) (NDP-HEXOSE PYROPHOSPHORYLASE).//1.8e-21:87:56//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S Y E AST) .//P4 1940 
5 F-PLACE1 000562//HYPOTHETICAL PROTEIN MJ0562y/1 .6:35:34//METHANOCOCCUS JANNASCHII.// 

Q57982 , , : 

F-PLAC E1000564//ADRENAL SPECIFIC 30 KD PROTEIN (CLONE PG2)y/0.13:66:37//HOMO SAPIENS (HU- 
MAN). //P 15803 

F-PLACE1000583//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//7.0e-45:192:47//HOMO SA- 
10 PIENS (HUMAN).//P51522 

F-PLACE1000588//INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 (GUANINE NUCLEOTIDE- 
BINDING PROTEIN 1).//5.3e-63:122:88//HOMO SAPIENS (HUM AN). //P32455 

F-PLACE1000596//RING CANAL PROTEIN (KELCH PROTEIN).//2.6e-12:120:38//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q04652 
15 F-PLACE1000599//EARLY E3B 12.7 KD PROTEIN PRECURSOR,//0.83:53:32//HUMAN ADENOVIRUS TYPE 

127/P36707 

F-PLACE1 000610 • 

F-PLACE1 00061 1//HYP0THETICAL 33.6 KD PROTEIN INMCKVRPS19B INTERGENIC REGION.//9.4e-07:64: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P48558 
20 F-PLACE1000636//MALE STERILITY PROTEIN 2.//3.7e-09:83:43//ARABIDOPSIS THALIANA (MOUSE-EAR 

CRESS).//Q08891 

F-PLACE1000653//PUTATIVE PHOSPHOACETYLGLUCOSAMINE MUTASE (EC 5.4.2.3) (ACETYLGLU- 
COSAMINE PHOSPHOMUTASE) (N-ACETYLGLUCOSAMINE-PHOSPHATE MUTASE).//1 .96-30:203:41// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09,687;: .,: 
25 F-PLACE1000656//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 

0.0029:75:33//NICOTIANATABACUM (COMMON TOBACCO)7/P13983 

F-PLACE1000706//TRANSCRIPTION INTERMEDIARY FACTOR 1-BETA (NUCLEAR COREPRESSOR KAP-1) 

(KRAB-ASSOCIATED PROTEIN 1).//1 .1e-38:180:42//HOMO SAPIENS (HUMAN) 7/01 3263 

F-PLACE1 00071 2/A/ERY HYPOTHETICAL 8.9 KD PROTEIN CY44i .05 PRECU RSOR.//0. 93:49 :34//MYCOBAC- 

30 TERIUMTUBERCULOSIS.//P71934 
F-PLACE1000716 

F-PLACE1000748//HYPOTHETICAL 10.4 KD PROTEIN IN SPAT 3'REGION (ORF-11).//0.90:53:37//SHIGELLA 
FLEXNERI.//P55794 : 

F-PLACE1000749//HYPOTHETICAL PROTEIN MG148.//0.bbl4:142:27//MYCOPLASMA GENITALIUMV/ 
35 P47394 

F-PLACE1 000755//HYPOTHETICAL HELICASE K12H4.8 IN CHROMOSOME III.//1 .1 e-15:98:48//CAENORHAB- 
DIT^S ELEGANS.//P34529 . 
F-PLACE1000769/A/IGILIN.//0.51 :60:33//GALLUS GALLUS (CHrCKEN).//P81021 

F-PLACE1 000785//PROBABLE COLD SHOCK PROTEIN CYl 5Cl 0.04.//1 .0:22:45//MYCOBACTERIUM TUBER- 
40 CULOSIS7/O06360 [ \ > - ' 

F-PLACE1000786//HYPOTHETICAL 30.2 KD PROTEIN .Zk632'.1 2 IN CHROMOSOME lll.//2.6e-38:1 59:51// 
CAENORHABDITIS ELEGANS.//P34657 

F-PLACE1000793//VASOD1LATOR-STIMULATED PHOSPHOPROTEIN (VASP).//0.0097:128:30//HOMO SAPI- 
ENS (HUMAN).//P50552 

45 F-PLACE1000798//II!! ALU SUBFAMILY J WARNING ENTRX^!.i!)?/9■4e-07:47:61//HOMO SAPIENS (HUMAN).// 

P39188 ^ 
F-PLACE1 000841 

F-PLACE1000849//ELAV PROTEIN.//3.5e-05:140:35//DROSOPHlLA VIRILIS (FRUIT FLY).//P23241 
F-PLACE1000856//HYPOTHETICAL PROTEIN MJ0008.//0.95:100:23//METHANOCOCCUS JANNASCHII.// 
50 Q60319 y . M. 

F-PLACE1000863//PUTATIVE MITOCHONDRIAL 40S RIBOSOMAL PROTEIN YHR1 48 W.//2. 39-46:172:54// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P32899: 

F-PLACE1000909//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (ERYTHROCYTE ANKYRIN).//0.00022:105:35//HO- 
MO SAPIENS (HUMAN).//P1 61 57 
55 F-PLACE1000931//KILLER TOXIN HM-1.//0.95:24:33//WILLIOPSIS-MRAKII (YEAST) (HANSENULA MRAKII).// 

PI 0410 

F-PLACE1000948//SL CYTOKINE PRECURSOR (FLT3 LIGAND).//0.97:52:40//HOMO SAPIENS (HUMAN).// 
P49771 ' - ■ ' 
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F-PLACE1000972//MYOSIN ID HEAVY CHAIN.//1 .96-06 :79:43//DICTYOSTELIUM DISCOIDEUM (SLIME 
MOLD).//P34109 

F-PLACE1000977//HYPOTHETICAL 94.2 KD PROTEIN- G38P4;5. iN CHROMOSOME II L//2.5e-23: 105:41// 
CAENORHABDITIS ELEGANS.//P46941 

F-PLACE1000979//ZINC FINGER PROTEIN 7 (ZINC FINGER PROTEIN K0X4) (ZINC FINGER PROTEIN HF. 
16)y/0.91:83:30//HOMO SAPIENS (HUM AN). //PI 7097 

F-PLACE1000987//HYPOTHETICAL 111.5 KD PROTEIN ' 022(37.02 IN CHROMOSOME I.//0.1 0:1 28:24// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09796 

F- PLACE 1001 000 "^•v 
F-PLACE1001007//ZYXIN.//2.2e-05:135:30//GALLUS GALLUS (Ch1cKEN).//Q04584 

F-PLACE1 001 01 0//BETA-1 BUNGAROTOXIN B CHAIN, MAJOR COMPONENT PRECURSOR (BUNGAROTOX- 
IN. B1 CHAIN)y/1.0:30:40//BUNGARUS MULTICINCTUS (MANY-BANDED KRAIT).//P00987 
F-PLACE1001015 

F-PLACE1001024 ," - 

F-PLACE1001036 

F-PLACE1001054//HOLOTRICIN 3 PRECURSORy/0.0044:56:39//HOLOTRICHIA DIOMPHALIA.//Q25055 
F-PLACE1001062//SACCHAROPINE DEHYDROGENASE [NADP+, L-GLUTAMATE FORMING] (EC 1 .5.1.10).// 
0.001 3:38:52//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38999 
F-PLACE1001076 

F-PLACE1001088//EARLY NODULIN 75 (N-75) (NGM-75) (FRAGMENT).//0.95:32:50//MEDICAGO SATIVA (AL- 
FALFA). //P1 1728 ■ ;> .v 
F-PLACE1001092//HYPOTHETICAL 49.0 KD PROTEIN IN NSP1-KAR2 INTERGENIC REG ION. //0. 0026: 81 :35// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P47057' " 

F-PLACEr001104//HYPOTHETICAL 131.5 KD PROTEIN 002^^127 ,IN CHROMOSOME Xy/0.00063: 125:32// 
CAENORHABDITIS ELEGANSy/Q11102 * ' f i 

F-PLACE1001118//ZINC FINGER PROTEIN MLZ-4 (ZINC FINGER PROTEIN 46).//2.6e-77:209:63//MUS MUS- 
CULUS (MOUSE)y/Q03309 

F-PLACE1001136//ALPHA-N-ACETYLGALACTOSAMIN1DASE PRECURSOR (EC 3.2.1.49) (ALPHA- GALAC- 
TOSIDASE B).//0.99:107:30//HOMO SAPIENS (HUMAN)y/P1 7050 
F-PLACE1001168 \, . 

F-PLACE1001171//RETROVIRUS-RELATED POL POLYPR6TEINi[FRAGMENT)y/0.00012:37:59//HOMO SAPI- 
ENS (HUMAN)y/P1 2895 

F.PLACE1001185//HYPOTHETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC REGIONy/3.6e-12:88: 
36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53867 
F-PLACE1001238 . 

F-PLACE1001241//METALLOTHIONEIN B (MTB) (FRAGMENT)://6.13:30:53//COLINUS VIRGINIANUS (BOB- 
WHITE QUAIL) (COMMON BOBWHITE).//P27087 , v..^ . , 

F-PLACE1001257//RING CANAL PROTEIN (KELCH PR6TEIN).//4.1e-24:125:46//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q04652 \ , 

F-PLACE1001272//HYPOTHETICAL PROTEIN IN KSGA 3'REGid'rsl'(bRF L5) (FRAGMENT)y/1 .0:24:45//MYC- 
OPLASMACAPRICOLUMy/P43040 ^ 

F-PLACE1001279//CYTOTOXIN 3 (CYTOTOXIN V-ll-3)y/0l98;31 :41//NAJA MOSSAMBICA (MOZAMBIQUE CO- 
BRA) y/P01 470 

F-PLACE1001280//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN].// 
0.0051 :156:32//MUSMUSCULUS(MOUSE).//P28481 - \ 

F-PLACE1001294//GAMETOGENESIS EXPRESSED PROTEIN; GEGM 547/3.78-56: 109:93//MUS MUSCULUS 
(MOUSE) .//P50636 

F-PLACE1001304//ZINC FINGER PROTEIN 35 (ZFP-35).//3.2e-30:75:57//MUS MUSCULUS (MOUSE).//P15620 
F-PLACE1001311//!!!! ALU SUBFAMILY SB WARNING ENTRY !!!!//2.7e-31:66:66//HOMO SAPIENS (HUMAN).// 
P39189 • 
F-PLACE1001323 

F-PLACE1001351//REV PROTEIN (ANTI-REPRESSION TRANS ACTIVATOR PROTEIN) (ART/TRS),//0. 11:66: 
27//SIMIAN IMMUNODEFICIENCY VIRUS (AGM155 ISOLATE) (SIV-AGM).//P27971 

F-PLACE1001366//SHORT NEUROTOXIN 2 (TOXIN CM-14) (TOXIN V-N-I2).//0.070:18:33//NAJA HAJE ANNU- 
LIFERA (BANDED EGYPTIAN COBRA) .//P01 422 

F-PLACE1001377//DISINTEGRIN TRIGRAMIN BETA (PLATELET AGGREGATION ACTIVATION INHIBITOR).// 
4.9e-06:50:46//TRIMERESURUS GRAMINEUS (INDIAN.GIi?EEN TREE VIPER) (GREEN HABU SNAKE).// 
PI 7495 > V 
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F-PLACE1001383//M PROTEIN. SEROTYPE 49 PRECIJRSOR7/0.080:136:24//STREPTOCOCCUS PYO- 
GENES. //PI 6947 

F-PLACE1001384 'V*. 

F-PLACE1001387//EPIDERMAL GROWTH FACTOR RECEPTOR. KINASE SUBSTRATE EPS8y/1 .96-22:142: 
5 39//HOMO SAPIENS (HUMAN).//Q1 2929 ^ 

F-PLACE1001395//HYPOTHETICAL 8.5 KD PROTEIN IN XSIA^MOTA INTERGENIC REGION7/0.98:67:34// 
BACTERIOPHAGE T4y/P2291 7 

F-PLACE1 001399//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//3;ie-32:47:74//H0IVI0 SAPIENS (HUlVIAN).// 
P39194 

10 F-PLACE1001412//GLYCOPHORIN C (PAS-2') (GLYCOPROTEIN BETA) (GLPC) (GLYCOCONNECTIN) 

(SIALOGLYCOPROTEIN D) (GLYCOPHORIN D) (GPD).//0.00021:125:36//HOMO SAPIENS (HUMAN) y/P04921 
F-PLACE1001414//CHYMOTRYPSIN/ELASTASE ISOINHIBITORS 2 TO 5y/0.99:37:35//ASCARIS SUUM (PIG 
ROUNDWORM) (ASCARIS LUMBRICOIDES).//P07852 

F-PLACE1001440//PROLINE-RICH PEPTIDE P-B.//0.35:16:50//HbMO SAPIENS (HUMAN)y/P02814 
15 F-PLACE1001456//RELAXINy/0.48:38:36//BALAENOPTERA ACUTOROSTRATA (MINKE WHALE) (LESSER 

RORQUAL).//P11184 ' ^ .; 

F-PLACE1001468//HYPOTHETICAL PROTEIN MJ0602y/0.10:86:32//METHANOCOCCUS JANNASCHIL// 
Q58019 

F-PLACE1001484//HYPOTHETICAL 7.5 KD PROTEIN IN DNAC-RPLI INTERGENIC REGIONy/1 .0:47:34//BA- 
20 CILLUS SUBTILIS.//P37480 ; 

F-PLACE1001502//COLLAGEN1(X) CHAIN PRECURSORy/0.0D029:118:34//BOS TAURUS (BOVINE)y/P23206 
F-PLACE1001503//HYPOTHETICAL 77.3 KD PROTEIN Tp5C35t8 IN CHROMOSOME III.//2.2e-07:107:30// 
CAENORHABDITIS ELEGANS.//P34561 

F-PLACE100151 7//SMALL PROTEIN INHIBITOR OF INSECTALPHA-AMYLASES 2 (SI ALPHA-2).//0.56:22:45// 
25 SORGHUM BICOLOR MILO (SORGHUM)y/P21924 ■ 

F-PLACE1001534//PUTATIVE GENE PROTEIN 547/0.43:44:ilb//BACTERIOPHAGE SP01 y/O48408 
F-PLACE1001545//HYPOTHETICAL7.9 KD PROTEIN IN CE|Ff.KATE INTERGENIC REGION.//0.99:70:32//ES- 

CHERICHIACOLiy/P37795 ' ''' 

F-PLACE1001551//CHLOROPLAST 50S RIBOSOMAL PROTEIN, L32y/1 .0:66:2a//M ARCH ANTI A POLYMOR- 
30 PHA (LIVERWORT)y/P12196 ' ^ ' 

F-PLACE1001570//SYNAPTONEMAL COMPLEX PROTEIN 1 (SGP:1 PROTEIN)y/0.024:120:27//HOMO SAPI- 
ENS (HUMAN)y/Q1 5431 ' / 

F-PLACE1001602//CCR4-ASSOC1ATED FACTOR 1 (C/\F11j7j;f^-30:90:78//MUS MUSCULUS (MOUSE).// 
Q60809 ' -v / o : . 

35 F-PLACE1001603//ACIDIC PROLINE-RICH PROTEIN PRECURSOR- (CLONE PRP25) (FRAGMENT)y/0.054: 

77:33//RATTUS NORVEGICUS (RAT)y/P10164 . . ' • r • 

F-PLACE1001608 i;.*/. 

F-PLACE1001610//PROBABLE E4 PROTEIN.//0.90:58:29//HUMAN PAPILLOMAVIRUS TYPE 28y/P51896 

F-PLACE1001611//METALLOTHIONEIN-IG (MT-1G).//0.35:30:40//HOMO SAPIENS (HUMAN).//P13640 
40 F-PLACE1001632//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2)y/3.6e-28:144:43//HOMO SA- 

PIENS (HUMAN).//P51 523 : 

F-PLACE1001634//PHOTOSYSTEM M REACTION CENTRE N'PROTEINy/1 .0:36:41//CYANIDIUM CALDARIUM 
(GALDIERIASULPHURARIA)./^019926 . L , 

F-PLACE1001640//TAT PROTEIN (TRANSACTIVATING REGULATbi=IY PROTEIN).//0.24:47:38//HUMAN IMMU- 
45 NODEFICIENCY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1)y/P 18804 

F-PLACE1001672//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//1.0:27:66//HOMO SAPIENS (HUMAN)y/ 

P39188 ; .^ v^ V , 

F-PLACE1001691//HYPOTHETICAL 15.5 KD PROTEIN iNv'R!Kr:^PPL2 INTERGENIC R EGION 7/0.40: 8 1 :33// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53842 ' 
50 F-PLACE1001692//S-ACYL FATTY ACID SYNTHASE ThIIOESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 

(THIOESTERASE 11)7/8.36-41 :1 03:55//RATTUS NORVEGICUS (fUt);//P08635 
F-PLACE1001705 

F-PLACE1001716//HYPOTHETICAL 138.5 KD PROTEIN C17H9.01. IN CHROMOSOME U/e. 16-07:157:29// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//013798 ; • ' 
55 F-PLACE1001720 K 

F-PLACE1001729//PROLINE-RICH PROTEIN MP-3 (FRAGMENT) .//6.5e-05:196:32//MUS MUSCULUS 
(MOUSE).//P05143 t^- 

F-PLACE1001739//NEUROFILAMENT TRIPLET M PROTEIN (leO KD NEUROFILAMENT PROTEIN) (NF-M)y/ 
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0.00050:21 3:23//RATTUS NORVEGICUS (RAT).//P 12839 

F-PLACE1001740//!!!! ALU SUBFAMILY J WARNING ENTRY :!!!!//2.4e-17:90:56//HOMO SAPIENS (HUMAN).// 
P39188 

F-PLACE1001745//HYPOTHETICAL PROTEIN KI/VA0125>/0:96:38:36//HOMO SAPIENS (HUMAN).//Q14138 
5 F-PLACE1 001 746//CONGLUTIN DELTA-2 SMALL CHAIN. //0i98i23:43//LUPINUS ANGUSTIFOLIUS (NARROW- 

LEAVED BLUE LUPIN E).//P09930 • 

F-PLACE1001748//HYPOTHETICAL 99.0 KD PROTEIN SPBC1 19,17^/2.96-28: 167:38//SCH IZOSACCHARO- 
MYCES POMBE (FISSION YEAST).//O42908 

F-PLACE1001756//I!!! ALU SUBFAMILY SB WARNING ENTRY;!!!!//9.2e-43:126:77//HOMO SAPIENS (HU- 
10 MAN).//P39189 m 

F-PLACE1001761//50S RIBOSOMAL PROTEIN L35.//0.26:42:38//HELICOBACTER PYLORI (CAMPYLO- 
BACTER PYLORI)y/P56057 

F-PLACE1001771//TRANSIENT-RECEPTOR-POTENTIAL LIKE PROTEINy/4.8e-35:223:40//DROSOPHILA 
MELANOGASTER (FRUIT FLY).//P48994 • r' ; 

15 F-PLACE1001781//HYPOTHETICAL 71.1 KD PROTEIN IN DSK2-CAT8 INTERGENIC REG ION 7/9.56-41 : 194: 

46//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q03262 
F-PLACE1001799 
F-PLACE1001810 

F-PLACE1001817//SUCCINYL-COA LIGASE [GDP-FORMING], BETA-CHAIN PRECURSOR (EC 6.2.1 .4) (SUC- 
20 CINYL-COA SYNTHETASE, BETA CHAIN) (SCS-BETA).//2.8e-40:1 1 5:61//NEOCALLIMASTIX FRONTALIS (RU- 

MEN FUNGUS) .//P53587 
F-PLACE1001821 

F-PLACE1001844//IG KAPPA CHAIN V-l REGION (HAU).//0.59:89:35//HOMO SAPIENS (HUMAN)y/P01600 
F-PLACE1001845 ' ' : '• 

25 F-PLACE1001869//MPA43 PROTEIN 7/3.56-1 4: 153:33//SACCHifl^RpMYCES CEREVISIAE (BAKER'S YEAST).// 

P53583 : 

F-PLACE1001897//LIGATOXIN A.//1.0:43:27//PHORADENbR6i4 LiGA (ARGENTINE MISTLETOE).//P01540 
F-PLACE1001912//LONG NEUROTOXIN 2 (TOXIN C)7/p.57:44::45//ASTROTIA STOKESI (STOKES'S SEA 
SNAKE) (DISTEIRASTOKESI)7/P01 381 ' ^' ^ ' ' 

30 F-PLACE1001920//LATE GENES ACTIVATOR (EARLY PR0TE1N,GP4) (GPF)7/0.89:75:29/BACTERlOPHAGE 

NF7/P09877 . t ^' . ' . 

F-PLACE1 001 928 . , \^ ^ 

F-PLACE1001983//IMMEDIATE-EARLY PROTEIN IE1807/0.b'049:5^^ (STRAIN KA- 

PLAN) (PRV)7/P33479 . . 

35 F-PLACE1001989//PUTATIVE AMIDASE (EC 3.5.1 .4).//8.9e-08:/25:36//MORAXELLA CATARRHALIS.//Q49091 

F-PLACE1 002004 v : 

F-PLACE1 002046//LIGATIN (FRAGMENT) .//1 .66-84:191 :84//MUS MUSCULUS (MOUSE)7/Q61211 
F-PLACE1 002052 
F-PLACE1 002066 

40 F-PLACE1002072//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG,PRECURSOR7/0.16:77:31//ARAB1DOP- 

SIS THALIANA (MOUSE-EAR CRESS)7/P40602 . ' 

F-PLACE1002073//HYPOTHETICAL 118.2 KD PROTEIN F43Cr.1 IN CHROMOSOME lll.//4.0e-11 :1 74:28// 
CAENORHABDITIS ELEGANS.//Q09564 

F-PLACE1002090//SIGNAL RECOGNITION PARTICLE 72 KD .PROTEIN (SRP72)7/2.8e-57:112:99//HOMO SA- 
45 PIENS (HUMAN).//O76094 

F-PLACE1002115//P8 MTCP-1 PROTEIN (MATURE T-CELL PRqLIFERATION-1 TYPE A) (MTCP-1 TYPE A) 
(P8MTCP1).//1 .0:49:30//MUS MUSCULUS (MOUSE). //Q61 9085; - 

F-PLACE1002119/A"-LYMPHOCYTE ACTIVATED PR0TEINf;(6yGL:0HEXIMlDE-INDUCED) (CHX1) (IMMEDI- 
ATE EARLY RESPONSE 2 PROTEIN).//2,7e-11 :118:36//M US MUSCULUS (MOUSE).//P 17950 
50 F-PLACE1 002140//HYPOTHETICAL 12.3 KD PROTEIN IN m6bL«3'R'EGION (ORF 4) 7/0.0086:39:46//rH 10 BA- 

CILLUS FERROOXIDANS7/P20088 • ... , . 

F-PLACE1002150 ^- 

F-PLACE1002157//!!!! ALU SUBFAMILY SB WARNING ENTRY !l!l//2.4e-34:56:82//HOMO SAPIENS (HUMAN).// 
P39189 ^^v.W.^.v;- 
55 F-PLACE1002163//NEUROTOXIN 1 7/1 .0:17:52//CENTRUROibES SCULPTURATUS (BARK SCORPION).// 

P01492 V ■ 

F-PLACE1002170 ' 

F-PLACE1002171//TRANSCRIPTION REGULATORY PROtEIN (SWI/SNF COMPLEX COMPONENT 
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SWI3) (TRANSCRIPTION FACTOR 

TYE2).//0.00023:1 79:23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P32591 
F-PLACE1002205//HYPOTHETICAL 13.5 KD PROTEIN IN MOBI.SGAI INTERGENIC REGION.//0.77:21 :47// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P40490 ./ 
5 F-PLACE1 00221 3//HIST0NE H4 (FRAGM ENT) 7/0.62:3 1 :32//BLERHARtSMA JAPONIGUM.//P80738 

F-PLACE1002227//HYPOTHETICAL 7.9 KD PROTEIN IN FIXW 5'REGION.//0.41:49:36//RHIZOBIUM LEGUMI- 
NOSARUM7/P14310 

F-PLACE1002256//CYTOCHROME B (EC 1.10.2.2)7/0.61 :95:29//CAENORHABDITIS ELEGANS.//P24890 
F-PLACE1002259//HYPOTHETICAL 9.2 KD PROTEIN IN SPS1-QCR7 INTERGENIC REGION.//0.99:22:45// 
10 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P56508 .'. 

F-PLACE1 00231 9//HYP0THETICAL 56.6 KD PROTEIN IN URE2-SSU72 INTERGENIC REGION.//0.91: 18:72// 
SACCHAROMYCES CEREVISIAE (BAKERS YEAST) 7/P53867 i 

F-PLACE1002342//HYPOTHETICAL PROTEIN C16.//1.0:53:32//SWINEPOX VIRUS (STRAIN KASZA) (SPV).// 
P32219 

15 F-PLACE1002395//CIRCUMSPOROZOITE PROTEIN PRECURSOR (CS).//6.4e-05:127:37//PLASMODIUM 

VIVAX.//P08677 
F-PLACE1 002399 

F-PLACE1002433//DYNACTIN. 150 KD ISOFORM (150 KD DYNEIN-ASSOCIATED POLYPEPTIDE) (DP-150) 
(DAP-1 50) (PI 50-GLUED).//0.00094:1 82:25//RATTUS NORVEGICUS (RAT).//P28023 
20 F-PLACE1002437//ATP-BINDING CASSETTE TRANSPORTER 1 7/4.56-1 9:62:77//MUS MUSCULUS 

(MOUSE).//P41233 

F-PLACE1002438//HYPOTHETICAL 141.5 KD ZINC FINGEPi PROTEIN IN TUB1-CPR3 INTERGENIC RE- 
GION.//0.01 4:63:34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q04545 
F-PLACE1002450//OOCYTE ZINC FINGER PROTEIN >(LdpF6 .(^ 
25 LAEVIS (AFRICAN CLAWED FROG)7/P18749 ' = ' 

F-PLACE1002465//LARIAT DEBRANCHING ENZYME (EC a^^^^^^^^^^ 
CES POMBE (FISSION Y EAST) .//0 13765 ' '^r ' V ' t 

F-PLACE1002474//FIBRILLIN 2 PRECURSOR.//2.1e-24:203:33//MUS MUSCULUS (MOUSE) .//Q61 555 
F-PLACE1002477//I!l! ALU SUBFAMILY SP WARNING ENTRY illl/ZO: 15: 65:41 //HOMO SAPIENS (HUMAN).// 

30 P39193 ; 

F-PLACE1002493//SEMENOGELIN II PRECURSOR '(S;Gil)7/V\:'6:72:31//MACACA MULATTA (RHESUS 
MACAOUE)7/Q95196 . .. 

F-PLACE1002499//HYPOTHETICAL 39.3 KD PROTEIN 00^38.6 'iN CHROMOSOME X.//2.9e-1 1 :67:35// 
CAENORHABDITIS ELEGANS.//Q11096 . ; ! ^, . 

35 F-PLACE1002500//COBALT-ZINC-CADMIUM RESISTANCE PROfEINCZCD (CATION EFFLUX SYSTEM PRO- 

TEIN CZCD)y/8.4e-11:143:32//ALCALIGENES EUTROPHUS.//P13512 

F-PLACE1002514//HYPOTHETICAL8.1 KD PROTEIN IN SPEA-METK INTERGENIC REGION (071 ).//1 .0:15: 
60//ESCHERICHIA COLI7/P46878 
F-PLACE1 002529 

40 F-PLACE1 002532//HOMEOBOX PROTEIN DLX-57/1 .1 e-76; 1 83':8i//MUS MUSCULUS (MOUSE).//P70396 

F-PLACE1002537//III! ALU SUBFAMILY SX WARNING ENTRY l!l!//2;6e-1 8:51 :86//HOMO SAPIENS (HUMAN).// 
P39195 

F-PLACE1002571//ACTIN-LIKE PROTEIN 13E7/6.0e-56:140:47//DROSOPHILA MELANOGASTER (FRUIT 
FLY).//P45890 . ; . 

45 F-PLACE1 002578 '\ 

F-PLACE1 002583 " ^V^-^'^- ' ^ 

F-PLACE1002591//CORONIN-LIKE PROTEIN P577/5.5e-26 : 78 :6?//B0S TAURUS (BOVINE).//Q92176 
F-PLACE1 002598 '->:-^^ ' 

F-PLACE1 002604 

50 F-PLACE1002625//HYPOTHETICAL 180.2 KD PROTEIN IN 'FAA4tH0R7 INTERGENIC REGION7/6.4e-08:193: 

23//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/0 0478.1 

F-PLACE1002655//ADSEVERIN (GELSOLIN-LIKE PR0TEINy//?,1.er1 00:21 0:89//MUS MUSCULUS (MOUSE).// 
Q60604 > 

F-PLACE1002665//MOBILIZATION PROTEIN MOBS.//0.35:60:3p//THIOBACILLUS FERROOXIDANS.//P20086 
55 F-PLACE1002685//ACTIN BINDING PROTE1N.//0.052:115:29//SACCHAROMYCES EXIGUUS (YEAST).// 

P38479 ' ' ^ y^l 

F-PLACE1002714//CIS-GOLGI MATRIX PROTEIN GM130.//1 . 86-06:21 4:30//RATTUS NORVEGICUS (RAT).// 
Q62839 



I 

1714 



EP1 074 617 A2 , ., 

F-PLACE1002722//THROMBIN RECEPTOR PRECURSOR.//2;be-19:134:38//XENOPUS LAEVIS (AFRICAN 
CLAWED FROG)y/P47749 V ■ - \ 

F-PLACE1002768//FOLLICLE STIMULATING HORMONE RECEPTOR PRECURSOR (FSH-R) (FOLLITROPIN 
RECEPTOR) (FRAGMENT)7/0.43:40:35//MUS MUSCULUS (MOUSE).//P35378 
F-PLACE1 002772 >^ 

F-PLACE1002775//CENTROMERE/MICROTUBULE BINDING PROTEIN CBF5 (CENTROMERE-BINDING FAC- 
TOR 5) (NUCLEOLAR PROTEIN CBF5)y/4.8e-07:96:29//SChl2OSACCHAROMYCES POMBE (FISSION 
YEAST)y/O14007 

F-PLACE1002782//COBALT-ZINC-CADMIUM RESISTANCE PROTEIN CZCD (CATION EFFLUX SYSTEM PRO- 
TEIN CZCD)7/1.1e-07:114:35//ALCALIGENES EUTROPHUS://P13512 

F-PLACE1002794//CUTICLE COLLAGEN 12 PRECURS'OR!//0.p068:98:39//CAENORHABDITIS ELEGANSV/ 
P20630 

F-PLACE1002811//CYCLIN-DEPENDENT KINASE 6 INHIBITOR (P18-INK6) (CYCLIN-DEPENDENT KINASE 4 
INHIBITOR C) (P18-INK4C)y/1.1e-09:137:34//MUS MUSCULUS (MOUSE)y/Q60772 

F-PLACE1 00281 5//C-H0RDEIN (CLONE PC H0R1 -3) (FRAGMENT)y/0.46:35:42//HORDEUM VULGARE (BAR- 

LEY)y/P17991 ■ ' 

F-PLACE1 00281 6//HYP0THETICAL PROTEIN KIAA028B (HABli 6)7/1 .06-86:201 :74//HOMO SAPIENS (HU- 
MAN)y/P56524 

F-PLACE1002834//ZINC FINGER PROTEIN 83 (ZINC FINGER. PROTEIN HPF1)y/1 .66-30 :54:96//HO MO SAPI- 
ENS (HUM AN)y/P5 1522 . . ; 

F-PLACE1 002839//METALLOTHIONEIN-I (MT-I)y/1 .0:43 :37//MUS, MUSCULUS (MOUSE) y/P02802 
F-PLACE1002851//BOWMAN-BIRKTYPE PROTEINASE INHIBITOR (VAI).//0.77:35:37//VICIA ANGUSTIFOLIA 
(COMMON VETCH).//P01 065 ".v"/ 

F-PLACE1002853//HYPOTHETICAL 7.9 KD PROTEIN IN PE 5'REGION (0RF1).//1 .0:18:55//LYMANTRIA DIS- 
PAR MULTICAPSID NUCLEAR POLYHEDROSIS VIRUS (LDIVlNR\/).//P36866 

F-PLACE1002881//IIII ALU SUBFAMILY J WARNING ENTRY:! I! I/M.1 ^-27:91 :70//HOMO SAPIENS (HUMAN)y/ 
P39188 - 

F-PLACE1002908//HYPOTHETICAL 33.8 KD PROTEIN,' RV6E^!'r.4^ CHROMOSOME lliy/2.0e-31 :148:46// 
CAENORHABDITIS ELEGANSy/P34548 ' v'' ^ 

F-PLACE1 002941//!!!! ALU SUBFAMILY SX WARNING ENTRY !!^!!//2.6.e-11:40:85//HOMO SAPIENS (HUMAN)y/ 
P39195 ; ^ r I 

F-PLACE1002962//ENDOTHELIN-1 PRECURSOR (ET-.1) :iRRi5(GMENT).//0.90:38:36//CANIS FAMILIARIS 
(DOG)y/P13206 ' ' ' 

F-PLACE1002968//TOXIN IV-5 PRECURSOR (TITYUSTOXIN) (FRAGMENT)y/0.97:26:3a//TITYUS SERRULA- 
TUS (BRAZILIAN SCORPION)y/P01 496 

F-PLACE1002991//PUTATIVE AMIDASE (EC 3.5.1.4).//3.3e-20:120:41//METHANOCOCCUS JANNASCHII.// 

Q58560 

F-PLACE1002993//HYPOTHETICAL 17.8 KD PROTEINJN SMPA-SMPB INTERGENIC REGION (F158)y/ 
0.00045:93:23//ESCHERICHIACOLI.//P52121 

F-PLACE1 002996//PUTATIVE REGULATORY PROTEIN TSC-22 (TGFB STIMULATED CLONE 22 HOMOLOG).// 

0.17:91 :29//GALLUS GALLUS (CHICKEN).//Q91012 

F-PLACE1003025//SUPPRESSOR PROTEIN SRP40.//0.0079:2,14:24//SACCHAROMYCESCEREVISIAE(BAK^ 
ER'S YEAST).//P32583 'I /J; ' • , 

F-PLACE1003027//HYPOTHETICAL 128.6 KD PROTEIN ZKr098.'l 01^ CHROMOSOME 1 1 iy/1 .36-49:167:63// 
CAENORHABDITIS ELEGANS.//P34609 ^r: , ' - 

F-PLACE1003044//SPORE COAT PROTEIN Dy/0.97:24:45//BACIl!i:US SUBTILIS.//P07791 
F-PLACE1 003045 ^'t.,----' ' 

F-PLACE1 003092 ' ^' ' 

F-PLACE1003100//HEP27 PROTEIN (PROTEIN D).//3.9e-51 ^1 88:57//HOMO SAPIENS (HUMAN).//Q 13268 
F-PLACE1003108 ^y'ij^ ^'!\yy ■ 

F-PLACE1 003136 / . 

F-PLACE1003145//BUTYROPHILIN PRECURSOR (BT)y/0.00b^4:17Cr:24//BOS TAURUS (BOVINE)y/P18892 
F-PLACE1003153//HUNCHBACK PROTEIN (FRAGMENT}yh ■b':32:37//LOCUSTA MIGRATORIA (MIGRATORY 
LOCUST)7/Q01777 *' > C 

F-PLACE1003174//UBIQUITIN-CONJUGATING ENZYME E2-i'8 KD (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42).//6.3e-05:54:38//ARABIDOPSIS THALIANA (MOUSE-EAR 
CRESS) .//P42743 

F-PLACE1003176//HYPOTHETICAL 62.3 KD PROTEIN IN PCS60-ABD1 INTERGENIC REGION 7/0.24:74:36// 
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SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38319 . • ' ' • 

F-PLACE1003190//SOF1 PROTEl N 7/1 .06-52:1 58:41 //SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/ 

P33750 

F-PLACE1 003200 ' ''^ 

5 F-PLACE1003205//SPERM PROTAMINE P1 .//0.074:20:45//CAENCiLESTES FULIGINOSUSy/P42131 

F-PLACE1003238//PROBABLE G PROTEIN-COUPLED RECEPTOR KIAA0Q01 .//0.013:2a:55//HOMO SAPIENS 
(HUM AN).//Q1 5391 . ' 

F-PLACE1003249//HYPOTHETICAL PROTEIN KIAA0125,//0.98:48:37//HOMO SAPIENS (HUMAN)y/Q14138 
F-PLACE1003256//OMEGA-CONOTOXINS GVIA. GVIB AND GVIC PRECURSOR (SHAKER PEPTIDE).//0.84: 
10 53:30//CONUS GEOGRAPHUS (GEOGRAPHY CON E).//P0 1522 

F-PLACE1003258//EARLY EMBRYOGENESIS ZYG-11 PROTEIN.//4.1e-18:70:47//CAENORHABDITIS ELE- 
GANS.//P21541 

F-PLACE1003296//SPECTRIN BETA CHAIN, ERYTHROCYTE.//0,063:160:24//HOMO SAPIENS (HUMAN).// 
P11277 , 
15 F-PLACE1003302//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPFl)y/9.4e-69:84:94//HOMO SAPI- 

ENS (HUMAN).//P51 522 

F-PLACE1003334//NUCLEOBINDIN PRECURSOR (NUCB1) (BONE 63 KD CALCIUM-BINDING PROTEIN).// 
0.029:125:24//RATTUSNORVEGICUS(RAT).//Q63083 ^ 

F-PLACE1003342//MALE SPECIFIC SPERM PROTEIN MST84DB.//0.97:44:40//DROSOPHILA MELA- 
20 NOGASTER (FRUIT FLY)7/Q01643 , j^ c - 

F-PLACE1003343//GENE 11 PROTEINy/1.0:37:37//SPIROPLASMA VIRUS SPV1-R8A2 By/P15902 
F-PLACE1 003353//SH2/SH3 ADAPTOR CRK (ADAPTER MOLECULECRK) (CRK2)y/6.4e-05:69:40//XENOPUS 
LAEVIS (AFRICAN CLAWED FROG).//P87378 

F-PLACE1 003361//I!!! ALU SUBFAMILY SC WARNING ENTRY !}!!//1 .6e-23:66:75//HOMO SAPIENS (HUMAN).// 
25 P39192 iv =u.;:-': 

F-PLACE1003366//SMALL PROLINE-RICH PROTEIN 2-1 y/p.62:1.9:.57//HOMO SAPIENS (HUMAN).//P35326 

F-PLACE1 003369//A-AGGLUTININ ATTACHMENT SUBUNlf p'BEC*U.RSORy/4.3e-06:1 02:42//SACCHAROMY- 

CES CEREVISIAE (BAKER'S YEAST).//P32323 • 

F-PLACE1003373//PROTEIN Q3007/0.042:29:37//MUS MUSCULUS (MOUSE)y/Q02722 
30 F-PLACE1003375//OLFACTORY RECEPTOR 11 (M49) >( FRAGMENT) y/0.99:46:34//M US MUSCULUS 

(MOUSE) y/Q60890 

F-PLACE1 003383 

F-PLACE1003394//RAS-RELATED PROTEIN RAB-14.//2.8e-80:166:89//RATTUS NORVEGICUS (RAT).// 
P35287 , ' 

35 F-PLACE1 003401 

F-PLACE1003420//PUTATIVE MITOCHONDRIAL CARRIER YiLC)06W.//8.1e-17:138:37//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST) y/P40556 

F-PLACE1 003454 ,> , v., > 

F-PLACE1 003478 

40 F-PLACE1003493//ENDOTHELIAL CELL MULTIMERIN PRECURSbR.//3.4e-11:123:32//HOMO SAPIENS (HU- 

MAN)y/Ql3201 

F-PLACE1 00351 6//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/1 .0e-32:68:76//HOMO SAPIENS (HU- 
MAN)y/P08547 . 

F-PLACE1 00351 9//illl ALU SUBFAMILY J WARNING ENTRY !!!!//i9.2e-17:77:50//HOMO SAPIENS (HUMAN).// 
45 P39188 : ; 

F-PLACE1003521//HYPOTHETICAL BAMHI-0RF9 PR0TEIN.'//1 .6:38:42//FOWLPOX VIRUS (ISOLATE HP-438 
[MUNICH]).//P14366 : ... < 

F-PLACE1003528//ATP SYNTHASE PROTEIN 8 (EC 3.6.i:3f):(A^t);//0.96:32:40//XENOPUS LAEVIS (AFRI- 
CAN CLAWED FROG)y/P03931 ■; ; 
50 F-PLACE1003537//CEF PROTEI N. //0. 92 :47:29//BACTE RIO PHAGE T4y/Q01436 
F-PLACE1003553 , r ^ ' 

F-PLACE1 003566//HYPOTHETICAL BAMHI-0RF9 PROTEIN.//r.0'32:34//FOWLPOX VIRUS (ISOLATE HP-438 
[MUNICH])y/P14366 

F-PLAC El 003575 ■ ; 

55 F-PLACE1003583//PROBABLE E5 PROTEIN.//0.16:64:31//HUMAN PAPILLOMAVIRUS TYPE 35.//P27226 

F-PLACE1 003584 

F-PLACE1 003592//EXCISIONASEy/0.26:1 9:52//BACTERIOPHAGE PHI-80y/P05998 

F-PLACE1003593//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L)y/1.0:42:30//OVlS ARIES (SHEEP).// 
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F-PLACE1003596//OLIGOSACCHARYL TRANSFERASE StT3' SUBUNIT HOMOLOG.//6.3e-87:238:67// 
CAENORHABDITIS ELEGANS.//P46975 ' . 

F-PLACE1003602//HYPOTHETICAL 11 .0 KD PROTEIN IN FAA3-MAS3 INTERGENIC REGION.//8.4e-1 7:98:42// 
5 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P40554,'-. 

F-PLACE1 003605//HAP5 TRANSCRIPTIONAL ACTIVATOR7/2.0e-09:82:35//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//Q02516 ', . 

F-PLACE1 003611 //PANCREATIC SECRETORY TRYPSIN INHIBITORy/0.99:32:43//CANIS FAMILIARIS 
(DOG).//P04542 

10 F-PLACE1 00361 8//LINE-1 REVERSE TRANSCRIPTASE HOM6LOG.//4.7e-65:229:58//HOMO SAPIENS (HU- 

MAN)y/P08547 

F-PLACE1 003625//30S RIBOSOMAL PROTEIN S20 (FRAGMENTjiV/l .0:56:26//PROTEUS MIRABILISy/P42275 
F-PLACE1003638//PROTEIN 03007/0,079:41 :39//M US MUSCULUS (MOUSE) 7/002722 
F-PLACE1003669//rRICHOHYALIN7/2.9e-07:180:30//OV(S ARIES (SHEEP)y/P22793 
15 F-PLACE1003704//SPLICING FACTOR, ARGININE/SERINE-RICH 4 (PRE-MRNA SPLICING FACTOR 

SRP75)7/3.3e-16:98:40//HOMO SAPIENS (HUMAN)y/Q08170 

F-PLACE1003709//HYPOTHETICAL 59.5 KD PROTEIN IN CGT3-CCT8 INTERGENIC REGION 7/2.8e-07: 128: 
27//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) 7/P47074 

F-PLACE1 00371 1//ALPHA/BETA-GLIADIN PRECURSOR (PROLAMIN) (CLASS A-IV)y/5.0e-05:88:30//TRITI- 
20 CUM AESTIVUM (WHEAT)y/P04724 - ' ; r ' 

F-PLACE1003723//TYROSINE-PROTEIN KINASE SRM (EC 2:7:1 .".112) (PTK70).//6.0e-06:98:36//MUS MUSCU- 
LUS (MOUSE)7/Q62270 

F-PLACE1003738//OOCYTE ZINC FINGER PROTEIN XLC0F6 (FRAGMENT) y/2.5e-45:147:46//XENOPUS 
LAEVIS (AFRICAN CLAWED FROG). //P 18749 . . : 

25 F-PLACE1003760//CYTOCHROME B (EC 1.10.2.2)y/0.91:49:34//TSYPANOSOMA BRUCEI BRUCE! y/P001 64 

F-PLACE1003762//METALLOTHIONEIN-LIKE PROTEIN TYPE-2://6 .'98:28 :32//M ALUS DOMESTICA (APPLE) 
(MALUS SYLVESTRIS)y/O24058 - 

F-PLACE1003768//LINE-1 REVERSE TRANSCRIPTASE HbMbLbGy/8.5e-1 9:1 23:37//HOMO SAPIENS (HU- 
MAN)y/P08547 
30 F-PLACE1 003771 

F-PLACE1003783//SRY-RELATED PROTEIN ADW2 (FRAGM.ENT)y/1.0:29:37//ALLIGATOR MISSISSIPPIEN- 
SIS (AMERICAN ALLIGATOR)7/P40634 

F-PLACE1003784//HYPOTHETICAL98.1 KD PROTEIN IN SPX19rGCR2 INTERGENIC REGION7/1.2e-13:199: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P,4d 164 
35 F-PLACE1003795//EC PROTEIN l/ll (ZINC-METALLOTHIONEIN CLASS ll)y/0.67:53:30//rRITICUM AESTIVUM 

(WHEAT).//P30569 . ^ 

F-PLACE1003833//METHIONYL-TRNA FORMYLTRANSFERASE (EC 2.1 .2.9)y/0.99:158:28//THERMUS 
AQUATICUS (SUBSP. THERMOPHILUS)y/P43523 .^; ;.v 

F-PLACE1 003850 : 
40 F-PLACE1 003858//HUNCHBACK PROTEIN (FRAGMENT)y/6v37:28:42//LITHOBIUS FORFICATUSy/Q02030 

F-PLACE1003864//OUTER MEMBRANE LIPOPROTEIN LOLB'PRECURSOR.//0.0046:116:31//ACTINOBACIL- 
LUS ACTINOMYCETEMCOMITANS (HAEMOPHILUS ACTINOMYCETEMCOMITANS)y/052727 
F- PLACE 1003870 

F-PLACE1003885//POLY(A) POLYMERASE (EC 2.7.7.19) (PAP). (POLYNUCLEOTIDE ADENYLYLTRANS- 
45 FERASE) {FRAGMENT)y/1 ,6e-92:1 66:75//HOMO SAPIENS (HU WANj.//P51 003 

F-PLACE1003886//IMMEDIATE-EARLY PROTEIN IE180y/0.54:96:34?/P.SEUDORABIES VIRUS (STRAIN INDI- 
ANA-FUNKHAUSER / BECKER) (PRV)y/P1 1675 . ' . • v« , ' 

F-PLACE1003888//1-PHOSPHATIDYLINOSITOL-4.5-BISPHOSPHATE PHOSPHODIESTERASE DELTA 1 (EC 
3.1.4.11) (PLC-DELTA-1) (PHOSPHOLIPASE C-DELTA-1) (PLC-III) (FRAGMENT).//8.8e-54:260:46//BOS TAU- 

50 RUS(BOVINE).//P10895 ^ ' 

F-PLACE1003892//PROBABLE E5 PROTEINy/1.0:13:61//HUMAN PAPILLOMAVIRUS TYPE 18.//P06792 
F-PLACE1003900//BETA-FRUCTOFURANOSIDASE. SOLUBLE ISOENZYME I (EC 3.2.1.26) (SUCROSE-6- 
PHOSPHATE HYDROLASE) (INVERTASE) (FRAGMENTS)7/0.58:49:36//DAUCUS CAROTA (CARROT)y/ 
P80065 . . / 

55 F-PLACE1003903//CTP SYNTHASE (EC 6.3.4.2) (UTP-AMMOKllAXIGASE) (OTP SYNTH ETASE)y/3.8e-52:92: 

85//HOMO SAPIENS (HUMAN).//P1 781 2 

F-PLACE1 00391 5//PR0BABLE ARGINYL-TRNA SYNTHETASE, CYTOPLASMIC (EC 6.1.1.19) (ARGININE- 
-TRNA LIGASE) (ARGRS).//2.6e-26:202:36//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //Q05506 
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F-PLACE1003923//HISTIDYL-TRNA SYNTHETASE (EC 6:1.1-;21) (HISTIDINE--TRNA LIGASE) (HISRS) 7/0.94: 
65:29//STREPTOCOCCUSEQUISIMILlS.//P30053 . ^- 

F-PLACE1003932//HYPOTHETICAL 17.3 KD PROTEIN IN SEC15-SAP4 INTERGENIC REG ION 7/0. 098:79:31// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53074 
5 F-PLACE1 003936 

F-PLACE1003968//5*-AMP-ACTIVATED PROTEIN KINASE/GAMMA-1 SUBUNIT (AMPK GAMMA-1 CHAIN)7/ 
4.7e-68:164:78//RATTUS NORVEGICUS (RAT)7/P80385 

F-PLACEl 0041 03//!!!! ALU SUBFAMILY SC WARNING ENTRY MlV/l .9e-14:60:73//HOMO SAPIENS (HUMAN)7/ 
P391 92 

10 F-PLACEl 0041 04//EXOCYST COMPLEX COMPONENT SEC57/0.020:202:20//SACCHAROMYCES CEREVI- 

SIAE (BAKER'S YEAST)7/P89102 

F-PLACE1004114//HII ALU SUBFAMILY J WARNING ENTRY !!I!//2.1G-15:69:60//HOMO SAPIENS (HUMAN)7/ 
P39188 

F-PLACE1004118//REGULATORY PROTEIN E2.//0.73:58:36//CANINE ORAL PAPILLOMAVIRUS (C0PV)7/ 
15 089420 

F-PLACE1004128//GUANINE NUCLEOTIDE-BINDING PROTEIN- BETA SUBUNIT 4 (TRANSDUCIN BETA 
CHAIN 4)7/7.7e-62:108:100//MUS MUSCULUS (MOUSE)7/P29387 

F-PLACE1004149//PROBABLE NUCLEAR ANTIGEN7/0.0011 :73:42//PSEUQORABIES VIRUS (STRAIN KAP- 
LAN) (PRV).//P33485 .r.' 
20 F-PLACE10041 56//HYPOTHETICAL PROLINE-RICH PROTEIN (FRAGMENT)7/0.00061 :39:48//OWENIA FUSI- 

FORMIS.//P21260 * "V . 

F-PLACE1004161//PLASMINOGEN-BINDING PROTEIN P/VM RFJEpURSOR (FRAGMENT)7/0.033:1 08:27// 
STREPTOCOCCUS PYOGENES V/P49054 ' • ■• ^'.} r 

F-PLACE1004183//HYPOTHETICAL 64.3 KD PROTEIN IN CDC.12'^ERP5 INTERGENIC REG ION 7/4.06-07:146: 
25 35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P388 17 

F-PLACE1004197//BUTYROPHILIN PRECURSOR (BT)7/5.9e-11 :208:27//MUS MUSCULUS (M0USE)7/ 
062556 

F-PLACE1004203//PROTEIN A397/8.5e-18:139:33//VACCINIA VIRUS (STRAIN COPENHAGEN)7/P21062 
F-PLACEl 004242//PHOTOSYSTEM II REACTION CENTRE. J, PQOTEIN7/1.0:2B:42//PISUM SATIVUM (GAR- 

30 DEN PEA) 7/P1 3555 ' ' ^■ 

F-PLACEl 004256//MYOSIN HEAVY CHAIN D (MHC D)7/0.73:1.34;25//CAENORHABDITIS ELEGANS7/P02567 
F-PLACE1004257//HYPOTHETICAL PROTEIN HI04907/0.13:75:29//HAEMOPHILUS INFLUENZAE7/P44006 
F-PLACEl 004258//COLLAGEN ALPHA 2(VIII) CHAIN (ENDOTHELIAL COLLAGEN) (FRAGMENT)7/0.027:128: 
35//HOMO SAPIENS (HUMAN)7/P25067 . 'u " 

35 F-PLACEl 004270//LARGE TEGUMENT PR0TEIN7/1 .8e-10:100:44//EPSTEIN-BARR VIRUS (STRAIN B95-8) 

(HUMAN HERPESVIRUS 4)7/P031 86 ■ * ' 

F-PLACEl 004274//HYPOTHETICAL PROTEIN E-95.//0.44:61:42//HUMAN ADENOVIRUS TYPE 27/P03286 
F-PLACEl 004277//COLLAGEN ALPHA 1 (XII) CHAIN (FRAGMEN fs)'7/0.6oi 3:55:38//BOS TAURUS (B0VINE)7/ 
P25508 . • 

40 F-PLACEl 004284//7 KD PROTEIN (ORF 4)7/1 .0:63:23//CHRYSANTHEMUM VIRUS B (CVB)y/P37990 

F-PLACEl 004289//SPERM PROTAMINE P37/0.00057:22:77//MUS -MUSCULUS (MOUSE)7/Q62100 
F-PLACE1004302//SERINE/THREONINE PROTEIN KINASE'/^FSK (EC 2.7.1 .-)7/0.0065:148:29//STREPTOMY- 
CES COELICOL0R.//P54741 ; 

F-PLACE1 00431 6//AUT0PHAGY PROTEIN APG57/8.8e-06^li7:29//SACCHAROMYCES CEREVISIAE (BAK- 
45 ER'S YEAST)7/Q12380 ' ; ; ' ^ 

F-PLACEl 004336//COLLAGEN ALPHA 4(IV) CHAIN PRECURSOR7/0.0027:83:36//HOMO SAPIENS (HU- 
MAN)7/P53420 

F-PLACEl 004358//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURSOR7/2.9e-05:200:33//GALLUS GALLUS 
(CHICKEN)7/P02457 * . ' • 

50 F-PLACE1004376//AXONEME-ASSOCIATED PROTEIN MStioi(2).//2.4e-05:179:29//DROSOPHILA HYDEI 

(FRUIT FLY)./i'Q08696 * ■\" '^'"^-y 

F-PLACE1004384//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//1 .6e-28:46:76//HOMO SAPIENS (HUMAN)7/ 
P39194 ,v / 

F-PLACEl 004388//HYPOTHETICAL 75.2 KD PROTEIN IN ACSi'TGCV3 INTERGENIC REGION.//5.7e-34:202: 
55 37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)://P39722 

F-PLACE1004405//NEURAMINYLLACTOSE-BINDING HEMAGGLUTININ (N-ACETYLNEURAMINYLLAC- 
TOSE- BINDING FIBRILLAR HEMAGGLUTININ RECEPTOR-BINDING SUBUNIT) (NLBH) (FLAGELLAR 
SHEATH ADHESIN) (ADHESIN A) (FRAGMENT)7/0.93:74:33//H^LICOBACTER ACIN0NYX.//Q47947 
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F-PLACE1 004425//!!!! ALU SUBFAMILY SX WARNING ENTRY !!I!//0.81:70:42//HOMO SAPIENS (HUMAN)7/ 
P39195 

F-PLACE1004428//PRISTANOYL-COA OXIDASE (EC 1 .3.3.-).//1.9e-31 :203:39//RATTUS NORVEGICUS 

(RAT).//Q63448 ; , 

5 F-PLACE1004437//1SOCITRATE DEHYDROGENASE [NADj; MITOCHONDRIAL SUBUNIT BETA PRECURSOR 

(EC 1.1.1.41) (ISOCITRIC DEHYDROGENASE) (NAD+-SPECIFIC ICDH) (FRAGMENT).//4.2e-93:140:100// 

MACACA FASCICULARIS (CRAB EATING MACAQUE) (CYNOMOLGUS M0NKEY).//Q28479 

F-PLACE1004451//I!!! ALU SUBFAMILY J WARNING ENTRY !!]V/0.00013:40:62//HOMO SAPIENS (HUMAN)y/ 

P39188 V • • ^ ' 

10 F-PLACE1004460//MATERNAL TUDOR PROTEIN 7/0.0066^21 8:23//DROSOPHILA MELANOGASTER (FRUIT 

FLY).//P25823 • ■ • 

F-PLACE1 004467//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!/i^:8e-10:33:87//HOMO SAPIENS (HUMAN).// 
P39193 ^ 

F-PLACE1004471//ZINC FINGER PROTEIN 83 (ZINC FINGER PROTEIN HPF1).//7.0e-56:92:58//HOMO SAPI- 
15 ENS (HUMAN).//P51522 - . 

F-PLACE1004473//HYPOTHETICAL 54.3 KD PROTEIN C23b3;03C IN CHROMOSOME 1.7/0.019:136:27// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Q09844 
F-PLACE1004491//LYSIS PROTEIN.//0.95:53:30//BACTERIOPHAGE FR.//P19903 

F-PLACE1004506//AUTOIMMUNOGENIC CANCER/TESTIS ANTIGEN NY-ESO-1 (LAGE-1)y/0.58:66:34//HO- 
20 MO SAPIENS (HUMAN).//P78358 

F-PLACE1 00451 0//TRANSCRIPTION INITIATION FACTOR TFMD 150 KD SUBUNIT (TAFII-150) (TAFII150).// 
3.0e-07:63:46//DROSOPHILA MELANOGASTER (FRUIT FLY).//Q24325 

F-PLACE1 00451 6//HYP0THETICAL PROTEIN 5" TO ASP-RICH AND HIS-R!CH PROTEINS (FRAGMENT).// 
0.95:62:29//PLASMODIUM FALCIPARUM (ISOLATE FCM17 / SENEGAL).//P14587 
25 F-PLACE1004518//METALLOTHIONEIN 10-111 (MT-10-III).//0.91:28:42//MYTILUS EDULIS (BLUE MUSSEL).// 

P80248 V - ' '/ •>-■ . 

F-PLACE1004548//DIHYDROPYRIDINE-SENSITIVE L-TYPE;' SKELETAL MUSCLE CALCIUM CHANNEL GAM- 
MA SUBUNIT.//0.94:75:32//ORYCTOLAG US CUNICULUS (RABBIT).//P19518 
F-PLACE1004550//CUTICLE COLLAGEN 27/0.90: 155:31//CAENpRHABDITIS ELEGANS7/P17656 
30 F-PLACE1004564//CLEAVAGE AND POLYADENYLATION SBECIFICITY FACTOR. 100 KD SUBUNIT(CPSF 100 

KD SUBUNIT)7/3.2e-70:121:100//BOS TAURUS (BOVINE).//Q,1p568 

F-PLACE1004629//PROTEIN OS-9 PRECURSOR7/17e-l6:^32:36//HOMO SAPIENS (HU M AN). //Q 13438 
F-PLACE1004645//TRANSCRIPTION INITIATION FACTOR ilB< Hp MOLOG (TFIIB),//0.00036:100:30//PYRO- 

COCCUSFURIOSUS.//Q51731 ' : ; V ' 

35 F-PLACE1004646//PROBABLE UDP-GALACTOPYRANOSE MUTASE (EC 5.4.99.9).//0.91 :58:29//KLEBSIELLA 

PNEUMONIAE7/Q48481 ' 

F-PLACE1004658//GLUTAMATE [NMDA] RECEPTOR SUBUNIT.EPSILON 4 PRECURSOR (N-M ETHYL D-AS- 
PARTATE RECEPTOR SUBTYPE 2D) (NR2D) (NMDAR2D);Md3.i:134:32//MUS MUSCULUS (MOUSE).// 
Q03391 " : ' 

40 F-PLACE1004664//HYPOTHETICAL 180.2 KD PROTEIN IN FAA4-H6r7 INTERGENIC REGION.//0.025:125: 

20//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/Q 04781 ' 

F-PLACE1G04672//HYPOTHETICAL 36.7 KD PROTEIN" G2F7:14C v'IN CHROMOSOME l.//7.6e-52:1 58:56// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09764 

F-PLACE1004674//PROBABLE CALCIUM-BINDING PROTEIN^ ALG-2 (PMP41) ( ALG-257). //1 .4e-88: 144:93// 
45 MUS MUSCULUS (MOUSE)7/P12815 

F-PLACE1004681//CCR4-ASSOCIATED FACTOR 1 (CAF1 ). //1 .00-34:70:1 00//M US MUSCULUS (M0USE)7/ 
Q60809 . ' 

F-PLACE1 004686//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!!//3;4e-08:48:62//HOMO SAPIENS (HUMAN)7/ 
P39192 

50 F-PLACE1 004691//METALLOTHIONEIN (MT).//0.064:24:45//ARIANTA ARBUSTORUM.//P55946 

F-PLACE1 004693 , 

F-PLACE1 00471 6//ATP SYNTHASE PROTEIN 8 (EC 3.6.1:34) (A6L).//1.0:27:37//PAN PANISCUS (PYGMY 
CHIMPANZEE) (BONOBO)7/Q35587 • j I; • 

F-PLACE1004722//HYPOTHETICAL 61.5 KD PROTEIN IN eLA4-iyilD1 INTERGENIC REGION.//0.95:53:33// 
55 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P48365'^- ^ 

F-PLACE1004736//NEURONAL AXONAL MEMBRANE PROTEIN NAP-22.//0.0 14:1 63:30//RATTUS NORVEGI- 
CUS (RAT) 7/Q05 175 ■ ' ' ; 

F-PLACE1004740//II!! ALU SUBFAMILY SQ WARNING ENTRy !!!!//1 .9e-09:37:70//HOMO SAPIENS (HUMAN).// 
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P39194 . - 1' .■ 

F-PLACE1004743//HYPOTHETICAL 12.6 KD PROTEIN IN''ALGR3.3'REGION.//0.99:72:33//PSEUDOMONAS 
AERUGIN0SA.//P21484 

F-PUVCE1004751//CMP-N-ACEmNEURAMINATE-BETA-GALACTOSAMIDE-ALPHA-2,3-SIALYLTRANS- 
5 FERASE (EC 2.4.99.-) (BETA-GALACTOSIDE ALPHA-2,3-SIALYLTR ANSFERASE) (ST3GALII1) (ALPHA 2.3-ST) 

(GAL-NAC6S) (ST2) {SIAT4-C) (SAT-3) (ST-4).//2.2e-08:90:38//HOMO SAPIENS (H U M AN). //Q 11206 
F-PLACE1 004773//ANKYRIN R (ANKYRINS 2.1 AND 2.2) (EF^YTHROCYTE ANKYRIN).//3.2e-25:233:32//HOMO 
SAPIENS (HUMAN)y/P16157 

F-PLACE1004777//N-CHIMAERIN (NC) (N-CHIMERIN) (ALPHA CHIMERIN) (A-CHIMAERIN).//8.1 e-26:210:30// 
10 RATTUS NORVEGICUS (RAT).//P30337 

F-PLACE1004793//ENV POLYPROTEIN [CONTAINS: COAT PROTEIN GP52; COAT PROTEIN GP36].//0.00062: 
106:25//MOUSE MAMMARY TUMOR VIRUS (STRAIN BR6).//P10259 ' 
F-PLACE1 004804 

F-PLACE1004813//HYPOTHETICAL PROTEIN UL12.//1.0:22:40//HUMAN CYTOMEGALOVIRUS (STRAIN 
15 AD169).//P16777 

F-PLACE1004814//HYPOTHETICAL 37.0 KD PROTEIN 80495:8 IN CHROMOSOME 1 1. //2. 86-06:136:25// 

CAENORHABDITIS ELEGANS.//Q09217 

F-PLACE1004815 

F-PLACE1004824//HYPOTHETICAL 106.7 KD PROTEIN IN MUR1-SPR3 INTERGENIC REG ION 7/2 .36-09:70: 
20 38//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P53236 

F-PLACE1004827//HYPOTHETICAL 9.4 KD PROTEIN IN FLA'L 3*REGI0N (ORF3).//0.54:25:56//BACILLUS LI- 
CHEN I FORM IS.//P22754 ': L . . 

F-PLACE1004836//ANNEXIN VII (SYNEXIN) (FRAGMENT).//6.p066:12:66//BOS TAURUS (BOVINE),//P20072 
F-PLACE1 004838 

25 F-PLAC El 004840 ^ ^ ^ • ' ; V , . * 

F-PLACE1004868//MALE STERILITY PROTEIN 27/4.06-16:1 7:2'30//ARABIDOPSIS THALIANA (MOUSE-EAR 

CRESS)7/Q08891 ' ! 

F-PLAC E 1004885 . :^ / .Ai. 

F-PLACE1004900//MASTCELL DEGRANULATING PEPTIDE- F^RECURSOR (MCDP) (MOD) (PEPTIDE 401).// 
30 1 .0:23:47//APIS MELLIFERA (HONEYBEE).//P01499 

F-PLACE1004902//PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA HELICASE 
SPAC10F6.02C7/7.36-15:94:47//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/042643 
F-PLACE1 00491 3//HYP0THETICAL 7.2 KD PROTEIN IN BCSArDEGR INTERGENIC REGION.//1.0:42:33//BA- 
CILLUS SUBTILIS7/P54165 

35 F-PLACE1 00491 8//HYP0THETICAL 12.4 KD PROTEIN IN RPS21B-MRS3 INTERGENIC REGION.//0.98:50:34// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P470 12 

F-PLACE1004930//HYPOTHETICAL PROTEIN MJ0562.//0.82:44:36//METHANOCOCCUS JANNASCHII.// 
Q57982 

F-PLACE1 004934 

40 F-PLACE1004937//HYPOTHETICAL 67.1 KD TRP-ASP REPEATS CONTAINING PROTEIN C57A10.05C IN 

CHROMOSOME l.//9.0e-10:87:33//SCHIZOSACCHAROMYCES, POMBE (FISSION YEAST) 7/P87053 
F-PLACE1004969//HYPOTHETICAL 55.1 KD PROTEIN 80416.5 IN CHROMOSOME X.//4.0e-1 4:1 84:25// 
CAENORHABDITIS ELEGANS.//Q11073 \ ' ' 

F-PLACE1004972//BROMELAIN INHIBITOR 2 (Bl-ll) (BROMELAIN INHIBITOR VI) (BI-VI).//1.0:35:37//ANANAS 
45 COMOSUS (PINEAPPLE) 7/P27478 -r-''- '^^- : 

F-PLACE1004979//IIII ALU SUBFAMILY SC WARNING ENTRY !!M//5:3e-30:55:72//HOMO SAPIENS (HUMAN).// 
P39192 w V ; 

F-PLACE1004982//M PROTEIN. SEROTYPE 12 PRECURSOR'r(FRAGMENT)7/0.00049:124:27//STREPTO- 
COCCUS PYOGENES7/P19401 
50 F-PLACE1004985//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.'34):;(i(V6L).//1.0:26:34//L TERRESTRIS 

(COMMON EARTHWORM).//Q34942 ^ " ' 

F-PLACE1005026//TELOMERE-BINDING PROTEIN HOMOLOG.//p.0011:179:27//EUPLOTES CRASSUS.// 

006183 

F-PLAC El 005027 

55 F-PLACE1005046//ANNEXIN VII (SYNEXIN) (FRAGMENf).//d!o8^:44:36//80S TAURUS (BOVINE).//P20072 

F-PLACE1005052//MALE SPECIFIC SPERM PROTEIN MST84DD.//0.38:36:44//DROSOPH1LA MELA- 
NOGASTER (FRUIT FLY)7/Q01 645 
F-PLACE1 005055 
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F-PLACE1005066//RING CANAL PROTEIN (KELCH PROtEIN).//2.9e-38:194:39//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q04652 
F-PLACE1 005077 

F-PLACE1005085//INSECT TOXIN 1 (BOT IT1).//0.85:36:33//BUTHUS OCCITANUS TUNETANUS (COMMON 
5 EUROPEAN SCORPION).//P55902 

F-PLACE1005086//!!!! ALU SUBFAMILY SQ WARNING ENTRV !!l!//8.5e-38:93:76//HOMO SAPIENS (HUMAN).// 
P39194 ' ' / • ' 

F-PLACE1005101//HYPOTHETICAL PROTEIN ZAP128 (FRAGMENT)y/l.6e-11 :35:100//HOMO SAPIENS (HU- 

MAN)y/P49753 

10 F-PLACE1005102//ZINC FINGER PROTEIN 151 (POLYOMAVIRUS LATE INITIATOR PROMOTER BINDING 

PROTEIN) (LP-1) (ZINC FINGER PROTEIN Z1 3)7/3.06-1 4: 1lb:38//MUS MUSCULUS (MOUSE).//Q60821 
F-PLACE1005108//METALLOTHIONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) (GIF)y/0.41 :35:34//BOS 
TAURUS (BOVINE).//P37359 

F-PLACE1005111//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) (A6L) (CHARGERIN ll).//1. 0:29:41 //RATTUS 
15 NORVEGICUS (RAT)V/P11608 

F-PLACE1005128//RABPHILIN-3A (FRAGMENT).//5.9e-05:95:36//MUS MUSCULUS (MOUSE)y/P47708 
F-PLACE1005146//FIBROBLAST GROWTH FACTOR INDUCIBLE PROTEIN 15 (FIN 1 5)7/0. 17:48:35//MUS 
MUSCULUS (M0USE).//Q61 075 

F-PLACE1005162//IIH ALU SUBFAMILY SB WARNING ENTRY IIII//1 .Oe-31 :60:76//HOMO SAPIENS (HUMAN).// 
20 P39189 . : ... . .. 

F-PLACE1005176 ' ^"1 

F-PLACE1005181//HYPOTHETICAL 7 KD PROTEIN.//1.0:3i:4$//MEASLES VIRUS (STRAIN HALLE) (SUBA- 
CUTE SCLEROSE PANENCEPHALITIS VIRUS)y/P06831 . ' v 

F-PLACE1005187//GLUCAN SYNTHASE-1 (EC 2.4.1 .34) (1 .3-BETA-GLUCAN SYNTHASE) (UDP-GLUCOSE- 
2S 1 .3-BETA-D-GLUCAN GLUCOSYLTRANSFERASE).//0.0025:58:34//NEUROSPORA CRASSA.//P38678 

F-PLACE1005206//HYPOTHETICAL 10.7 KD PROTEIN.//0.34:57:4^/VACCIN!A VIRUS (STRAIN COPENHA- 
GEN).//P20511 . , . 

F-PLACE1005232//AMELOGENIN, Y ISOFORM PRECURSOR://0:70:60:35//HOMO SAPIENS (HUMAN).// 
099218 

30 F-PLACE1005243//SERINE/THREONINE PROTEIN KINASE PKPA (EC 2.7.1 .-).//0.001 7:11 4:27//PHYCOMY- 

CESBLAKESLEEANUS.//Q01577 

F-PLACE1005261//HYPOTHETICAL 90.8 KD PROTEIN T05H10i7,:IN CHROMOSOME 1 1. //1 .29-38:206:41// 
CAENORHABDITIS ELEGANS.//O10003 

F-PLACE1 005266 

35 F-PLACE1005277//PROTEIN GURKEN PRECURSOR.//0.58:95:29//DROSOPHILA MELANOGASTER (FRUIT 

FLY).//P42287 

F-PLACE1005287//INNER CENTROMERE PROTEIN (INCENP).//2.0e-12:211:29//GALLUS GALLUS (CHICK- 
EN).//P53352 . 

F-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIAL(EC 2.7.4.10) (AK3).//1 .8e-78:205: 
40 78//BOS TAURUS (BOVINE).//P08760 j.-.^. 

F-PLACE1005308//WOUND-INDUCED BASIC PROTEIN.//d.*99:40:40//PHASEOLUS VULGARIS (KIDNEY 
BEAN) (FRENCH BEAN)y/Q09020 > 'f ' •'. 

F-PLACE1005313//HYPOTHETICAL8.7 KD PROTEIN INlEUX^FgCE INTERGENIC REGION (O67)y/0.15:36: 
41//ESCHERICHIACOLI,//P39355 '-0" ::. 

45 F-PLACE1005327//DNA-BINDING P52/P100 COMPLEX. 100 KDiSUBUNIT (FRAGMENTS).//1 .0:19:52//HOMO 

SAPIENS (HUMAN)y/P30808 ' I ^ ! 

F-PLACE1005331//BREAKPOINT CLUSTER REGION PROTEiN;//b,C)0021:98:35//HOMO SAPIENS (HUMAN).// 
P1 1274 

F-PLACE1005335//IROQUOIS-CLASS HOMEODOMAIN PROTEIN . IRX-3.//0.37:98:33//MUS MUSCULUS 
50 {MOUSE).//P81067 : 

F-PLACE1005373//PSEUDOURIDYLATE SYNTHASE 4 (EC 4.2..1. 70) (PSEUDOURIDINE SYNTHASE 4) (TRNA 

PSEUDOURIDINE 55 SYNTHASE) (PSI55 SYNTHASE) (PSEUDQURIDYLATE SYNTHASE) (URACIL HYDROL- 

YASE).//0.01 0:96:28//SACCHAROMYCES CEREVISIAE (BAKEft'S YEAST).//P48567 

F-PLACE1 005374 ' " 'P'^- 

55 F-PLACE1 005409 

F-PLACE1005453//LICHENASE PRECURSOR (EC 3.2.1 .73) (ENDO-BETA-1 .3-1 ,4 GLUCANASE).//1 .0:50:32// 

NICOTIANA PLUMBAGINIFOLIA (LEAD WORT-LEAVED TOBACCO ).//P07979 

F-PLACE1005467//KERATIN. FEATHER (F-KER).//0.0095:42:35//LARUS NOVAE-HOLLANDIAE (SILVER 
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GULL)y/P02451 

F-PLACE1005471//NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4L (EC 1 .6.5.3)y/0.23:49:32//PHYTOPH- 
THORA INFESTANS (POTATO LATE BLIGHT FUNGUS).//Q37598 * 

F-PLACE1005477//HYPOTHETICAL PROTEIN ORF-1137.//9.6e-13:115:38//MUS MUSCULUS (MOUSE).// 
5 P11260 ^ -^^ ' , 

F-PLACE1 005480//C-HORDEIN (CLONE PC H0R1 -3) (FRAGMENT)y/0,97:33:30//HORDEUM VULGARE (BAR- 
LEY). //PI 7991 

F-PLACE1005481//HUNCHBACK PROTEIN (FRAGMENT)y/0.30:52:38//APIS MELLIFERA (HONEYBEE)y/ 

P31504 • 

10 F-PLACE1 005494//TRANSIENT-RECEPTOR-POTENTIAL PR6TEINy/3.9e-05:87:33//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY)y/P19334 
F-PLACE1 005502 

F-PLACE1005526//IMMED1ATE-EARLY PROTEIN lE180y/4.6e-05:132:32//PSEUDO RABIES VIRUS (STRAIN 
KAPLAN) (PRV)y/P33479 

15 F-PLACE1 005528//IIII ALU SUBFAMILY SX WARNING ENTRY !!!!//3.4e-09:31 :74//HOMO SAPIENS (HUMAN)y/ 

P39195 

F-PLACE1005530//HYPOTHETICAL 47.6 KD PROTEIN C16C10.5 IN CHROMOSOME llty/9.7e-50:14B:58// 
CAENORHABDITIS ELEGANSy/Q09251 

F-PLACE1005550//HYPOTHETICAL 40.2 KD PROTEIN K12H4.3 IN CHROMOSOME II iy/3.0e-21 : 127:37// 
20 CAENORHABDITIS ELEGANSy/P34524 . 

F-PLACE1005554//CYTOCHROME B (EC 1.10.2.2) (FRAGMENT).//o!84:38:31//DIPODOMYS CALIFORNICUS 
(KANGAROO RAT)y/P1 6359 

F-PLACE1005557//60S RIBOSOMAL PROTEIN L27.//4.8e-09:60-48//CRYPTOCOCCUS NEOFORMANS (FILO- 
BASIDIELLA NEOFORMANS).//P46288 
25 F-PLACE1005574//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L)y/0.89:44:29//BOS TAURUS (BOVINE).// 

P03929 • ' . 

F-PLACE1005584//MALE SPECIFIC SPERM PROTEIN MST87Fy/0.00030:33:48//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/P081 75 

F-PLACE1005595//IMMEDIATE-EARLY PROTEIN IE180y/0.60048:162:30//PSEUDORABIES VIRUS (STRAIN 
30 INDIANA-FUNKHAUSER/ BECKER) (PRV).//P1 1675 ' 

F-PLACE1005603//HIGH-MOBILITY-GROUP PROTEIN (NONHISTONE CHROMOSOMAL PROTEIN).// 
0.00034:83:30//TETRAHYMENA PYRIFORMISy/P40625 

F-PLACE1005611//DNAJ PROTEIN.//8.6e-20:108:48//CLOSTR!DIUM ACETOBUTYLICUM.//P30725 
F-PLACE1 005623//EXTRACELLULAR SIGNAL- REGULATED KINASE 5 (EC 2.7.1 .-) (ERK5) (ERK4) (BMK1 Kl- 
35 NASE)y/0.80:116:31//HOMO SAPIENS (HUMAN).//Q13164 

F-PLACE1005630//INTERLEUKIN-14 PRECURSOR (IL-14) (HIGH MOLECULAR WEIGHT B-CELL GROWTH 
FACTOR) (HMW-BCGF)y/0.0024:74:39//HOMO SAPIENS (HUMAN).//P40222 

F-PLACE1005639//EXTRACELLULAR MATRIX PROTEIN 1 (SECRETORY COMPONENT P85) (FRAGMENT).// 
0.72:18:61//RATTUS NORVEGICUS (RAT).//Q62894 
40 F-PLACE1 005646//RNA HELICASE-LIKE PROTEIN DB1 0..//4.8e-29:1 72:45//NICOTIANA SYLVESTRIS (WOOD 

TOBACCO).//P46942 

F-PLACE1005656//RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE M2 CHAIN (EC1. 17.4.1) (RIBONUCLE- 
OTIDE REDUCTASE).//3.7e-64:133:75//MESOCRICETUS AURATUS (GOLDEN HAMSTER).//Q60561 
F-PLACE1005666//CHLOROPLAST50S RIBOSOMAL PROTEIN L28.//0.57:36.41//PORPHYRA PURPUREA.// 

45 P51224 •;':*, 

F-PLACE1005698//HYPOTHETICAL PROTEIN IN SIGDS'REGiON (ORFC) (FRAGMENT).//0.50:61:29//BACIL- 
LUS SUBTILIS.//P40405 

F-PLACE1005727//ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) (FRAGMENT)y/0.46: 
27:51//BRASSICA NAPUS (RAPE).//P40603 • " 

50 F-PLACE1 005730//COLLAGEN ALPHA 1 (I) CHAIN (FRAGMElvJT)y/0.95:21 :52//ORYCTOLAGUS CUNICULUS 

(RABBIT).//P02456 - ■ ' 

F-PLACE1005739//INTERFERON-GAMMA INDUCIBLE PROTEIN .MG 11 y/3.4e-46:1 11 :53//MUS MUSCULUS 
(MOUSE)y/Q60710 

F-PLACE1005755//HYPOTHETICAL 70.2 KD PROTEIN IN GSH1-CHS6 INTERGENIC REGIONy/2.6e-12:66: 
55 51//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)y/P42951 

F-PLACE1005763//S-ACYL FATTY ACID SYNTHASE THib'ESTERASE, MEDIUM CHAIN (EC 3.1.2.14) 
(THIOESTERASE ll)y/1 .5e-26:69:57//RATTUS NORVEGICUS (RAT).//P08635 

F-PLACE1005799//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN) y/0.028:96:32//HOMO 
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SAPIENS (HUMAN)y/P26371 ' i .* . 

F-PLACE1005802//PROTEIN PROSPERO.//0.86:64:42//DROSOPHILA MELANOGASTER (FRUIT FLY).// 
P29617 ; ' . 

F-PLACE1005803//MYELOID DIFFERENTIATION PRIMARY RESPONSE PROTEIN MYD116.//1 .0:95:25//MUS 
5 MUSCULUS(MOUSE).//P17564 - ' 

F-PLACE1005804//PROCESSING ALPHA-1 ,2-MANNOSIDASE (EC 3.2.1 .-) (ALPHA-1 ,2-MANNOSIDASE 1 B).// 
2.8e-73:198:73//MUS MUSCULUS (MOUSE) y/P39098 * 

F-PLACE1 00581 3//HYP0THET1CAL 49.0 KD PROTEIN IN NSP1-kAR2 INTERGENIC REGION7/0.022:78:38// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P47057 
10 F-PLACE1 005828//!!!! ALU SUBFAMILY SX WARNING ENTRY, !!!!//1 .8e-23:56:76//HOMO SAPIENS (HUMAN).// 

P39195 

F-PLACE1005834//LATE CONTROL GENE B PROTEIN (GPB)7/0.97:33:39//BACTERIOPHAGE 186.//P08711 
F-PLAC El 005845 

F-PLACE1 005850//II!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//5.5e-28:96:73//HOMO SAPIENS (HUMAN).// 
15 P39194 

F-PLAC El 005851 

F-PLACE1005876//CLEAVAGEANDPOLYADENYLATION SPECIFICITY FACTOR, 100 KDSUBUNIT(CPSF100 
KD SUBUNiT).//2.2e-99:155:95//BOS TAURUS (BOVINE)y/Q.10568« . 
F-PLAC El 005884 

20 F-PLACE1005890//BEM46 PROTEIN (FRAGMENT).//1 .8e.33:137:49//SCHIZOSACCHAROMYCES POMBE 

(FISSION YEAST).//P54069 

F-PLACE1005898//NADH-UBIQUINONE OXIDOREDUCTASE MLRQ SUBUNIT (EC 1.6.5.3) (EC 1.6,99.3) 
(COMPLEX l-MLRQ) (CI-MLRQ).//0.77:58:34//HOMO SAPIENS (HUMAN).//O00483 

F-PLACE1005921//AIG1 PROTEIN7/1.4e-23:165:38//ARAByDOPSIS THALIANA (MOUSE-EAR CRESS).// 
2S P54120 

F-PLACE1005923//HYPOTHETICAL 22.4 KD PROTEIN (ORF'^€i).//0.90:118:28//PARAMECIUM TETRAURE- 
LIA.//P15617 . , V 

F-PLACE1005925//HYPOTHETICALGENE30 PROTEIN.//0.?4:57:29//HERPESVIRUS SAIMIRI (STRAIN 11).// 
Q01010 I ] 

30 F-PLACE1005932//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 

0.42:1 28:32//NICOTIANATABACUM (COMMON TOBACCO). //PI 3983 

F-PLACE1005934//DNA-DIRECTED RNA POLYMERASE II LARGEST SUBUNIT (EC 2.7.7.6)(RPB1) (FRAG- 
MENT) .//0.40:76:35//CRICETULUS GRISEUS (CHINESE HAMSTER).//P11414 

F-PLACE1 005936//TAT PROTEIN (TRANS ACTIVATING REGULATORY PROTEIN).//0.50:1 5:66//HUMAN IMMU- 
35 NODEFICIENCY VIRUS TYPE 1 (CLONE 12) (HIV-1).//P04326 

F-PLACE1005951//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
0.0025:135:32//NICOTIANATABACUM (COMMON TOBACCO).//P 13983 

F-PLACE1005953//HIGH POTENTIAL IRON-SULFUR PROTEjN (HIPIP).//0.64:57:33//RHODOFERAX FER- 
MENTANS.//P80882 . 
40 F-PLACE1005955//HYPOTHETICAL 54.2 KD PROTEIN IN eRP5-6RC6 INTERGENIC REGIONV/I .Oe-32:110: 

50//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) .//P38 821 

F-PLACE1005966//TACHYPLESIN II PRECURSORy/0.97:31':35//TA6HYPLEUS TRIDENTATUS (JAPANESE 
HORSESHOE CRAB).//P14214 /-^ 

F-PLACE100596B//GATA FACTOR SREPy/0.17:52:40//PENIciLLiOM tHRYSOGENUM.//Q92259 
45 F-PLACE1005990//CELL PATTERN FORMATION-ASSOCIATED -PROTEIN.//0.36:55:36//EMERICELLA NIDU- 

LANS (ASPERGILLUS NIDULANS)y/P36011 • y ' ' t .• • 

F-PLACE1 006002//!!!! ALU SUBFAMILY SC WARNING ENTRY'.!i!!//1 .5e-36:102:75//HOMO SAPIENS (HU- 
MAN).//P39192 ' 

F-PLACE1006003//HYPOTHETICAL 6.8 KD PROTEIN IN C6X3-NApi INTERGENIC REGION (ORF 61)7/1.0: 
50 22:40//M ARCH ANTI A POLYMORPH A (LIVERWORT) .//P38473 J V. V 

F-PLACE1 006011 //POLY [ADP-RIBOSE] POLYMERASE (EC 2:4.2.30) (PARP) (ADPRT) (NAD(+) ADP- RIBO- 
SYLTRANSFERASE) (POLY[ADP-RIBOSE] SYNTH ETASE).//2.8e-21 :1 63:36//ARABIDOPSIS THALIANA 
(MOUSE-EAR CRESS).//Q11207 , ;. - 

F-PLACE1006017//I!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//1 .16-1 0:43 :67//HOMO SAPIENS (HUMAN).// 
55 P39192 ■ ' ,'; : . 

F-PLACE1006037/A/ITELLOGENIN I PRECURSOR (VTG lJ"[C&NTAINS: LIPOVITELLIN 1 (LVI); PHOSVITIN 
(PV); LIPOVITELLIN 2 (LV2)].//0.00019:123:37//FUNDULUS HETEROCLITUS (KILLIFISH) (MUMMICHOG).// 
Q90508 
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F-PLACE1006040//CAMP-REGUU\TEDPHOSPHOPROTEIN19(ARPP-19)y/3.2e-40:110:76//H^ 
(HUMAN).//P56211 

F-PLACE1006076//BOWMAN-BIRK TYPE PROTEINASE INHIBITOR. Arll.//0.99:30:40//ARACH IS HYPOGAEA 
(PEANUT)7/P01066 ' " 

5 F-PLACE1 0061 1 9//IMP0RTIN BETA-3 SUBUNIT (KARYOPHERIN BETA-3 SUBUNIT) (RAN-BINDING PROTEIN 

5).//8.8e-94:218:76//HOMO SAPIENS (HUMAN).//O00410 

F-PLACE1006129//A-AGGLUTININ ATTACHMENT SUBUNITPRECURSOR.//0.00092:228:26//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P32323 

F-PLACE1 0061 39//HYPOTHETICAL 52.9 KD PROTEIN IN SAR155-YMR31 INTERGENIC REGIONy/5.9e-55: 
10 128:50//SACCHAROMYCES CEREVISIAE (BAKER'S YEASt).//P436i 6 

F-PLACE1006143//!!!! ALU SUBFAMILY SO WARNING ENTRY !!!l//1.4e-25:107:63//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-PLACE1006157//E-SELECTIN PRECURSOR (ENDOTHELIAL LEUKOCYTE ADHESION MOLECULE 1) 
(ELAM-1) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLECULE 2) (LECAM2) (CD62E)7/1.3e-21:168: 
15 32//SUS SCROFA (PIG)7/P981 10 

F-PLACE1006159//COLD SHOCK INDUCED PROTEIN TIR1 PRECURSOR (SERINE-RICH PROTEIN 1)7/0.46: 
98:29//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) //R 10863 

F-PLACE1006164//NADH-UBIQUINONE 0X1 DO REDUCTASE CHAIN 4L (EC 1.6.5.3)7/0:70:28:42//ARTEMIA 
SAUNA (BRINE SHRIMP)7/P19049 
20 F-PLACE1006167//GLUCOAMYLASE S1/S2 PRECURSOR , (EC .3.2.1 .3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1,4-ALPHA-D-GLUCAN GLUCOHYDROLASE).//8r9e-05:167:32//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST)7/P08640 

F-PLACE1006170//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY* PROTEIN COMPLEX 2 ALPHA-C LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRAN E ADAPTOR HA2/AP2 ADAPTIN ALPHA 
25 C SUBUNIT)7/1.1e-67:157:88//MUS MUSCULUS (M0USE)7/R1 7427 " 

F-PLACE1006187//G1/S-SPECIFIC CYCLIN E7/5.6e-75:224:62//HOMO SAPIENS (HUMAN)7/P24864 
F-PLACE1006195//T-RELATED PROTEIN (TRP) (BRACHYENTERON PROTEIN)7/0.99:177:29//DROSOPHILA 
MELANOGASTER (FRUIT FLY).//P55965 

F-PLACE1006196//PUTATIVE ATP-DEPENDENT RNA HELICASE Q12C2.067/2.0e-33:183:46//SCHIZOSAC- 
30 CHAROMYCES POMBE (FISSION YEAST)7/Q09747 

F-PLACE1 006205 \\ - 

F-PLACE1006223//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS)7/0.00015:22;50//MUS 
MUSCULUS (MOUSE) 7/P1 5265 

F-PLACE1006225/A/IRION INFECTIVlPi' FACTOR (SOR PROTEI N) 7/1 .0:63 :34//HU MAN IMMUNODEFICIEN- 
35 CY VIRUS TYPE 1 (NDK ISOLATE) (HIV-1).//P18805 , ' ; , 

F-PLAC El 006236 ' : 

F-PLACE1006239//60S ACIDIC RIBOSOMAL PROTEIN P2 (ffRAGMENT)7/0.48:23:52//ARABlDOPSIS THAL- 
lANA (MOUSE-EAR CRESS)7/P51 407 

F-PLACE1006246//CMP-SIALIC ACID TRANSPORTER .(CMP-SIA-TR)7/0.012:84:30//MUS MUSCULUS 
40 (MOUSE) 7/061 420 . . i ^ 

F-PLACE1006248//140 KD NUCLEOLAR PHOSPHOPROTEIN (NOPPI 40)7/0.01 7:203:22//RATTUS NORVEGI- 

CUS (RAT)7/P41 777 ^ .;);:". 

F-PLACE1 006262//L-FUCULOSE PHOSPHATE ALDOLASE (K 4.1 .'2.1 7)7/0.84:25:52//HAEMOPHILUS INFLU- 
ENZAE7/P44777 . . : . 

45 F-PLACE1 006288 . / > ][' 

F-PLACE1 00631 8//CYSTEINE-RICH ANTIFUNGAL PROTEIN* (AFP1) (M1)7/1.0:29:48//SINAPIS ALBA 
(WHITE MUSTARD) (BRASSICA HIRTA).//P30231 

F-PLACE1006325//CYCLIN-DEPENDENT KINASE INHIBITOR 1C'(CYCLIN-DEPENDENT KINASE INHIBITOR 
P57) (P57KIP2)y/0.99:97:32//HOMO SAPIENS (HUMAN)y/P49918 
50 F-PLACE1006335//PROLINE-RICH PEPTIDE P-By/0,56:19:52//HOMO SAPIENS (HUMAN)y/P02814 

F-PLACE1 006357 • 
F-PLACE1006360 ' ' ^ 

F-PLACE1006368//NUF1 PROTEIN (SPINDLE POLY BODY SPACER PROTEIN SPCl10)y/0.0057:122:31//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P32380 
55 F-PLACE1006371//ARS BINDING PROTEIN W/0. 00030: 142:30//SCHIZOSACCHAROMYCES POMBE (FIS- 

SION YEAST) y/P49777 . . . ;/ 

F-PLACE1006382//NEUROTOXIN Vy/0.85:28:39//ANDROCtONUS MAURETANICUS MAURETANICUS 
(SCORPION)y/P01482 ' f .. 
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F-PLACE1006385//HYPOTHETICAL45.1 KD PROTEIN IN RPSS^ZMSI INTERGENIC REGION 7/3. 1e-35: 165: 
47//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)y/P47160 

F-PLACE1 00641 2//LINE-1 REVERSE TRANSCRIPTASE HOMOLOGy/4.3e-08:40:47//HOMO SAPIENS (HU- 
MAN)y/P08547 

5 F-PLACE1 006414//FORKHEAD-RELATED TRANSCRIPTION FACTOR 4 (FREAC-4)y/3.8e-05:123:39//HOMO 

SAPIENS (HUMAN)y/Q16676 

F-PLACE1006438//ZINC FINGER PROTEIN 165y/2.8e-21:76:64//HOMO SAPIENS (HUMAN)y/P49910 
F-PLACE1006445//SUPPRESSOR OF HAIRY WING PROTEINy/b.058:99:29//DROSOPHILA VIRILIS (FRUIT 
FLY)y/O08876 

10 F-PLACE1006469//ACETYL-COEN2YME A SYNTHETASE (EC 6.2.1.1) (ACETATE--COA LIGASE) (ACYL- AC- 

TIVATING ENZYME)y/1 .86-64:1 77;50//ESCHERICHlA COLiy/P^7550 
F-PLACE1 006470 ... 

F-PLACE1006482//TRANSCRIPTION FACTOR MAFFy/2:6W^7:1 20 :85//G ALIUS GALLUS (CHICKEN).// 
Q90595 " 
15 F-PLACE1006488//SIGNAL RECOGNITION PARTICLE 68 KD. PROTEIN (SRP68)y/1 .8e-85:173:95//CANIS FA- 

MIUAR!S(DOG).//Q00004 . z: 

F-PLACE1006492/A/ERY HYPOTHETICAL 11.2 KD PROTEIN:C56F8.13 IN CHROMOSOME l.//0.75:32:56// 

SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) y/Q1 0261 : . 

F-PLACE1 006506 V 
20 F-PLACE1 006521 V V/ ' " 

F-PLACE1006531//HYPOTHETICAL 115.4 KD PROTEIN ZfC757.3 IN CHROMOSOME 1117/1.36-53:167:61// 

CAENORHABDITIS ELEGANSy/P34681 , V'^.. 

F-PLACE1 006534 ' V . 

F- PLACE 1006540 ' " ; - 

25 F-PLACE1 006552//MYOSIN HEAVY CHAIN, CLONE 203 (FRAGMENT) .//1 .3e-07:242:23//HYDRA ATTENUATA 

(HYDRA) (HYDRA VULGAR IS) y/P39922 

F-PLACE1 006598//!!!! ALU SUBFAMILY SB1 WARNING ENTRY !!l!//0. 17:43:5 1//H0M0 SAPIENS (HUMAN).// 
P39190 - : 

F-PLACE1 00661 5//ACR0SIN PRECURSOR (EC 3.4.2il0)'y/3:6e-05:66:43//ORYCTOLAGUS CUNICULUS 
30 (RABBIT).//P48038 ' ' 

F-PLACE1 00661 7//HYP0THETICAL 14.6 KD PROTEIN (READING FRAME C) (REPUCATI0N)y/1 .0:74:29// 
STAPHYLOCOCCUS AUREUS.//P03861 , 1;./;;. 

F-PLACE1006626//HYPOTHETICALHELICASE K12H4.8 IN CHROMOSOME lll.//2.9e-10:73:46//CAENORHAB- 

DITIS ELEGANS.//P34529 V ''^^-k- 

35 F-PLACE1006629//HYPOTHETICAL PROTEIN BB0410.//1 .6:23:43//BORRELIA BURGDORFERI (LYME DIS- 

EASE SPIROCHETE)./^51371 . 
F-PLACE1 006640 * . 

F-PLACE1 006673 " ; ; • . 

F-PLACE1006678//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENT).//!. 0:36:41//ORYCTOLAGUS CUNICULUS 
40 (RABBIT).//P02456 ■ 

F-PLACE1006704//BROAD-COMPLEX C0RE-TNT1-Q1-Z1 ^PROTEIN (BRC0RE-TNT1-Q1-Z1) [CONTAINS: 
BROAD-COMPLEX C0RE-Q1-Z1 ; ' 

PROTEIN].//0.00062:157:26//DROSOPHILAMELANOGASTER (FRUIT FLY).//Q01295 

F-PLACE1 006731//RIBOFLAVIN KINASE (EC 2.7.1 .26) (FLAVOKINASE) / FMN ADENYLYLTRANSFERASE (EC 
45 2.7.7.2) (FAD PYROPHOSPHORYLASE) (FAD SYNTHETASE)-y/1 ;3e-07:127:36//CORYNEBACTERlUM AMMO- 

NIAGENES (BREVIBACTERIUM AMMONIAGENES).//Q59263 < • 

F-PLACE1006754//CARCINOEMBRYONIC ANTIGEN CGM1 PRECURSOR (CD66D ANTIGEN)y/1 .96-1 9:78: 
53//HOMO SAPIENS (HUMAN)y/P401 98 ^ 

F-PLACE1006760//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENT).//0.21 :107:30//RATTUS NORVEGICUS 
50 (RAT).//P13941 ■ 

F-PLACE1006779//CYTOTOXIN5(CTXV)y/1.0:20:30//N/>UAMdSSAMBICA(MOZ^^ 
F-PLACE1006782//ZINC FINGER PROTEIN 1 .//0.00052:1 78:28//CANDIDA ALBICANS (YEAST)y/P28875 
F-PLACE1 006792 

F-PLACE1006795/A^OLTAGE-GATED POTASSIUM CHANNEDPROTEIN SHAW (SHAW2).//1 :0:80:30//DRO- 
55 SOPHILAMELANOGASTER (FRUIT FLY).//P1 7972 ^. ^- 

F-PLACE1006800//HYPOTHETICAL 9.4 KD PROTEIN.//0.99:62:'33//VACCINIA VIRUS (STRAIN COPENHA- 

GEN)y/P20569 " ^: ; 

F-PLACE1 006805 
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F-PLACE1006815//HYPOTHETICAL PROTEIN UL61 7/0.038: 146:32//HU MAN CYTOMEGALOVIRUS (STRAIN 
AD169).//P16818 

F-PLACE1 00681 9//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//7.3e-98:239:76//HOMO SAPIENS (HU- 
MAN). //P08547 

5 F-PLACE1006829//UBIQUmNCARBOXYL-TERMINAL HYDROLASES (EC 3.1. 2.15) (UBIQUITINTHIOLESTE- 

RASE 8) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 8) (DEUBIQUITINATING ENZYME 8)7/0.061:34: 
58//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P50102 
F-PLACE1 006860 m 
F-PLACE1 006867 

10 F-PLACE1 006878//HYPOTHETICAL 8.2 KD PROTEIN IN m6;BL 3' REGION (ORF 3).//0.85:27:37/nrHIOBACIL- 

LUS FERROOXIDANSy/P20087 " V * 

F-PLACE1006883/A/ITAMIN D3 RECEPTOR (VDR) (1.25-DIHYDRbXYVITAMIN D3 RECEPTOR)y/0.78:51 :37// 
MUS MUSCULUS (MOUSE)y/P48281 • 

F-PLACE1006901//HYPOTHETICAL 8.1 KD PROTEIN.//0.99:55:23/A/ACCINIA VIRUS (STRAIN COPENHA- 
15 GEN)y/P20567 

F-PLACE1006904//MATING-TYPE LOCUS ALLELE B1 PROTEINy/0.95:86:26//USTILAGO MAYDIS (SMUT 
FUNGUS).//P22015 ■- 

F-PLACE1 00691 7//HYP0THETICAL 40.9 KD PROTEIN C08B11, 5 IN CHROMOSOME ll.//6.9e-1 5:1 01:45// 
CAENORHABDITIS ELEGANSy/Q09442 
20 F-PLACE1006932//HISTIDINE-RICH. METAL BINDING POLyPEPTIDEy/0.089:28:39//HELICOBACTER PY- 

LORI (CAMPYLOBACTER PYLORI). //Q48251 

F-PLACE1006935//HYPOTHETICAL 95.2 KD PROTEIN Ri44.6 IN CHROMOSOME 1117/0.93:35:48// 
CAENORHABDITIS ELEGANSy/QIOOOO 

F-PLACE1006956//TRANSCRIPTION INITIATION FACTOR JFIID 135 KD SUBUNIT (TAFII-135) (TAFII135) 
S5 (TAFII-130) (TAFII130).//0.00079:122:36//HOMO SAPIENS (HUMAN) y/O00268 

F-PLACE1006958//OSMOTIC STRESS PROTEIN 94 (HEAT SHOCK 70-RELATED PROTEIN APG-1)y/8.8e-70: 
140:98//MUS MUSCULUS (MOUSE)y/P48722 " ' . ' :! ' 

F-PLAC El 006961 

F-PLACE1 006962//APOLIPOPROTEIN C-l PRECURSOR (APO-CI )y/1 .0:25:40//PAPIO HAMADRYAS (HAMAD- 
50 RYAS BABOON).//P34929 *; 

F-PLACE1006966//HYPOTHETICAL49.1 KD PROTEIN IN SSB2-SPX18 INTERGENIC REGIONy/1 .66-47:221 : 
45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P40160 • 

F-PLACE1006989//HYPOTHETICAL 13.1 KD HIT-LIKE PROTEIN IN R37 5'REGIONy/0.15:46:32//MYCOPLAS- 

MAHYORHINIS.//P32083 ' '^^ ' 

35 F-PLACE1 00701 4//36 KD NUCLEOLAR PROTEIN HNP36 (DELAYED-EARLY RESPONSE PROTEIN 12) 

(DER12)y/3.4e-09:120:29//HOMO SAPIENS (HUMAN).//Q14542 , ; T 

F-PLACE1007021//1M1 ALU SUBFAMILY J WARNING ENTR^ !!l!//0,00046:42:59//HOMO SAPIENS (HUMAN)y/ 
P39188 ' .'1./'' 

F-PLACE1007045//HYPOTHETICAL PROTEIN ORF-1137.//8.le-14:115:35//MUS MUSCULUS (MOUSE).// 

40 P11260 

F-PLACE1007053//SMALL PROLINE RICH PROTEIN II (SPR-II),(CLQNE 930).//0.038:48:39//HOMO SAPIENS 

(HUMAN)y/P22531 . r - ' 

F-PLACE1007068//PROTEIN-LYSINE 6-OXIDASE PRECURSOR (EC 1 .4.3.13) (LYSYLOXIDASE)y/0.0040:113: 
39//GALLUS GALLUS (CHICK EN). //Q05063 
45 F-PLACE1007097//HYPOTHETICAL 6.8 KD PROTEIN IN HE65-PK2 INTERGENIC REGION 7/0.97:47:29// 

AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS \)lR.US (ACMNPV).//P41663 
F-PLACE1007105//HYPOTHETICAL 83.6 KD PROTEIN C15Al6.10 IN CHROMOSOME L/y2. 96-33:219:37// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//0/l373C)k 
F-PLACE1007111 

SO F-PLACE1007112//HYPOTHETICAL 9.2 KD PROTEINy/0.47:75:28//ESCHERICHIA COLI.//P03853 

F-PLACE1 007132//!!!! ALU SUBFAMILY J WARNING ENTRY l!!l//1 .8e-11:56:57//HOMO SAPIENS (HUMAN).// 
P39188 

F-PLACE1007140//GAR2 PROTEINy/0.72:185:24//SCHlZO"S/j.CCHAROMYCES POMBE (FISSION YEAST).// 

P41891 ; '-K^^'! ... 

55 F-PLACE1007178//HYPOTHETICAL 8.5 KD PROTEIN CY274r4o'6 y/0. 97:79:30//MYCOBACTERIUM TUBER- 

CULOSIS y/Q 10826 . . 

F-PLACE1007226//HYPOTHETICAL42.6 KD PROTEIN IN GSHB-XKI SB INTERGENIC REGION (0378).//1 .9e- 
15:123:32//ESCHERICHIA COLiy/P52062 ' • . 

. , t . . ] 
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F-PLACE1007238//MYOSIN HEAVY CHAIN IB (MYOSIN HEAVY CHAIN I L).//5.5e-1 0:98 :44//ACANTH AMOEBA 
CASTELLANII (AMOEBA) .//P1 9706 

F-PLACE1007239//TRANSCRIPTION ELONGATION FACTOR S-l I (TRANSCRIPTION ELONGATION FACTOR 
A).//3.9e-19:96:57//HOMO SAPIENS (HUMAN).//P23193 
5 F-PLACE1007242//GUANINE NUCLEOTIDE DISSOCIATION,STIMULATOR RALGDS FORM B (RALGEF)y/1 .0: 

132:30//RATTUS NORVEGICUS (RAT)7/Q03386 

F-PLACE1007243//HYPOTHETICAL 53.3 KD PROTEIN IN HXT8-CAN1 INTERGENIC REG ION. //0. 041 :114:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P3998l'' * 

F-PLACE1 007257//DIAPHANOUS PR0TEIN.//1 .3e-42:205:46//DROSOPH!LA MELANOGASTER (FRUIT 
10 FLY).//P48608 

F-PLACE1007274//CADMIUM-METALLOTHIONEIN (CD-MT).//6.654:60:30//HELlX POMATIA (ROMAN SNAIL) 
(EDIBLE SNAIL).//P331 87 : ; . 

F-PLACE1007276//BETA-DEFENSIN 1 PRECURSOR (RHBD-1 ) (DEFENSIN, BETA 1).//1.0:42:28//SUS SCRO- 
FA (PIG).//062697 /. = .< 

15 F-PLACE1 007282//OUTER CAPSID PROTEIN VP4 (HEMAGGLuflNIN) (OUTER LAYER PROTEIN VP4) [CON- 

TAINS: OUTER CAPSID PROTEINS VPS AND VP8].//0.p70:126:27//HUMAN ROTAVIRUS (SEROTYPE 4 / 
STRAIN ST THOMAS 3).//P11200 
F-PLACE1 007286 

F-PLACE1007301//HYPOTHETICAL PROTEIN KIAA01 687/0.042:61 :39//HOMO SAPIENS (HUMAN)7/P50749 
20 F-PLACE1007317 . 

F-PLACE1007342//PROTEIN GRAINY-HEAD (DNA-BINDING PROTEIN ELF-1) (ELEMENT l-BINDING ACTIV- 
ITY) (TRANSCRIPTION FACTOR NTF-1).//1.7e-06:77:36//DRpspRHILA MELANOGASTER (FRUIT FLY).// 

P13002 > • . 

F-PLACE1007346//TRANSCRIPTION INTERMEDIARY FACTOR l^BETA (KRAB-A INTERACTING PROTEIN) 
25 (KRIP-1).//0.0026:147:27//MUS MUSCULUS (MOUSE)y/Q62318 

F-PLACE1007367//II!! ALU SUBFAMILY SB WARNING ENTRY !!!l//1.3e-37:110:76//HOMO SAPIENS (HU- 
MAN)y/P39189 , 

F-PLACE1007375//PHORBOL ESTER/DIACYLGLYCEROL-BINDING PROTEIN UNC-13.//4.7e-07:71 :39// 
CAENORHABDITIS ELEGANS.//P27715 . : 'i- 

30 F-PLACE1007386//HYPOTHETICAL 7.6 KD PROTEIN IN FL01-PH011 INTERGENIC REGION7/0.74:48:29// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) 7/P39561 , 

F-PLACE1007402//TRANSCRIPTIONAL REGULATORY PROTEIN ENTR (ENTERICIDIN R) 7/0 .99:63 :36//CIT- 
ROBACTER FREUNDII7/O69280 

F-PLACE1007409//WHITE PROTEIN.//7.9e-38:179:41//pR§SpPHILA MELANOGASTER (FRUIT FLY).// 
35 PI 0090 : 

F-PLACE1 00741 6//DIPEPTIDYL PEPTIDASE IV (EC 3.4.14.5) (DPP IV) (T-CELL ACTIVATION ANTIGEN CD26) 
(TP103) (ADENOSINE DEAMINASE COMPLEXING PR0TEINr2) (AD,ABP).//0.031 :159:23//HOMO SAPIENS 
(HUMAN).//P27487 ...vA.': 

F-PLACE1007450//ZINC FINGER PROTEIN 39 (ZINC FINGER PROTEIN KOX27) (FRAGMENT).//0.023:36:50// 
40 HOMO SAPIENS (HUM AN)7/P1 7038 

F-PLACE1007452//HYPOTHETICAL22.1 KD PROTEIN IN CCPl-METI INTERGENIC REGION 7/2.2e-1 8:85: 
54//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P36149 

F-PLACE1 007454//PHOTOSYSTEM H REACTION CENTRE N PROTEIN . //0. 66: 13:53//CHLAMYDOMONAS RE- 
INHARDTII7/Q06480 - ' ' ' 

45 F-PLACE1007460//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L).//g.93:45:33//SUS SCROFA (PIG).//Q35914 

F-PLACE1007478//RETROVIRUS-RELATED POL POLYPROTEIn [CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); ENDONUCLEASE]7/5.3e-08:50:56//MUS MUSCULUS (MOUSE).//P11369 
F-PLACE1007484//HYPOTHETICAL 6.8 KD PROTEIN IN REPLICATION ORIGIN REGION .//0.87:43:37//ES- 
CHERICHIACOLI.//P03849 . ' ' 

50 F-PLACE1 007488//PUTATIVE RHO/RAC GUANINE NUCLEOTID&'EXCHANGE FACTOR (RHO/RAC GEF) (FA- 

CIOGENITAL DYSPLASIA PR0TEIN)7/1 .2e-25:202:31//HOMO SAPIENS (HUMAN). //P981 74 
F-PLACE1007507//HYPOTHETICAL 16.0 KD PROTEIN IN TAF60-G4P1 INTERGENIC REGION .//0. 12: 128:25// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P5313S| 

F-PLACE1007511//KERATIN, TYPE I CYTOSKELETAL 19 (CYTOkERATIN 1 9) (K19) (CK 1 9). //2. 16-45:209:48// 
55 BOS TAURUS (BOVINE).//P08728 , . 

F-PLACE1007524//HYPOTHETICAL 9.2 KD PROTEIN.//6.74:8b:30//VACCINIA VIRUS (STRAIN COPENHA- 
GEN).//P20550 „ 
F-PLACE1 007525 . ' ' : ! ' 
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F-PLACE1007537//MYOTROPHIN (V-1 PROTEIN) (GRANULE'CELL DIFFERENTIATION PROTEIN)7/0.045:92: 
30//MUS MUSCULUS (MOUSE), AND RATTUS NORVEGICUS (RAT).//P80144 

F-PLACE1007544//IMMEDIATE-EARLY PROTEIN IE180.//1 .5e-07:59:50//PSEUDORABIES VIRUS (STRAIN 
KAPLAN) (PRV).//P33479 

5 F-PLACE1007547//HYPOTHETICAL 97.1 KD PROTEIN R05P3.4 IN CHROMOSOME lll.//2.5e-1 6:1 88:34// 

CAENORHABDITIS ELEGANSy/P34537 
F-PLACE1 007557 

F-PLACE1007583//PROLINE RICH 33 KD EXTENSIN-RELATED PROTEIN PRECURSOR (FRAGMENT)y/0.98: 
72:33//DAUCUS CAROTA (CARROT) .//P06600 
10 F-PLACE1007598//ZINC FINGER PROTEIN 92 (ZINC FINGER PROTEIN HTF12) (FRAGMENT) 7/1.76- 11:88: 

43//H0M0 SAPIENS (HUMAN).//Q03936 

F-PLACE1 00761 8//ANI0N EXCHANGE PROTEIN 2 (NON-ERYTHROID BAND 3-LIKE PROTEIN) (B3RP)y/0.1 9: 
109:27//MUS MUSCULUS (MOUSE)y/P13808 

F-PLACE1007621//PHOSPHATE REGULON SENSOR PROTeIn^PHOR (EC 2.7.3.-) (FRAGMENT).//0. 98:34: 
15 41//PSEUDOMONASAERUGINOSAy/P23621 

F-PLACE1007632//COLLAGEN ALPHA 2(1) CHAIN (FRAGMENT)y/0.70:110:34//BOS TAURUS (BOVINE).// 
P02465 

F-PLACE1007645//ATP SYNTHASE PROTEIN 8 (EC 3.6.i.34):fA6L).//0.99:20:45//STRUTHIO CAMELUS (OS- 
TRICH) y/02 1401 

20 F-PLACE1007649//GLUCOAMYLASE S1/S2 PRECURSORr;(.ECV3.2.1.3) (GLUCAN 1,4-ALPHA- GLUCOSI- 

DASE) (1.4-ALPHA-D-GLUCAN GLUCOHYDROLASE)./l'8!ie-b6:197:26//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P08640 

F-PLACE1 007677//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//l .0:47:46//HOMO SAPIENS (HUMAN)y/ 
P39192 

25 F-PLACE1 007688//LA PROTEIN HOMOLOG (LA RIBONUCLEOPROTEIN) (LA AUTOANTIGEN HOMOLOG)y/ 

2.76-06:1 16:28//AEDES ALBOPICTUS (FOREST DAY MOSQUITO) y/Q26457 

F-PLACE1007690//SPERM PROTAMINE PI .//0.12:26:50//rACHVGL6sSUS ACULEATUS ACULEATUS (AUS- 
TRALIAN ECHIDNA)y/P35311 

F-PLACE1007697//SPERM PROTAMINE P1 7/0.1 9:34:52//DIDELPH IS MARSUPIALIS VIRGINIANA (NORTH 
30 AMERICAN OPOSSUM), AND MONODELPHIS DO MESTIC/\ {SHORT-TAILED GREY OPOSSUM)7/P35305 

F-PLACE1007705//BIOH PROTEIN.//0.015:97:29//ESCHERICHIA COLI.//P13001 

F-PLACE1007706//HYPOTHETICAL 112.2 KD PROTEIN INTIF35-NPL3 INTERGENIC REGION (ORF1)y/5.36- 
55:190:56//SACCHAROMYCES CEREVISIAE (BAKER'S YEASp.//P32898 
F-PLACE1007725 v ' 

35 F-PLACE1007729//PROTEASE (EC 3.4.23.-)7/1 .8e-21 :136:42//MOUSE MAMMARY TUMOR VIRUS (STRAIN 

BR6).//P 10271 

F-PLACE1007730//SALIVARY PROLINE-RICH PROTEIN II-I (FRAGMENT).//0.0031 :77:40//HOMO SAPIENS 
(HUMAN)7/P81489 

F-PLACE1 007737//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//0.78:39:56//HOMO SAPIENS (HUMAN).// 
40 P39195 

F-PLACE1 007743 

F-PLACE1007746//RRP5 PROTEIN HOMOLOG (KIAAbl85),'(FRAGMENT).//0.0066:168:25//HOMO SAPIENS 
(HUM AN).//Q1 4690 i; , 

F-PLACE1007791//KRUEPPEL PROTEIN (FRAGMENT).//0.62:i7:4i//LITHOBIUS FORFICATUS7/Q01872 
45 F-PLACE1007807//HYPOTHETICAL6.4KD PROTEIN IN BLTR-SPOIIIC INTERGENIC REGI0N7/1 .0:40:30//BA- 

CILLUS SUBTIUS7/P54446 • .v .: 

F-PLACE1 00781 0//ANTHOPLEURIN A (TOXIN AP-A).//0.79:28:46)/ANTHOPLEURA XANTHOG RAM MICA (GI- 
ANT GREEN SEA ANEMONE).//P01530 

F-PLACE1007829//SPORE COAT PROTEIN G.//1 .0:65:38//BACILLUS SUBTILIS.//P39801 
50 F-PLACE1 007843 

F-PLACE1007846//LINE-1 REVERSE TRANSCRIPTASE H0MOI-OG.//1 .5e-32:37:94//HOMO SAPIENS (HU- 
MAN)y/P08547 

F-PLACE1007852//RHO-RELATED GTP-BINDING PROTEIN RHOH CGTP-BINDING PROTEIN TTF)y/8.7e-05: 
138:30//HOMO SAPIENS (HUMAN)y/Q15669 
55 F-PLACE1007858//ANAPHASE SPINDLE ELONGATION PROTEIN.//0.0039:127:25//SACCHAROMYCES CER- 

EVISIAE (BAKER'S YEAST) .//P50275 

F-PLACE1 007866 ' ' 

F-PLACE1 007877 " • • 

. A .. 
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F-PLACE1007897//CD44 ANTIGEN PRECURSOR (PHAGOCYTIG GLYCOPROTEIN I) (PGP-1) (HUTCH-I) (EX- 
TRACELLULAR MATRIX RECEPTOR-III) (ECMR-III) (GP90 LYMPHOCYTE HOMING/ADHESION RECEPTOR) 
(HERMES ANTIGEN) (HYALURONATE RECEPTOR) (HEPARAN SULFATE PROTEOGLYCAN) (HAM1 ANTI- 
GEN). //0. 44:1 28:28//M ESOCRICETUS AURATUS (GOLDEN HAMSTER).//Q60522 

F-PLACE1 007908//!!!! ALU SUBFAMILY SC WARNING ENTRY- !!!l//5.5e-28:61 :65//HOMO SAPIENS (HUMAN).// 
P39192 

F-PLACE1007946//HYPOTHETICAL MERCURIC RESISTANCE i PROTEIN MERCy/0.84:48:37//PSEU- 
DOMONAS AERUGINOSA.//P04139 

F-PLACE1007954//HYPOTHETICAL45.5KD PROTEIN IN FIG1 -GIP1 INTERGENIC REGION.//0.00070:96:29// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38226 

F-PLACE1007955//HYPOTHETICAL 84.3 KD PROTEIN ZK945.10 IN CHROMOSOME 11.7/0.00027:255:23// 
CAENORHABDITIS ELEGANS 7/009625 

F-PLACE1007958//HIGH-AFFINITY CAMP-SPECIFIC 3'.5'-CYCLIC PHOSPHODIESTERASE (EC 3.1.4.17).// 
1.7e-09:127:30//MUS MUSCULUS (MOUSE).//P70453 

F-PLACE1007969//HYPOTHETICAL24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REG ION.//2.4e-05: 104:37// 

AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41479 

F-PLACE1 007990//SPERM PROTAMINE P1 .//0.78:36:47//ORNIT HQRHYNCHUS ANATINUS (DUCKBILL PLAT- 

YPUS)y/P35307 

F-PLACE1008000//CHANNEL ASSOCIATED PROTEIN OF SYNARSE-IIO {CHAPSYN-110) (SYNAPTIC DEN- 
SITY PROTEIN PSD-93).//1.2e-16:128:39//RATTUS NORVEGICUS (RAT)y/Q63622 
F-PLACE1 008002 

F-PLACE1008044//NUCLEAR PORE COMPLEX PROTEIN NUP.1 07 (NUCLEOPORIN NUP107) (107 KD NU- 
CLEOPORiN)(P105).//3.9e-106:208:93//RATTUS NORVEGICUS. (R AT) y/P52590 

F-PLACE1008045//COLLAGEN ALPHA 1(XII) CHAIN (FRAGMENTS).//3,9e-09:49:53//BOS TAURUS (BO- 

viNE).//P25508 

F-PLACE1008080//RNA REPLICASE POLYPROTEIN (EC 2.7.7.iit^) 7/6.00025: 100:27//EGG PLANT MOSAIC VI- 
RUS7/P20126 

F-PLACE1008095//PROTOPORPHYRINOGEN OXIDASE (EC 1.3 3,4) (PPO)7/0.90:74:25//MYCOBACTERIUM 
TUBERCULOSIS7/O53230 ' ' * ' 

F-PLACE1008111//HYPOTHETICAL PROTEIN MJECS127/0.30:38:42//METHANOCOCCUS JANNASCHIL// 
Q60311 

F-PLACE1008122//PEA2 PROTEIN (PPF2 PROTEIN)y/0.0085:117:34//SACCHAROMYCES CEREVISIAE 
(BAKER'S YEAST).//P40091 

F-PLACE1008129//PROCOLLAGEN ALPHA 2(1) CHAIN PRECURSOR (FRAGMENTS).//! .8e-06:1 54:36//GAL- 
LUS GALLUS (CHICKEN)y/P02467 ^. " 

F-PLACE1008132//HYPOTHETICAL 127.4 KD PROTEIN F07F6'.4 IN CHROMOSOME II I. //1 .48-13:227:36// 
CAENORHABDITIS ELEGANSy/Q09531 

F-PLACE1008177//TRICHOHYALIN.//2.7e-10:230:26//OVIS ARIES (SHEEP)y/P22793 
F-PLACE1008181 

F-PLACE1008198//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)y/0.00044: 121:34// 
XENOPUS LAEVIS (AFRICAN CLAWED FROG)y/P 17437^ ; 

F-PLACE1008201//2INC FINGER PROTEIN ZFMSA12A7/i.0e-05:82:37//MICROPTERUS SALMOIDES 
(LARGEMOUTH BASS)7/P38621 

F-PLACE1008209//METALLOTHIONEIN-I (MT-I).//0.95:39:35//CERCOPITHECUS AETHIOPS (GREEN MON- 
KEY) (GRI VET)7/P02797 . . * V' . ' ; 

F-PLACE1008231//PROCYCLIC FORM SPECIFIC POLYPEPTIdE BI -ALPHA PRECURSOR (PROCYCLIN) 
(PARP).//0.028:23:52/yTRYPANOSOMA BRUCEI BRUCEI7/P08469t:.7 

F-PLACE1008244/A/EGETATIBLE INCOMPATIBILITY PROTEIN! HEf-E-1 7/2.26-23: 1 48:38//PODOSPORA AN- 

SERINAy/Q00808 

F-PLACE1008273//COATOMER GAMMA SUBUNIT (GAMMA-POAT PROTEIN) (GAMMA-C0P)y/1 .16-97:222: 
81//B0S TAURUS (BOVINE)y/P53620 

F-PLACE1008275//DNA REPAIR PROTEIN REV1 (EC 2.7.7.-),//5.8e-20:161:37//SACCHAROMYCES CEREVI- 
SIAE (BAKER'S YEAST) y/P1 2689 

F-PLACE1008280//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG7/6.1e-23:124:42//HOMO SAPIENS (HU- 
MAN)7/P08547 

F-PLACE1008309//HYPOTHETICAL 98.3 KD PROTEIN 0901.060 IN CHROMOSOME 17/0.47:99:37// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) .//0 14302. 
F-PLACE1008329//PUTATIVE Z PROTEIN7/0.73:52:28//OVIS ARIES (SHEEP).//P08105 
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F-PLACE1008330//I!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//9.0e-37:75:81//HOMO SAPIENS (HUMAN).// 
P39194 

F-PLACE1008331//MII ALU SUBFAMILY J WARNING ENTRY'! !H//4.le-08:70:50//HOMO SAPIENS (HUMAN).// 
P39188 

5 F-PLACE1008356//FRUIT PROTEIN PKIWI501 .//0.0037:148:i29y/ACTrNIDIA CHINENSIS (KIWI) (YANGTAO).// 

P43393 

F-PLACE1008368//RING CANAL PROTEIN (KELCH PROTEIN).//3.5e-18:205:30//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)y/Q04652 

F-PLACE100B369 ? ♦ 

10 F-PLACE1008392 

F-PLACE1008398//GENE 33 POLYPEPTIDE.//! .5e-102:225:84//RATTUS NORVEGICUS (RAT)y/P05432 
F-PLACE1008401//PROLINE-RICH PROTEIN MP-3 • (FRAGMENT) 7/2. 9e-08:1 86 :34//MUS MUSCULUS 
(MOUSE).//P05143 

F-PLACE1008402//GENERAL VESICULAR TRANSPORT FACTOR P115 (TRANSCYTOSIS ASSOCIATED 
15 PROTEIN) (TAP).//9.4e-105:207:98//BOS TAURUS (BOVINE).//P41541 

F-PLACE 1008405 

F-PLACE1008424//PROTEIN UL567/1 .0:65:33//HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN HFEM)y/P36297 
F-PLACE1008426//MYOSIN HEAVY CHAIN, NON-MUSCLE (ZIPPER PROTEIN) (MYOSIN 11)7/4.46-05:1 85:28// 
DROSOPHILA MELANOGASTER (FRUIT FLY)7/Q99323 . 
20 F-PLACE1008429//NEURONAL AXONAL MEMBRANE PROTEIN NAP-22 7/0. 00054: 172:25//RATTUS NOR- 

VEGICUS (RAT)7/Q051 75 . V ' 

F-PLACE1008437//HYPOTHETICAL 115.4 KD PROTEIN ZK757.3 IN CHROMOSOME 1 1 1.//1 .96-23:226:34// 
CAENORHABDITIS ELEGANS7/P34681 ! .V.; ' 

F-PLACE1008455//DNA-BINDING PROTEIN (AGNOPROTEIN)7/6:97:23:52//BUDGERIGAR FLEDGLING DIS- 
25 EASE VIRUS (BFDV).//P13893 

F-PLACE1 008457//!!!! ALU SUBFAMILY J WARNING ENTRY-.! l!J//2v1e-12:89:47//HOMO SAPIENS (HUMAN).// 
P39188 ' ' ' 

F-PLACE1008465//ZINC FINGER PROTEIN 31 (ZINC FINGER PROTEIN KOX29) (FRAGMENT).//0.00017:23: 
43//HOMO SAPIENS (HUMAN).//P17040 
30 F-PLACE1008488//HYPOTHETICAL PROTEIN UL61 .//9,1e-05:204:30//HUMAN CYTOMEGALOVIRUS 

(STRAIN AD169)7/P1 681 8 

F-PLACE1008524//HOMEOBOX PROTEIN HLX1 (HOMEOBOX.PROTEIN HB24)7/0.95:74:36//HOMO SAPIENS 
(HUM AN) .//Q1 4774 " ,/ [ . 

F-PLACE1008531//!!!! ALU SUBFAMILY SC WARNING ENTRY !l!!//3.1e-05:86:45//HOMO SAPIENS (HUMAN).// 

35 P39192 

F-PLACE1008532//HYPOTHETICAL36.4 KD PROTEIN IN SMRi-MBAI INTERGENIC REGION.//3.9e-21:62: 
45//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST)7/P38298 

F-PLACE1008533//HYPOTHETICAL 86.2 KD PROTEIN C^.GS.Of 'IN CHROMOSOME l.//3.5e-06:118:29// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//QbgSSp; . 
40 F-PLACE1008568//NEURONATIN7/0.046:34:52//HOMOSAPieN's'tHUMAN).//Ql6517 

F-PLACE1008584//HUNCHBACK PROTEIN (FRAGMENT) 7/0. 94:30 :43//LITHOBI US FORFICATUS.//Q 02030 
F-PLACE1008603//NUCLEAR PORE COMPLEX PROTEIN NUP135 (NUCLEOPORIN NUP155) (155 KD NU- 
CLEOPORIN) (P140).//3.9e-123:224:96//RATTUS NORVEGICUS (RAT)7/P37199 

F-PLACE1008621//B-CELL GROWTH FACTOR PRECURSOR'{BCGF^12KD)7/5.0e-05:31:67//HOMO SAPIENS 
45 (HUMAN).//P20931 -V 

F-PLACE1008625//DISAGREGIN (PLATELET AGGREGATlO^J -AfctlVATION INH1BITOR).//0.87:17:52//ORNI- 
THODOROS MOUBATA (SOFT TICK).//P36235 

F-PLACE1008626//METALLOTHIONEIN-I (MT-I) 7/0.77:33 :3(B//SCYLL A S ERRATA (MUD CRAB).//P02805 
F-PLACE1008627//METALLOTH1ONEIN-III (MT-III) (GROWTH INHIBITORY FACTOR) (GIF) (GIFB)7/0. 14:44: 
50 31//H0M0 SAPIENS (HUMAN).//P25713 

F-PLACE1 008629 

F-PLACE1008630//PROTAMINE Z3 (SCYLLIORHININE Z3).//0.78:33:36//SCYLIORHINUS CANICULA (SPOT- 
TED DOGFISH) (SPOTTED CATSHARK)7/P30258 

F-PLACE1008643//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H4 PRECURSOR (ITI HEAVY CHAIN 
55 H4) (INTER-ALPHA-TRYPSIN INHIBITOR FAMILY HEAVY CHAIN-RELATED PROTEIN) (PLASMA KALLIKREIN 

SENSITIVE GLYCOPROTEIN 120) (PK-120).//1 .7e-30:220:41//HOMO SAPIENS (H U M AN ).//Q 14624 
F-PLACE1008650//PP1/PP2A PHOSPHATASES PLEIOTROPIG REGULATOR PRL1 .//2.5e-10:106:31//ARABI- 
DOPSlS THALIANA (MOUSE-EAR CRESS) 7/Q42384 , | 
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F-PLACE1008693//BOWMAN-BIRKTYPE PROTEINASE INHIBITOR {MSTI)y/1.0:36:38//MEDICAGO SCUTEL- 
LATA (SNAIL MEDIC)7/P80321 

F-PLACE1008696//NADH-UB1QUINONE OXIDOREDUCTASE'23 KD SUBUNIT PRECURSOR (EC 1 .6.5.3) (EC 
1.6.99.3) (COMPLEX I-23KD) (CI-23KD) (TYKY SUBUNIT).//4-8e-14:47:80//HOMO SAPIENS (HUMAN).// 
5 000217 

F-PLACE1 00871 5//HYP0THETICAL 13.4 KD PROTEIN IN ACT5-/CK1 INTERGENIC REG I ON 7/0.66: 105:24// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38834 

F-PLACE1008748//HYPOTHETICAL 57.5 KD PROTEIN IN VMA7:RPS25A INTERGENIC REGIONy/0.10:178: 
26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53214 
10 F-PLACE1008757//HYPOTHETICAL 10.1 KD PROTEIN IN RHSD^GCL INTERGENIC REGION (ORFD3)y/0.60: 

44:34//ESCHERICHIA COLI7/P33669 

F-PLACE1008790//IMPORTIN ALPHA-6 SUBUNIT (KARYOPHERjN ALPHA-6 SUBUNIT) (IMPORTIN ALPHA 
S2).//3.0e-69:191:80//MUS MUSCULUS (MOUSE) 7/035345 ' ■ 

F-PLACE1008798//BACTERIOCIN LACTOBIN A7/1. 0:34:41 //LACTOBACILLUS AMYLOVORUS 7/P80696 
15 F-PLACE1008807//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//0.91 :77:36//HOMO SAPIENS (HU- 

MAN)7/P08547 

F-PLACE1008808//REC1 PROTEIN7/0.45:39:30//USTILAGO MAYDIS (SMUT FUNGUS)7/P 14746 
F-PLACE1008813 - 

F-PLACE1008851//VERY HYPOTHETICAL 11.8 KD PROTEIN |N kTR3-DUR1,2 INTERGENIC REGION7/1.0: 
20 62:30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Pi383b9 

F-PLACE1008854//HYPOTHETICAL 182.0 KD PROTEIN IN NMD5-HOM6 INTERGENIC REGION .//1 .0:82:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST). //P47 1.70 

F-PLACE1008867//PATATIN T5 PRECURSOR (POTATO TUBER PROTEIN)7/0.65:61 :36//SOLANUM TUBERO- 
SUM (POTATO)7/P15478 • ■ 
25 F-PLACE1008887//LINE-1 REVERSE TRANSCRIPTASE HOIS^lO LOG 7/1 .58-56: 180:54//NYCTICEBUS COU- 
CANG (SLOW LORIS).//P08548 

F-PLACE1 008902 ^ 
F-PLACE1 008920 ' 

F-PLACE1 008925//HYPOTHETICAL 41 .2 KD PROTEIN IN;G/\P/\-RND INTERGENIC REGION.//0.90:77:33//ES- 
30 CHERICHIACOLI.//P76242 . a^I'---- C 

F-PLACE1008934//HYPOTHETICAL PROTEIN IN ADHS 5'REGipN.(ORF3) (FRAGM ENT) 7/0.1 4:77:45//GLU- 
CONOBACTER SU BOXY DAN S7/O05543 ' ' * ; 

F-PLACE1008941//ZINC FINGER PROTEIN 141.//1.1e-17:45:95//HOMO SAPIENS (HUM AN).//Q1 5928 
F-PLACE1008947//MAJOR CENTROMERE AUTOANTIGEN S fCENTROMERE PROTEIN B) (CENP-B).//4.1e- 
35 14:136:39//MUS MUSCULUS (MOUSE)7/P27790 

F-PLACE1009020//ANNEXIN VII (SYNEXIN) (FRAGM ENT) .//0'7^:'3f:48//BOS TAURUS (BOVINE).//P20072 
F-PLACE1 009027//NADH-UBIQUINONEOXIDOREDUCTASEbHAiN^4 (EC 1. 6.5.3) 7/0.39:57:36//BALAEN^ 
TERA MUSCULUS (BLUE WHALE) .//P41 301 

F-PLACE1 009039 ^ , ' ^. . 

40 F-PLACE1009045//HYPOTHETICAL 9.5 KD PROTEIN IN SPEaVeTK INTERGENIC REGION (F83) 7/0 .48:32: 

43//ESCHERICHIA COLI .//P46879 ' ., v 

F-PLACE1 009048 
F-PLACE1 009050 

F-PLACE1009060//HYPOTHETICAL 98.3 KD PROTEIN RfC)E12.1 IN CHROMOSOME lll.//4.9e-23:244:31// 
45 CAENORHABDITIS ELEGANS7/P34552 

F-PLACE1009090//50S RIBOSOMAL PROTEIN L357/1 .0:27:51 //MYCOPLASMA GENITALIUM.//P47439 
F-PLACE1 009091 " ' 

F-PLACE1009094//NEL-LIKE PROTEIN (FRAGMENT)7/3.6e-15:1 80:30//HOMO SAPIENS (HUMAN) 7/Q92832 
F-PLACE1009099//ZINC FINGER PROTEIN 27 (ZFP-27) (MkR4 PROTEIN) (FRAGMENT)7/1 .4e-94:228:71// 
SO MUS MUSCULUS (M0USE).//P1 0077 ' . , 

F-PLACE1009110//HIRUDINHV1 (BUFRUDIN)7/1.0:49:34//HltoblNARIAMANILLENSIS (BUFFALO LEECH).// 

P81492 ' : -"^v/v; 

F-PLACE1009111//I!!! ALU SUBFAMILY SX WARNING ENTRYvlfii/Zi .4e-05:30:83//HOMO SAPIENS (HUMAN)7/ 
P39195 

55 F-PLACE1009113//ANNEXIN Vll (SYNEXIN) (FRAGM E NT) 7/o;d3^i4d:52//BOS TAURUS (BOVINE).//P20072 

F-PLACE1009130//HYPOTHETICAL PROTEIN KIAA0032y/3.3e-37:214:38//HOMO SAPIENS (HUMAN).// 
Q15034 vv'^;,.;^- 

F-PLACE1009150//IMI ALU SUBFAMILY SX WARNING ENTRY : i:!!l//1 .6e-32:56:76//HOMO SAPIENS (HUMAN)7/ 
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P39195 

F-PLACE1009155//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!l//1.2e-1 7:1 01 :57//HOMO SAPIENS (HU- 
MAN)y/P39194 

F-PLACE1009158//HYPOTHETICAL PROTEIN HKRFX (J1 l).//0.0058:73:42//HUMAN CYTOMEGALOVIRUS 
5 (STRAIN AD169).//P09711 

F-PLACE1009166//GYTOSOLIC PURINE 5'-NUCLE0TIDASE (EC 3.1.3.5).//0.0086:96:30//HOMO SAPIENS 
(HUMAN).//P49902 

F-PLACE1009172//HYPOTHETICAL 8.7 KD PROTEIN IN GAPA-RND INTERGENIC REGION.//1.0:19:52//ES- 
CHERICHIA C0LI.//P76246 

10 F-PLACE1009174//!!!! ALU SUBFAMILY SQ WARNING ENTRY !M!//3.1e-17:47:82//H0M0 SAPIENS (HUMAN).// 

P39194 • ' ' 

F-PLACE 10091 83 

F-PLACE1009186//HYPOTHETICAL 11.4 KD PROTEIN O13G6.04 IN CHROMOSOME 17/0.019:62:24// 
SCHI20SACCHAR0MYCES POMBE (FISSION YEAST) .//Q09783 
15 F-PLACE1009190//PALMITOYL-COA HYDROLASE (EC 3:'1'.2:2)'(L0NG-CHAIN FATTY-ACYL-COA HYDROLA- 

SE) (FRAGMENT).//0.027:53:28//RATTUS NORVEGICUS (RAT).//P80250 

F-PLACE1009200//MII ALU SUBFAMILY SQ WARNING ENTRY H!l//5.4e-28:84:71 //HOMO SAPIENS (HUMAN).// 
P39194 

F-PLACE1009230//IIII ALU SUBFAMILY SB WARNING ENTRY m!//2.8e-12:50:74//HOMO SAPIENS (HUMAN)7/ 
20 P39189 

F.PLACE1009246//UBIQUINOL-CYTOCHROMEC REDUCT4SECPMPLEX7.8 KD PROTEIN (EC 1 .10.2.2) (MI- 
TOCHONDRIAL HINGE PROTEIN) (CR7).//1 .0:17:52//SOLANUM TUBEROSUM ( POTATO). //P48504 
F-PLACE1009298/A/ACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS35.//6.6e-41 :177:53//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//P34110 
25 F-PLACE1009308//KERATIN, ULTRA HIGH-SULFUR MATRIX PROTEIN (UHS KERATIN).//0.00034: 108:33// 

HOMO SAPIENS (HUMAN).//P26371 

F-PLACE1 00931 9//PRESYNAPTIC DENSITY PROTEIN 95 (PSD-95j.//5.3e-16:84;50//HOMO SAPIENS (HU- 
MAN)y/P78352 

F-PLACE1009328//LINE-1 REVERSE TRANSCRIPTASE HqMOLOG.//6.9e-82:263:67//HOMO SAPIENS (HU- 

30 MAN)y/P08547 

F-PLACE1009335//60S RIBOSOMAL PROTEIN L32.//0.95:71 :36//HOMO SAPIENS (HUMAN). MUS MUSCU- 
LUS (MOUSE), AND RATTUS NORVEGICUS (RAT)y/P02433 ■ 

F-PLACE1009338//TRANSCRIPTION FACTOR HES-5 (HAIRY AISID ENHANCER OF SPLIT 5).//0.90:42:40// 
MUS MUSCULUS (MOUSE).//P70120 ^ , . 

35 F-PLACE1 009368//BASIC PROLINE-RICH PEPTIDE IB-1 .//0;dl3:33:48//HOMO SAPIENS (HUMAN)y/P04281 

F-PLACE1009375//HYPOTHETICAL 88.1 KD PROTEIN; Kd2b1 6.1 IN CHROMOSOME 1117/0.0022:135:21// 
CAENORHABDITIS ELEGANSy/P34492 , ' . 

F-PLACE10093B8//I!n ALU SUBFAMILY SX WARNING ENtRY\!!!/|4.8e-22:73:65//HOMO SAPIENS (HUMAN).// 
P39195 '> ^ ' 

40 F-PLACE1009398//ZINC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2).//8.1e-83:223:65//HOMO SA- 

PIENS (HUMAN).//P51 523 ' -"•v^:.' ' 

F-PLACE1009404//GLUTENIN. HIGH MOLECULAR WEIGHT SUBUNIT PW212 PRECURSOR.//0.047: 145:29// 
TRITICUM AESTIVUM (WHEAT).//P08489 "\ :~{. I ' . 

F-PLACE1 00941 0//TOXIN C13S1C1 PRECURSOR.//0.22:'2i :47/^DENDROASPIS ANGUSTICEPS (EASTERN 
45 GREEN MAMBA).//P1 8329 

F-PLACE1 009434//NADH-UBIQUINONE 0X1 DO REDUCTASE SUBUNIT K (EC 1 .6.5.3) (FRAGMENT).//0.81 :61 : 
29//ANTHOCEROS FORMOSAE.//Q31791 " .* • > - 

F-PLACE1 009443//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66).//9.1 e-05:93:32//MUS MUS- 
CULUS (MOUSE).//Q62203 

50 F-PLACE1009444//PHOSPHATIDYLINOSITOL 4-KINASE ALPHA (EC 2.7.1.67) (PI4-KINASE) (PTDINS-4-KI- 

NASE) (PI4K-ALPHA)y/6.4e-15:41 :97//HOMO SAPIENS (HUMAN)7/P42356 

F-PLACE1009459//HYPOTHETICAL 42.3 KD PROTEIN C12G12.11C IN CHROMOSOME 17/0.0011:119:31// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//Q09874' 

F-PLACE1009468//PHOSPHOLIPASE A-2-ACTIVATING PROTEIN (PLAP).//4.2e-34:101 :75//RATTUS NOR- 
55 VEGICUS (RAT).//P54319 

F-PLACE1009476//DNA-BINDING P52/P100 COMPLEX. lOOKD-SUBUNIT (FRAGMENTS).//0.086:21 :52//HO- 
MO SAPIENS (HUMAN).//P30808 ~ , T. ' 

F-PLACE1 009477 /J:'.':;^: 
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F-PLACE1009493//HYPOTHETICAL 127.3 KD PROTEIN B0416.1 IN CHROMOSOME X.//1.4e-1 8:1 38:39// 
CAENORHABDITISELEGANSy/Q11069 

F-PLACE1009524//ARF NUCLEOTIDE-BINDING SITE OPENER (ARNO PROTEIN) (ARF EXCHANGE FAC- 
TOR).//9.4e-80:155:85//HOMO SAPIENS (HUMAN).//099418 't . * 
5 F-PLACE1 009539//GTP-BINDING NUCLEAR PROTEIN RAN/TC4y/1 .0:76:26//GIARDIA LAMBLIA (GIARDIA IN- 

TESTINALIS)y/P38543 

F-PLACE1009542//1III ALU SUBFAMILY J WARNING ENTRY ! !li//0. 0001 6:31 :77//HO MO SAPIENS (HUMAN).// 
P39188 

F-PLACE1009571//ATP SYNTHASE B CHAIN (EC 3.6.V.34) (SUBUNIT 1)7/0.88:11 6:29//STREPTOCOCCUS 
10 PNEUMONIAE.//Q59952 

F-PLACE1009581//50S RIBOSOMAL PROTEIN L32.//0.00023:37:51//RHODOBACTER CAPSULATUS (RHO- 
DOPSEUDOMONAS CAPSULATA).//P30788 ' ' i^^-* ? 

F-PLACE1 009595 

F-PLACE1009596//HYPOTHETICAL 40.4 KD TRP-ASP REPEATS CONTAINING PROTEIN C14B1 .4 IN CHRO- 
15 MOSOME l!iy/2.1e-36:116:49//CAENORHABDITIS ELEGANS://Q1 7963 

F-PLACE1009607//IMI ALU SUBFAMILY J WARNING ENTRY !!l!//1 .8e-43: 73 :69//HOMO SAPIENS (HUMAN).// 
P39188 ' . .^ . . J 

F-PLACEl 009613 * ' ' ' ' • 

F-PLACE1009621//TRANSCRIPTION FACTOR BTF3 HOMOLpG:2.//0.91:29:44//HOMO SAPIENS (HUMAN)7/ 
20 Q13891 

F-PLACE1009622//MATERNAL EFFECT PROTEIN 'STAUFENy/1 .39-22:1 32:47//DROSOPHILA MELA- 
NOG ASTE R ( FRU IT FLY) 7/P25 1 59 

F-PLACE1009637//HYPOTHETICAL 18.1 KD PROTEIN IN GFXA3!REGIONy/0.30:28:57//BACTEROIDES VUL- 
GATUS.//P30905 

25 F-PLACEl 009639//LIPASE MODULATOR PRECURSOR (LIPASE HELPER PROTEI N).//0. 23:79 :31//PSEU- 

DOMONAS AERUGlNOSAy/Q04591 

F-PLACEl 009659//MEMBRANE-ASSOCIATED PROTEIN HEM-2 (BRAIN PROTEIN HI 9) (MH19) (FRAG- 
MENT) .//3.9e-126:227:96//MUS MUSCULUS (MOUSE)y/P28660 „ 

F-PLACE1009665//IG KAPPA CHAIN V>l REGION (HAU).//0.52:89:35//HOMO SAPIENS (HUMAN)y/P01600 
30 F-PLACE1009670//CYCLOMALTODEXTRIN GLUCANOTRANSIf ERASE PRECURSOR (EC 2.4.1 .19) (CYCLO- 

DEXTRIN-GLYCOSYLTRANSFERASE) (CGTASE)y/0.1 6:1 i4:2t|//PA^N BACILLUS MACERANS (BACILLUS 
MACERANS).//P31835 

F-PLACEl 009708//HYPOTHETICAL 143.3 KD TRP-ASP .REPEATS CONTAINING PROTEIN C12G12.13C IN 
CHROMOSOME l.//9.6e-19:156:36//SCHI20SACCHAROMYCES POMBE (FISSION YEAST) 7/009876 
35 F-PLACE1009721//MSF1 PROTEIN.//7.7e-23:176:33//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).// 

P35200 * :vvr>- 

F-PLACEl 009731//AIG1 PROTEINy/1 .1e-09:91 :43//ARABrpQp^^ THALIANA (MOUSE-EAR CRESS).// 
P54120 

F-PLACEl 009763//HYPOTHETICAL 48.9 KD PROTEIN C24H6.12C IN CHROMOSOME l.//8.3e-42:171 :51// 
40 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)y/Q09765 

F-PLACEl 009794//C-HORDEIN (CLONE PC H0R1 -3) ( FRAGMENT) 7/0. 99 :36:33//HORDEUM VULGARE (BAR- 

LEY).//P17991 . '-...:;> ! 

F-PLACEl 009798//HYPOTHETICAL PROTEIN C22F3.14C IN CHROMOSOME I (FRAGMENT) 7/2.66-34: 191: 
38//SCHIZOSACCHAROMYCES POMBE (FISSION Y EAST) .//Q 09779. 
45 F-PLACEl 009845//WEB1 PROTEIN (PROTEIN TRANSPORT PROTEIN SEC31)y/2.2e-19:190:33//SACCHA- 

ROMYCES CEREVISIAE (BAKER'S YEAST).//P38968 

F-PLACEl 009861//CATHEPSIN B PRECURSOR (EC 3.4.22.l]i.//4'.4e-20:171 :33//BOS TAURUS (BOVINE).// 
P07688 

F-PLACEl 009879//HYPOTHETICAL 8.7 KD PROTEIN IN RPL22:RPL23 INTERGENIC REGION (ORF70).//0.99: 
50 30:33//ASTASIA LONGA (EUGLENOPHYCEAN ALGA)7/P34f7d 

F-PLACEl 009886 . " i . 

F-PLACEl 009888//NONSTRUCTURAL POLYPROTEIN [CONTAINS: NONSTRUCTURAL PROTEIN NSP4] 
(FRAGMENT)7/1.0:33:42//WESTERN EQUINE ENCEPHALITIS viRUS7/P13896 

F-PLACEl 009908//HYPOTHETICAL GTP-BINDING PROTEIN C3F10.16C IN CHROMOSOME 17/3.16-42:205: 
55 46//SCHIZOSACCHAROMYCES POMBE (FISSION YEA^T);//qV6i 90 

F-PLACEl 009921 /ir*,/-.'. 

F-PLACEl 009924//ATP SYNTHASE A CHAIN (EC 3.6.1 .34) (PRdTEIN 6)7/0.70:1 28:29//TRYPANOSOMA BRU- 
CEI BRUCEI7/P24499 .^It ; : ' 
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F-PLACE1009925//ATP SYNTHASE D CHAIN. MITOCHONDRIAL (EC 3.6.1 .34)7/0.99:111 :27//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST). //P30902 

F-PLACE1009935//HYPOTHETICAL PROTEIN MJ0258y/0.063:75:32//METHANOCOCCUS JANNASCHII.// 
Q57706 

5 F-PLACE1009947//NEUROGRANIN (NG) (PI 7) (B-50 IMMUNOREACTIVE C-KINASE SUBSTRATE) (BICKS) 

(FRAGMENT)y/0.33:51:45//BOS TAURUS (BOVINE).//P35722'* ' 

F-PLACE1009971//MIPP PROTEIN (MURINE lAP-PROMOTED* PLACENTA-EXPRESSED PROTEIN)y/0.022: 

84:27//MUS MUSCULUS (MOUSE).//P28575 . V .i • 

F-PLACE1009992//BONE MORPHOGENETIC PROTEIN 1 PRECURSOR (EC 3.4.24.-) (BMP-1).//0.00011 :35: 
10 51//H0M0 SAPIENS (HUM AN). //PI 3497 

F-PLACE1009995/n'ROPOMYOSIN, SMOOTH MUSCLE/FIBROBLASTCTMI .//0.052:185;22//CIONA INTESTI- 
NALISy/Q07068 

F-PLACE1009997//TRANSCRIPTION ELONGATION FACTOR' Sri I (RN A POLYMERASE il ELONGATION FAC- 
TOR DMS-II) (TFIIS).//0.68:98:28//DROSOPHILA MELANOGASTER (FRUIT FLY).//P20232 
15 F-PLACE1010023//HYPOTHETICAL 83.8 KD PROTEIN C27F2.'7 IN CHROMOSOME lll.//6.6e-06:111 :32// 

CAENORHABDITIS ELEGANS.//Q18262 

F-PLACE1010031//HYPOTHETICAL 24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION7/0.0024:72:33// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41479 
F-PLACE1010053//HYPOTHETICAL PROTEIN HI0593.//0.83:24:45//HAEMOPHILUS INFLUENZAE.//P44022 
20 F-PLACE1010069 

F-PLACE1010074/A/ACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS5.//0.00027:192:28//SAC- 
CHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q92331 , 

F-PLACE1010076//HUNCHBACK PROTEIN (FRAGMENT)'y/0.8d!39:'30//SCIARA COPROPHILA (FUNGUS 
GNAT).//Q01790 

25 F-PLACE1010083//RHO-GAP HEMATOPOIETIC PROTEIN CI (P115) (KIAA0 1 31 ).//2.7e-48:177;46//HOMO SA- 

PIENS (HUMAN)7/P981 71 

F-PLACE1010089//UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 11 (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE 11) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 13) (DEUBIQUITINATING ENZYME 11) 

(KIAA0055).//7.9e-07:55:43//HOMO SAPIENS (HUMAN).//P40818 
30 F-PLACE1010096//100 KD PROTEIN (EC 6.3.2.-).//1 .Oe-107:232:96//RATTUS NORVEGICUS (RAT).//Q62671 

F-PLACE1 0101 02//DNA-DI RECTED RNA POLYM ERASE SUBUNIT N (EC 2.7.7.6).//1 .0:33:45//M ETHANOCOC- 
CUS JANNASCHII.//Q57649 v.V:?.-: 

F-PLACE1010105//RING CANAL PROTEIN (KELCH PROTEIN). //1. 2e-47:200:46//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY) 7/004652 , .. . 
35 F-PLACE1010106//RETROVIRUS-RELATED POL POLYPROTEJN '[CONTAINS: REVERSE TRANSCRIPTASE 
(EC 2.7.7.49); END0NUCLEASE]y/1 .2e-14:94:41//MUS MUSCULUS (M0USE).//P1 1369 
F-PLACE1010134//HYPOTHETICAL 171.5 KD HELICASE IN NUtl-AR02 INTERGENIC REGIONy/4.0e-28:78: 
76//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P5311 5 

F-PLACE1010148//GAR2 PROTEIN.//2.6e-05:180:26//SCHIZOSiACCHAROMYCES POMBE (FISSION 
40 YEAST).//P41891 ./ . / ^ 

F-PLACE1010152//UBIQUIT1N CARBOXYL-TERMINAL HYDROLASE 64E (EC 3.1.2.15) (UBIQUITIN THI- 
OLESTERASE 64E) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 64E) (DEUBIQUITINATING ENZYME 
64E).//2.1e-59:227:54//DROSOPHILA MELANOGASTER (FRUIT FLY).//Q24574 

F-PLACE1010181//MALESPECIFICSPERM PROTEIN MST87F.//0:39:12:58//DROSOPHILAMELANOGASTER 
45 (FRUIT FLY).//P081 75 

■ F-PLACE1010194//SPUCING FACTOR, ARGININE/SERINE-RICH 2 (SPLICING FACTOR SC35) (SC-35) 
(SPLICING COMPONENT 35 KD) (PR264 PROTEIN). //1 .4e-07:95:43//GALLUS GALLUS (CHICKEN)7/P30352 
F-PLACE1010202/n-RISTETRAPROLINE (TTP) (TISlI A) (TISlI) (ZFP-36) 7/0.094: 109:29//RATTUS NORVEGI- 
CUS (RAT)7/P47973 

50 F-PLACE1 01 0231//LANTIBIOTIC NISIN A PRECURSOR7/0.99:42,:35//LACTOCOCCUS LACTIS (SUBSR LAC- 

TIS) (STREPTOCOCCUS LACTIS).//P 13068 v . ' f ■ . 

F-PLACE1010261//SEGREGATION DISTORTER PRdTElN.//6.0e-71:201 :62//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY)7/P25722 • . , 
F-PLACE1010270 ' ''f-:,V 
55 F-PLACE1010274//HYPOTHETICAL 16.2 KD PROTEIN C;4F8.0.1 IN CHROMOSOME I. //4.4e-08: 100:26// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST).//b,l4t7:7 J . 

F-PLACE1010293//!II! ALU SUBFAMILY J WARNING ENtmmi/^9e^^^ SAPIENS (HUMAN)7/ 

P39188 ^ 
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F-PLACE1010310//SYNAPSINS lA AND IB7/5.7e-09:89:37//RATTUS NORVEGICUS {RAT).//P09951 
F.PLACE1010321//IMMEDIATE-EARLY PROTEIN I El 80.//0.033:1 45:31 //PSEUDORABIES VIRUS (STRAIN KA- 
PLAN) (PRV).//P33479 

F-PLACE1010324//MAST CELL DEGRANULATING PEPTIDE; (MCDP) (MCD).//0.60:25:48//MEGABOMBUS 
5 PENNSYLVANICUS (AMERICAN COMMON BUMBLEBEE).//P04567 

F-PLACE1 01 0329/yTOXIN S5C1 07/1 .0:39:33//DENDROASPIS JAMESON I KAIMOSAE (EASTERN JAMESON'S 
MAMBA).//P01419 

F-PLACE1010341//IIH ALU SUBFAMILY SB WARNING ENTRY !!I!//0.0049:49:55//HOMO SAPIENS (HUMAN).// 
P39189 

10 F-PLACE1010362/A/ARIANT-SURFACE-GLYCOPROTEIN PHOSPHOLIPASE C (EC 3.1.4.47) (VSG LIPASE) 

(GLYCOSYLPHOSPHATIDYLINOSITOL-SPECIFIC PHOSPHOLIPASE C) (G PI- PLC) .//0. 0034:89:30// 
TRYPANOSOMA CRUZI.//015886 

F-PLACE1010364//NADH-UBIQUINONE 0XID0REDUCTASE.B17SUBUNIT (EC 1.6.5.3) (EC 1.6.99.3) (COM- 
PLEX I-B17) (CI-B1 7)7/1 .0:40:35//SUS SCROFA (PIG).//Q29259: - 
15 F-PLACE1010383 

F-PLACE1010401//140 KD NUCLEOLAR PHOSPHOPROTEIN (N0PP1 40)7/0.1 0:1 74:22//RATTUS NORVEGI- 
CUS (RAT)y/P41777 

F-PLACE1010481//HYPOTHETICAL 71.9 KD PROTEIN B0285.5 IN CHROMOSOME lll.//1.5e-21:1 70:35// 
CAENORHABDITIS ELEGANS7/P46555 w;. . 

20 F-PLACE1010491//HYPOTHETICAL 13.5 KD PROTEIN IN M'0B1-SGA1 INTERGENIC REGION 7/1 .0:31 :41// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40490 ' 

F-PLACE1010492//HYPOTHETICAL 42.3 KD PROTEIN C12G12.11C IN CHROMOSOME I. //0. 77: 97:30// 
SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//Qg9874 

F-PLACE1010522//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0. 74:45:37//HOMO SAPIENS 

25 (HUMAN).//P22531 

F-PLACE1010529//DELTA 1-PYRR0LINE-5-CARB0XYLATE gYNtHETASE (P5CS) [CONTAINS: GLUTAMATE 
5-KINASE (EC 2.7.2.11) (GAMMA-GLUTAMYL KINASE) (GK):'GAMMA-GLUTAMYL PHOSPHATE REDUCTASE 
(GPR) (EC 1.2.1.41) (GLUTAMATE-5-SEMIALDEHYDE DEHYDROGENASE) (GLUTAMYL-GAMMA-SEMIAL- 
DEHYDE DEHYDROGENASE)].//0.70:58:39//VIGNA ACONITIFOLIA (MOTHBEAN).//P32296 

30 F-PLACE1010547//HYPOTHETICAL 31.0 KD PROTEIN IN BUD9-RME1 INTERGENIC REGION 7/0. 17:68:39// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P53227^:;;, 

F-PLACE1010562//CHLOROPLAST50S RIBOSOMAL PROT:EliSj;i33://0.50:48:29//PORP PURPUREA.// 
P51255 -^r-x^ ^w .. 

F-PLACE1010579//HYPOTHETICAL PROTEIN HI1571 .//0.29:37:43//HAEMOPHILUS INFLUENZAE.//P44260 
35 F-PLACE1010580//PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.067/3.3e-38:178:48//SCHIZOSAC- 

CHAROMYCES POMBE (FISSION YEAST)7/Q09747 

F-PLACE1010599//PEROXISOMAL MEMBRANE PROTEIN PERIO (PEROXIN-14).//4.6e-17:192:31//PICHIA 
ANGUSTA (YEAST) (HANSENULA POLYMORPHA).//P78t23 /. ' " V' 

F-PLACE1 01 061 6//HYP0THETICAL 9.2 KD PROTEIN IN RNPA 3'R.EGION.//0.44:32:37//PSEUDOMONAS PUT- 
40 IDA//P25753 . ' 

F-PLACE1010622//A-AGGLUTININ ATTACHMENT SUBUNIT PRE6uRSOR.//5.0e-06:102:42//SACCHAROMY- 
CES CEREVISIAE (BAKER'S YEAST).//P32323 ' ' ' ' . 

F-PLACE1010624//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) .//0.00036: 134:321 /HO MO SAPIENS (HUMAN)7/P10162 . 
45 F-PLACE1010628 . 'f-;' ■ 

F-PLACE1 01 0629//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//2.7e-1 2:37:81 //HOMO SAPIENS (HUMAN)7/ 
P39194 . ■' • 

F-PLACE1010630 " 

F-PLACE1010631//WNT-5B PROTEIN (FRAGMENT)7/0.49:62:30//EUMECES SKILTONIANUS (WESTERN 
50 SKINK).//P28118 . , vl- 

F-PLACE1010661//MATERNAL EXUPERANTIA 2 PROTEIN7/i;.b:95:30//DROSOPHILA PSEUDOOBSCURA 
(FRUIT FLY).//Q24617 , 'u;- / « 

F-PLACE1010662//UDP-GLUCOSE:GLYCOPROTEIN GLUdpS>«'LtRANSFERASE PRECURSOR (EC 2.4.1.-) 
(DUGT),//3.2e-05:117:24//DROSOPHILA MELANOGASTER fFRblT FLY).//O09332 
55 F-PLACE1010702//ZINC FINGER PROTEIN 195.//1 .4e-62:117:62//H6MO SAPIENS (HUMAN)7/014628 

F-PLACE1010714 . ''^ , \ 

F-PLACE1010720//CHROMOSOME ASSEMBLY PROTEIN XCAP-C.//1 .18-64:1 76:76//XENOPUS LAEVIS (AF- 
RICAN CLAWED FROG) 7/P50532 
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F-PLACE1010739/nAT PROTEIN (TRANSACTIVATING REGULATORY PROTEIN) {FRAGMENT)y/0.97:31 :41// 
HUMAN IMMUNODEFICIENCY VIRUS TYPE 1 (BH5 ISOLAtEj;(HIV-1).//P04612 

F-PLACE1010743//PROLINE-RiCH PROTEIN MP-3 (FRAGMENT) .//3.8e-05:253:30//MUS MUSCULUS 
(MOUSE)y/P05143 

5 F-PLACE1010761//HYPOTHETICAL 37.0 KD PROTEIN B0495.8;iN CHROMOSOME 117/1 .5e-1 4:1 75:25// 

CAENORHABDITIS ELEGANS 7/00921 7 

F-PLACE1010771//TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP//1 .38-120:21 6 :89//M US MUSCULUS 
(MOUSE).//Q02614 ^ . 

F-PLACE1010786//CENTROSOMIN (ARROW PROTEIN)y/0.97:133:24//DROSOPHILA MELANOGASTER 
10 (FRUIT FLY)7/P54623 

F-PLACE1010800//HYPOTHETICAL 31.7 KD PROTEIN IN TRAX-FINO INTERGENIC REGION (ORFC).// 
0.0060:111 :31//ESCHERICHIACOLI.//Q99390 

F-PLACE1010802//UREASE ACCESSORY PROTEIN UREi://0.82:44:29//BACILLUS SP (STRAIN TB-90).// 
Q07415 

15 F-PLACE1010811//CYTOCHROME C-551 (C551).//0.99:42:38//ECTOTHIORHODOSPIRA HALOCHLORIS.// 

P38587 • 

F-PLACE1010833//CALTRACTIN, ISOFORM 1 (CENTRIN).//2.8e-09:90:34//HOMO SAPIENS (HUMAN).// 
P41208 {r>. 

F-PLACE1010856//MOLT-INHIBITING HORMONE (MIH)y/1 .0:32:37//PROCAMBARUS CLARKII (RED SWAMP 
20 CRAYFISH)7/P55848 , 

F-PLACE1 01 0857//IG ALPHA-1 CHAIN C REGION y/0.49:73:34//GO"RiLLA GORILLA GORILLA (LOWLAND GO- 
RILLA) .//P20758 ; 

F-PLACE1010870//ZINC FINGER PROTEIN 91 (ZINC FINGER^ PRGJEIN HTF10) (HPF7).//1 .2e-56:173:58//HO- 
MO SAPIENS (HUMAN).//Q05481 ' 
25 F-PLACE1010877//HEAT SHOCK PROTEIN 82y/0.13:130:25//ZEA MAYS (MAIZE)y/Q08277 

F-PLACE1010891//HYPOTHETICAL 8.2 KD PROTEIN IN BLTRtSPOIIIC INTERGENIC REGIONy/0.95:51 :27// 
BACILLUS SUBTILISy/P54436 > ' • ^ . * 

F-PLACE1010896//SERINE/THREONINE-PROTEIN KINASE PTK1/STK1 (EC 2.7.1.)y/0.98:71:30//SACCHA- 
ROMYCES CEREVISIAE (BAKER'S YEAST)y/P36002 
30 F-PLACE1010900//HYPOTHETICAL PROTEIN HI0840.//1 .0:42:30//HAEMOPHILUS INFLUENZAE.//P44897 

F-PLACE1010916//KERATIN, HIGH-SULFUR MATRIX PROTEIN JIIB3y/0.060:59:35//OVIS ARIES (SHEEP)y/ 
P02444 

F-PLACE1010917//E2 GLYCOPROTEIN PRECURSOR (SPIKE GLYCOPROTEIN) (PEPLOMER PROTEIN)y/ 
0.71:1 41 :24//BOVINECORONAVIRUS (STRAIN L9)y/P25191 
35 F-PLACE1010925//HYPOTHETICAL 8.1 KD PROTEIN. //l\6:t7:58//THERMOPROTEUS TENAX VIRUS 1 

(STRAIN KRAI ) (TTV1 ).//P1 9285 

F-PLACE1 01 0926//HYPOTHETICAL PROLINE-RICH PROTEIN krA'A0269.//0. 01 1 :51 :45//HOMO SAP! ENS (HU- 
MAN)y/Q92558 

F-PLACE1010942//EPIDERMAL GROWTH FACTOR RECEPTOR SUBSTRATE SUBSTRATE 15 (PROTEIN 
40 EPS15)y/3.1e-09:64:37//MUS MUSCULUS (MOUSE) y/P42567 , .j 

F-PLACE1010944//GAP JUNCTION ALPHA-3 PROTEIN (CONNEXIN 44) (CX44)y/0.17:71 :38//BOS TAURUS 
(BOVINE).//P41987 - .^^ v',, ' 

F-PLACE1010947 " .'^ 

F-PLACE1010954//TROPOMYOSIN ALPHA CHAIN. SKELETAL^ MUSCLEy/0.011:144:26//HOMO SAPIENS 
45 (HUMAN)y/P09493 V ^ 

F-PLACE1010960//ACTIN-LIKE PROTEIN 13Ey/1.1 e-60:136:S2//pp6SOPHILA MELANOGASTER (FRUIT 
FLY).//P45890 */ 

F-PLACE1010965 \: . 

F-PLACE1011026//PERIOD CLOCK PROTEIN (FRAGMENT)y/1.0:64:31//DROSOPHILA ANANASSAE (FRUIT 
50 FLY).//Q03293 . ; 

F-PLACE1011032//RIBONUCLEASE HI (EC 3.1 .26.4) (RNASE.HI) (RIBONUCLEASE H) (RNASE H).//1 .0:32:37// 
SALMONELLA TirPHIMURIUMy/P23329 . ' ; ■' . - - 

F-PLACE1011041//HOMEOBOX PROTEIN VAB-7.//0.36:65:30//CAENORHABDITIS ELEGANS.//Q93899 
F-PLACE1011046//1-PHOSPHATIDYLINOSlTOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE BETA 1 (EC 
55 3.1.4.11) (PLC-BETA-1) (PHOSPHOLIPASE C-BETA-1) (PLC-I) (PLC-154).//1 .3e-22:58:93//RATTUS NORVEGI- 

CUS (RAT) .//P1 0687 • 

F-PLACE1011054//I!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//1 .6e-07:38:73//HOMO SAPIENS (HUMAN).// 
P39195 - . '>'X\ . 
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F-PLACE1011056//HISTONE HI 7/2.28-1 0:1 09:41//PISUM SATIVUM (GARDEN PEA)7/P08283 
F-PLACE1011057 

F-PI_ACE1011090//HYPOTHETICAL 33.8 KD PROTEIN IN TWT1-FL05 INTERGENIC REG ION 7/1 .89-07:133: 
32//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) 7/P38 892 
5 F-PLACE1011109//ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G)7/5,4e-25:63:88//RAT- 

TUS NORVEGICUS (RAT)7/Q07803 

F-PLACE1011114//PUTATIVE ATP-DEPENDENT RNA HELICASE C1F7.02C7/8.4e-31:157:45//SCHIZOSAC- 

CHAROMYCES POMBE (FISSION YEAST)7/O0991 6 ' 

F-PLACE1011133//SERUM AMYLOID P-COMPONENT PRECURSOR (SAP) (9.5S ALPHA-1-GLYC0PR0- 
10 TEIN)7/0.92:58:31//HOMO SAPIENS (HUMAN)7/P02743 

F-PLACE1011143//PROBABLE E5 PROTEIN7/0.24:42:35//HUMAN PAPILLOMAVIRUS TYPE31 7/P 17385 
F-PLACE1011160//EARLY NODULIN 55-2 PRECURSOR {N-55-2) (NODULIN-315)7/0.88:98:27//GLYCINE MAX 
(SOYBEAN)7/Q0291 7 

F-PLACE1011165//HISTIDINE-RICH PROTEIN7/0.013:13:76//PLASMODIUM FALCIPARUM (ISOLATE FCM17/ 
15 SENEGAL)7/P14586 

F-PLACE1011185//!!!! ALU SUBFAMILY J WARNING ENTRY :4e-1 3:98 :50//HOMO SAPIENS (HUMAN)7/ 
P39188 

F-PLACE1011203 . . . -/ 

F-PLACE101121 4//ATP SYNTHASE PROTEIN 8 (EC 3.6.1 .34) (A6L)7/1 .0:48:27//EQUUS ASINUS (D0NKEY)7/ 
20 P92479* 

F-PLACE1011219//PROBABLE OXIDOREDUCTASE (EC 1.-.-.-)7/1 .9e-1 5: 162:31 //STREPTOMYCES ANTIBI- 
OT!CUS7/Q03326 

F-PLACE1011221//ANTITHROMBIN-III HOMOLOG.//0.84:74:33//FOWLPOX VIRUS (ISOLATE HP-438[MU- 
NICH])7/P14369 

25 F-PLACE1011229//UBIQUmN CARBOXYL-TERMINAL HYDROLASE 4 (EC 3.1 ,2.1 5) (UBIQUITIN THIOLESTE- 

RASE 4) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE 4)' (DEUBIQUITINATING ENZYME 4) (UBIQUI- 
TOUS NUCLEAR PROTEIN HOMOLOG).//3.5e-86:218:68//HOMO SAPIENS (HUMAN)7/Q13107 
F-PLACE1011263//ANKYRIN, BRAIN VARIANT2 (ANKYRIN B) (ANKYRIN. NONERYTHROID) (FRAGMENT).// 
3.0e-07:99:36//HOMO SAPIENS (HUMAN)7/Q01485 • ,.: */ • 

30 F-PLACE1011273 ' 

F-PLACE1011291//PROTEIN KINASE C SUBSTRATE 80 KOrpROTCIN (FRAGMENTS).//0.011:36:50//RATTUS 
NORVEGICUS (RAT).//P20468 ; . 

F-PLACE1011296//HOMEOBOX PROTEIN DLX-6.//0.76:55:32//6RApHYDANIO RERIO (ZEBRAFISH) (ZEBRA 

DANIO)7/Q98877 ' 
35 F-PLACE1 01131 0//ATP SYNTHASE PROTEIN 9. MITOCHONDRIAL (EC 3.6.1 .34) (LIPID-BINDING PROTEIN).// 

0.46:43:44//PETUNIA SR (PETUNIA)7/Q07060 

F-PLACE1011325//HYPOTHETICAL 222.8 KD PROTEIN C1F3.06C1N CHROMOSOME I.//0.00021 :171 :27// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST) .//Q 10411 ' 

F-PLACE1011332//DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRTIOI PRECURSOR.//7.3e-27:1 13:52// 
40 ARABIDOPSIS THALIANA (MOUSE-EAR CRESS)7/O0521l' . 

F-PLACE1011340//!!!! ALU SUBFAMILY J WARNING ENTRY'l!l!//2.6e-07:40:62//HOMO SAPIENS (HUMAN)7/ 
P39188 

F-PLACE1011371//INTER-ALPHA-TRYPSIN INHIBITOR HEAVY CHAIN H2 PRECURSOR (ITI HEAVY CHAIN 
H2)7/2.2e-54:227:44//MUS MUSCULUS(MOUSE)7/Q61703. .t.:: 
45 F-PLACE1011375//PROBABLE E5 PROTEIN 7/0. 93:28:57//HUM AN PAPILLOMAVIRUS TYPE 51 7/P26553 

F-PLACE1011399//HISTONE H2B-IV7/0.19:129:27//VOLVOX CARTERI.//P16868 
F-PLACE1011419 ':. 

F-PLACE1011433//ZINC FINGER PROTEIN GLI3 (FRAGMENT).//3.4e-05:133:24//GALLUS GALLUS (CHICK- 
EN).//P55879 

50 F-PLACE1011452//LINE-1 REVERSE TRANSCRIPTASE HGMOllOG.//3.9e-25:76:63//HOMO SAPIENS (HU- 

MAN) .//P08547 

F-PLACE1011465//ECTODERMALDYSPLASIA PROTEIN (EDA;RROTEIN)7/0.97:3^^ (HU- 
MAN)7/Q92838 • IV' 

F-PLACE1011472//METALLOTHIONEIN-1 (CUMT-1).//0.084:55:30//HpMARUS AMERICANUS (AMERICAN 

55 LOBSTER).//P29499 / ? ■ 

F-PLACE1011477//CELL SURFACE GLYCOPROTEIN 1 PRECURSOR (OUTER LAYER PROTEIN B) (S-LAYER 
PROTEIN 1)7/0.028: 129:34//CLOSTRIDIUM THERMOCELLUM7/Q06852 

F-PLACE1011492//NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT)7/ 
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2.9e-13:147:31//BRASSICA OLERACEA {CAULIFLOWER)y/P52178 

F-PLACE1011503//PUTATIVE FERREDOXIN-LIKE PROTEIN IN.RURLrDPJ INTERGENIC REGION (086)7/0.66: 
32:40//ESCHERICHlA COLI7/P52102 

F-PLACE1011520 . • • 

5 F-PLACE1011563//LORICR1N7/0.00023:112:39//HOMOSAP1ENS(HUMAN)7/P23490 

F-PLACE1011567//I!1! ALU SUBFAMILY SX WARNING ENTRY;J!!!//9. -26-31 :78:76//HOMO SAPIENS (HUMAN)7/ 
P39195 

F-PLACE1011576//ZINC FINGER PROTEIN 91 (ZINC FINGER^PROTEIN HTF10) (HPF7)7/1.5e-32:45:86//HO- 
MO SAPIENS (HUMAN)7/Q05481 
10 F-PLACE1011586//N-TYPE CALCIUM CHANNEL ALPHA-1 B SUBUNIT (OMEGA-CONOTOXIN-SENSITIVE N- 

TYPE, BRAIN CALCIUM CHANNEL ALPHA-1 SUBUNIT)7/0.26:81:37//HOMO SAPIENS (HUMAN)7/Q00975 
F-PLACE1011635//IMMEDIATE-EARLY PROTEIN I El 807/0.00045:1 70:30//PSEUDORABIES VIRUS (STRAIN 
INDIANA-FUNKHAUSER /BECKER) (PRV)7/P11675 
F-PLACE1011641 

15 F-PLACE1011643//CUTICLE COLLAGEN 407/1 .0:128:32//CAENORHABDITIS ELEGANS7/P34804 

F-PLACE1011646//II!! ALU SUBFAMILY J WARNING ENTRY !!!!//1 .1e-15:44:63//HOMO SAPIENS (HUMAN)7/ 
P39188 

F-PLACE1011649//HYPOTHETICAL PROTEIN F-2157/0.48:106:34//HUMAN ADENOVIRUS TYPE 27/P03291 
F-PLACE1011650 

20 F-PLACE1011664//CROOKED NECK PROTE1N7/I.2e-79:201:68//DROSOPHILA MELANOGASTER (FRUIT 

FLY).//P17886 

F-PLACE1011675//FERREDOXIN7/1.0:44:29//METHANOCO.bcUSTHERMOLITHOTROPHICUS7/P21305 
F-PLACE1011682//HYPOTHETICAL 7.0 KD PROTEIN IN:'rP.S26>C-COX4 INTERGENIC REGI0N7/1 .0:40:22// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53098''' ' ' 
25 F-PLACE1011719//NEUROTOXINTX2-67/0.90:31:35//PHONEUTRIANIGRIVENTER (BRAZILIAN ARMEDSPl- 

DER).y/P29425 ' \ ' 

F-PLACE1011725//NUCLEOBINDIN PRECURSOR (NUCB1) (BDl^Jf .63 KD CALCIUM-BINDING PR0TEIN)7/ 
0.0065:125:25//RATTUS NORVEGICUS (RAT).//Q63083 

F-PLACE1011729//SRY-RELATED PROTEIN LG27 (FRAGMENT).//0.97:48:39//EUBLEPHARIS MACULAR- 

30 IUS.//P40654 ' , ■ • ' 

F-PLACE1011749 , , , . 

F-PLACE1011762//D-BINDING PROTEIN (DBP) (ALBUMIN D BOX-BINDING PROTEIN)7/0.028:91 :39//MUS 
MUSCULUS (MOUSE)7/Q60925 

F-PLACE1011778 ' 
35 F-PLACE1011783//EMBRYONIC GROWTH/DIFFERENTIATION FACTOR 1 PRECURSOR (GDF-1)7/0.97:48: 

43//MUS MUSCULUS (MOUSE) 7/P20863 

F-PLACE1011858//COLLAGEN 1(X) CHAIN PRECURSOR7/0.o627:154;33//BOS TAURUS (BOVINE).//P23206 
F-PLACE1 Oil 874//BACTERIOCHLOROPHYLL A PROTEIN (BCHL A PROTEIN) (BCP)7/1 .0:60:26//PROSTHE- 
COCHLORIS AESTUARII.//P11741 • 
40 F-PLACE1011875//HYPOTHETICAL 6.6 KD PROTEIN IN GP54-ALT INTERGENIC REGION.//0.99:34:35//AC- 

TERIOPHAGE T47/P39495 

F-PLACE1011891//SMOOTHELIN7/0.018:122:31//HOMO SAPIENS (HUM AN)7/P5381 4 

F-PLACE1011896//SKIN SECRETORY PROTEIN XP2 PRECURSOR (APEG PROTEIN)7/6.3e-09:203:35// 
XENOPUS LAEVIS (AFRICAN CLAWED FR0G)7/P 17437- ' 
45 F-PLACE1011922//CRYPTDIN-RELATED PROTEIN 4C-2.^f=iEic;UPiS0R (CRS4C) 7/0. 067:37 :48//MUS MUSCU- 

LUS (MOUSE).//P5071 5 '^^-7':... 

F-PLACE1011923//SERINE/THREONINE-PROTEIN KINASE'SNkr(Eij;2:7.1 .-) (SERUM INDUCIBLE KINASE)7/ 

1.5e-83:175:89//MUS MUSCULUS (MOUSE)7/P53351 . . = ; 

F-PLACE1011962//MATING-TYPE PHEROMONE BAP1(2) V''PBECURSOR7/0.50:46:41//SCHIZOPHYLLUM 
50 COMMUNE (BRACKET FUNGUS)7/Q02593 

F-PLACE1011964//LINE-1 REVERSE TRANSCRIPTASE HdM0LdG7/1 .6e-05:47:51//NYCTICEBUS COU- 
GANG (SLOW LORIS)7/P08548 

F-PLACE1011982//APICALMEMBRANEANTIGEN1 PRECURSOR (MEROZOITE SURFACE ANTIGEN)7/0.98: 
83:31//PLASMODIUM FRAGILE.//P22622 - - 1: * . 

55 F-PLACE1011995 

F-PLACE1012031//HYPOTHETICAL PROTEIN KIAA02547/0.032:62:33//HOMO SAPIENS (HUMAN)7/Q92543 
F-PLACE2000003//!!!! ALU SUBFAMILY SP WARNING ENTRY !l!!//5.4e-18:63:73//HOMO SAPIENS (HUMAN)7/ 
P39193 > 
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F-PLACE2000006//ANNEXIN VII (SYNEXIN) (FRAGM ENT).//0.1 4:20 :50//BOS TAURUS (BOVINE).//P20072 
F-PLACE2000007//PROLINE-RICH PROTEIN MP-S . (FRAGMENT) 7/0. 0045 :176:30//M US MUSCULUS 
(MOUSE).//P05143 , 

F-PLACE2000011//H!! ALU SUBFAMILY SQ WARNING ENTRY l!l!//3.6e-25:57:78//HOMO SAPIENS (HUMAN).// 
5 P39194 

F-PLACE2000014//HYPOTHETICAL HELICASE C28H8.3 IN CHROMOSOME 1117/0.00013:237:27// 
CAENORHABDITIS ELEGANS7/Q09475 

F-PLACE200001 5//!!!! ALU SUBFAMILY SP WARNING ENTRY M!l//1 .4e-33:60:80//HOMO SAPIENS (HUMAN)7/ 
P39193 * 
10 F-PLACE2000017//FOLATE RECEPTOR BETA PRECURSOR (FR-BETA) (FOLATE RECEPTOR 2) (FOLATE 

RECEPTOR. FETAL/PLACENTAL) (PLACENTAL FOLATE-BINDING PROTEIN) (FBP).//1 .0:83;31//HOMO SAPI- 
ENS (HUMAN)7/P 14207 

F-PLACE2000021//EPHRIN TYPE-A RECEPTOR 4 PRECURSOR (EC 2.7.1.112) (TYROSINE-PROTEIN KI- 
NASE RECEPTOR CEK8).//0.99:103:26//GALLUS GALLUS (CiHICKEN)7/Q07496 
15 F-PLACE2000030//MALE SPECIFIC SPERM PROTEIN MST84DA.//0.69:29:44//DROSOPHILA MELA- 

NOGASTER (FRUIT FLY).//Q01642 

F-PLACE2000033//PROBABLE OXIDOREDUCTASE (EC 1 .-.-.:)7/1 .1 e-05:74:41//STREPTOMYCES ANTIBIOTI- 
CUS.//Q03326 

F-PLACE2000034//AXONIN-1 PRECURSOR (AXONAL GLYCOPROTEIN TAG-1 ) (TRANSIENT AXONAL GLYC- 
20 OPROTEIN 1)7/6.7e-18:191 :35//H0M0 SAPIENS (HUMAN) 7(002246 

F-PLACE2000039//DYNEIN HEAVY CHAIN, CYTOSOLIC (dVhC) (MAP 1C).//4.7e-80:163:96//RATTUS NOR- 
VEGICUS (RAT)7/P38650 , ;' 

F-PLACE2000047//!!!! ALU SUBFAMILY SB2 WARNING' ENTRY !!i!//6.4e-06:63:49//HOMO SAPIENS (HU- 
MAN).//P39191 . T '.i ^ 

25 F-PLACE2000050//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//3.2e-22 : 74 :64//H CMC SAPIENS (HUMAN).// 

P39192 . \ A V 

F-PLACE2000061 ' ... 

F-PLACE2000062//GLUCOSE STARVATION-INDUCIBLE PRCiTEIN B (GENERAL STRESS PROTEIN B).//1 .9e- 
06:108:37//BACILLUSSUBTILIS7/P26907 ^ ^ 

30 F-PLACE2000072//ZINC FINGER PROTEIN 165.//3.5e-34:175:49//H6'MO SAPIENS (HUMAN).//P49910 

F-PLACE2000097//RIBONUCLEASE PANCREATIC (EC 3.1 .27.5) (RNASE 1 ) (RNASE A)7/0.36:39:38//ONDAT- 

RA ZIBETHICUS (MUSKRAT)7/P00681 

F-PLACE2000100 

F-PLACE2000103//TUBULIN ALPHA-4 CHAIN (FRAGMENTS)7/0.18:32:37//ZEA MAYS (MAIZE) 7/P33626 
35 F-PLACE2000111//CMRF35 ANTIGEN PRECURSOR.//0.056:107:27//HOMO SAPIENS (HUMAN).//Q08708 

F-PLACE2000115//DIAMINOPIMELATE EPIMERASE (EC:,5:i:r:7);.(DAP EPIMERASE) (FRAGMENT).//1 .0:21 : 
52//CLOSTRIDIUM PERFRINGENS7/Q46185 ' ' 

F-PLACE2000124//!!!! ALU SUBFAMILY SQ WARNING ENTRY l!!!//3.4e-37:108:68//HOMO SAPIENS (HU- 
MAN)7/P39194 ' * 

40 F-PLACE2000132//PROBABLE MEMBRANE ANTIGEN GP857/0.99:133:29//EPSTEIN-BARR VIRUS (STRAIN 

B95-8) (HUMAN HERPESVIRUS 4)7/P03224 'Z'T^. " 

F-PLACE2000136//VASOACTIVE INTESTINAL POLYP EPTld'tR EC EPTOR 2 PRECURSOR (VIP-R-2) (PITUI- 
TARY ADENYLATE CYCLASE ACTIVATING POLYPEPTIDE TYPE ill RECEPTOR) (PACAP TYPE III RECEP- 
TOR) (PACAP-R-3)7/0.83:65:32//MUS MUSCULUS (MOUSE)7/P4.1588 
45 F-PLACE2000140 -Kf^f/V/ ' 

F-PLACE2000164//TIPD PROTElN7/5.7e-12:190:28//DICTYOSTELIUM DISCOIDEUM (SLIME MOLD).// 
015736 ' 

F-PLACE2000170//BACTERIOCIN CARNOBACTERIOCIN BMt PRECURSOR (CARNOBACTERIOCIN B1).// 
1 .0:30:26//CARNOBACTERIUM PISCICOLA.//P38579 
50 F-PLACE2000172 ' /, - 

F.PLACE2000176//HYPOTHETICAL PROTEIN AF0526.//0:76:44:43//ARCHAEOGLOBUS FULGIDUS7/029724 
F-PLACE2000187//EM-LIKE PROTEIN GEA67/0.84:42:35//ARABIPOPSIS THALIANA (MOUSE-EAR CRESS)7/ 
Q02973 

F-PLACE2000216 

55 F-PLACE2000223//NEUROTOXIN III (LQQ lll)7/0.99:38:34//LEIURUS QUINQUESTRIATUS QUINOUESTRIA- 

TUS (EGYPTIAN SCORPION)7/P01487 

F-PLACE2000235 ' : * 

F-PLACE2000246//RING CANAL PROTEIN (KELCH PROTEIN).//5.1e-37:121:42//DROSOPHILA MELA- 



EP1 074 617 A2 



NOGASTER (FRUIT FLY)y/Q04652 .:. ^; ..." • 

F-PLACE2000264//II!! ALU SUBFAMILY SB2 WARNING ENTRY !!!!//2.4e-05:77:42//HOMO SAPIENS (HU- 
MAN)y/P39191 

F-PLACE2000274//DYNEIN BETA CHAIN, CILIARY.//5.3e-46:232:45//TRIPNEUSTES GRATILLA (HAWAIAN 
5 SEA URCHIN).//P23098 

F-PLACE2000302//TRICHOHYALIN.//1 .5e-06:215:29//ORYCTOLAGUS CUNICULUS ( RABBIT) y/P37709 
F-PLACE2000305//I!!! ALU SUBFAMILY J WARNING ENTRY !! l!//5.3e-06:33:66//HOMO SAPIENS (HUMAN).// 
P39188 

F-PLACE2000317//TOXIN C13S1C1 PRECURSOR.//0.44:45:33//DENDROASPIS ANGUSTICEPS (EASTERN 
10 GREEN MAMBA).//P1 8329 

F-PLACE2000335//!!!! ALU SUBFAMILY SX WARNING ENTRY l!!!//7.9e-08:35:71//HOMO SAPIENS (HUMAN).// 
P39195 

F-PLACE2000341//SODIUM/GLUCOSE COTRANSPORTER 1 (NA(+)/GLUCOSE GOTRANSPORTER 1) (HIGH 
AFFINITY SODIUM-GLUCOSE COTRANSPORTER)y/0.014:141 :24//0RYCT0LAGUS CUNICULUS (RABBIT).// 
15 P11170 

F-PLACE2000342//HYPOTHETICAL24.1 KD PROTEIN IN LEF4-P33 INTERGENIC REGION.//5.7e-09:96:38// 
AUTOGRAPHACALIFORNICA NUCLEAR POLYHEDROSISVIRUS (ACMNPV).//P41479 
F-PLACE2000347//ZINC FINGER PROTEIN 1 77.//5.9e-05:49:53//HOMO SAPIENS (HUM AN).//Q1 3360 
F-PLACE2000359//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//7.5e-10:69:52//HOMO SAPIENS (HUMAN).// 
20 P39194 . , \ ; 

F-PLACE2000366 • . ! 

F-PLACE2000371//ATROPHIN-1 (DENTATORUBRAL-PALLIDOLUYSIAN ATROPHY PROTEIN) .//1 .56-05:216: 
29//HOMO SAPIENS (HUMAN).//P54259 ; . ■ . 

F-PLACE2000373//MAX BINDING PROTEIN MNT (ROX PROtfeiN) (MYC ANTAGONIST MNT).//0. 27: 63:33// 
25 HOMO SAPIENS (HUMAN)y/Q99583 . . . . / 

F-PLACE2000379//HYPOTHETICAL GENE 1 PROTEIN 7/0.72: 120:31 //EQUINE HERPESVIRUS TYPE 1 
(STRAIN AB4P) (EHV-1)y/P28978 

F-PLACE2000394//BASIC PROLINE-RICH PEPTIDE P-E (IB^9)7/0.95:40:42//HOMO SAPIENS (HUMAN).// 
P02811 • ' 

30 F-PLACE20G0398//RIBONUCLEASE PRECURSOR (EC 3.1 .27.-)y/0.88:88:31//AEROMONAS HYDROPHILA.// 

007465 

F-PLACE2000399//T-CELL SURFACE GLYCOPROTEIN E2 PRECURSOR (E2 ANTIGEN) (CD99) (MIC2 PRO- 
TEIN) (12E7).//7.6e-16:180:39//HOMO SAPIENS (HUMAN).//P 14209 

F-PLACE2000404//PROBABLE LEUCYL-TRNA SYNTHETASE,,' (EC 6.1.1.4) (LEUCINE-TRNA LIGASE) 
35 (LEURS)y/1.7e-94:243:64//CAENORHABDITIS ELEGANS.//bo9996 ' 

F-PLACE2000411//SERINE/THREONINE PROTEIN PHOSPHATASE 5 (EC 3.1.3.16) (PP5) (PROTEIN PHOS- 
PHATASE T) (PPT) (FRAGMENT).//1.2e-09:78:39//MUS MUSQULUS (MOUSE) .//Q60676 
F-PLACE2000419//IIII ALU SUBFAMILY J WARNING ENTRY )!!l//2.6e-20:61:62//HOMO SAPIENS (HUMAN).// 

P39188 ; 

40 F-PLACE2000425//HYPOTHETICAL 11.9 KD PROTEIN' IN MSB2?^'Ui3A1 INTERGENIC REGION.//0.98:75:32// 

SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53211-' ' 

F-PLACE2000427//INSULIN PRECURSOR.//0.98:55:34//GERCOPITHECUS AETHIOPS (GREEN MONKEY) 
(GRIVET).//P30407 

F-PLACE2000433//!!!! ALU SUBFAMILY J WARNING ENTRY l!!!//>.5e-07:65:50//HOMO SAPIENS (HUMAN).// 
45 P39188 , ,r ' : 

F-PLACE2000435 . . - / 

F-PLACE2000438//HYPOTHETICAL 67.9 KD PROTEIN ZK688.8 'IN CHROMOSOME lll.//4.7e-66:178:47// 
CAENORHABDITIS ELEGANS.//P34678 ' * ' • 

F-PLACE2000450//!!!! ALU SUBFAMILY SX WARNING ENTRY^!!!!//2:1 e-23:88:62//HOMO SAPIENS (HUMAN).// 
50 P39195 ^ - / 

F-PLACE2000455//TOXIN II (TOXIN 11.10.9.2) (FRAGMENT).//0.093:i8:44//CENTRUROIDES LIMPIDUS LIM- 
PIDUS (MEXICAN SCORPION)7/P45630 

F-PLACE2000458//CADHERIN-RELATED TUMOR SUPPRESSOR PRECURSOR (FAT PROTEIN)y/3.1e-23: 
1 65:40//DROSOPHILA MELANOGASTER (FRUIT FLY).//P3345p 
S5 F-PLACE2000465//!!!I ALU SUBFAMILY J WARNING ENTRY ! !!i//3.6e-23:73:63//HOMO SAPIENS (HUMAN)^/ 

P39188 *'? ' ■ 

F-PLACE2000477//I!!! ALU SUBFAMILY SO WARNING ENTRY l!H//4,4e-37:90:78//HOMO SAPIENS (HUMAN)y/ 
P39194 
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F-PLACE3000004//EYES ABSENT HOMOLOG 3.//1 .1e-09:27:100//MUS MUSCULUS (MOUSE) y/P97480 
F-PLACE3000009//PUTATIVE CUTICLE COLLAGEN C09G5.6.//0.0061 :148:34//CAENORHABDITIS ELE- 
GANSy/Q09457 

F-PLACE3000020//ADENYLATE CYCLASE, OLFACTIVE' TVPE (EC- 4.6.1.1) (TYPE III) (ATP PYROPHOS- 
5 PHATE-LYASE) (ADENYLYL CYCLASE).//8.8e-93:193:92//RATTUS NORVEGICUS (RAT)y/P21932 

F-PLACE3000029//50S Rl BOSOM AL PROTEIN L31E.//0.15:50:38//METHANOCOCCUS JANNASCHIL//P54009 

F-PLACE3000059/A"CP1-CHAPERONIN COFACTOR Ay/0.96:50:34//BOS TAURUS (B0VINE)y/P48427 

F-PLACE3000070//HYPOTHETICAL 17.1 KD PROTEIN IN RUpS 3'REGIONy/0.29:22:59//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST).//P38898 . 
10 F-PLACE3000103//LYSIS PROTEIN (E PROTEIN) (GPE)y/0.99:53:32//BACTER 10 PHAGE ALPHA-3.//P31280 

F-PLACE3000119//II!! ALU SUBFAMILY SB WARNING ENTRY !l!!//5.4e-41 :87:78//HOMO SAPIENS (HUMAN)y/ 

P39189 

F-PLACE3000121/A/ESICULAR TRAFFIC CONTROL PROTEIN SEC151/1.0e-07:269:22//SACCHAROMYCES 
CEREVISIAE (BAKER'S YEAST) y/P22224 . • 

IS F-PLACE3000124//IIH ALU SUBFAMILY J WARNING ENTRY n!!//V.2e-29:97:73//HOMO SAPIENS (HUMAN)y/ 

P39188 , , , . 

F-PLACE3000136//PARSINTERCEREBRALIS MAJOR PEPTIDE D1 (PMP-D1 )y/0.77:26:42//LOCUSTA MIGRA- 
TOR I A (MIGRATORY LOCUST) y/P80059 

F-PLACE3000142//HYPOTHETICAL7.1 KD PROTEIN IN NAD2 3'REGION (ORF 63)y/0.82:34:41//MARCHAN- 
20 TIA POLYMORPHA (LIVERWORT)y/P38468 

F-PLACE3000145//TENSINy/3.5e-91 :238:74//GALLUS GALLUS (CHICKEN) .//Q04205 

F-PLACE3000147//!!!! ALU SUBFAMILY SO WARNING ENTRY !! !!//4,4e-30:61 :65//HOMO SAPIENS (HUMAN)y/ 

P39194 

F-PLACE3000148//POL POLYPROTEIN [CONTAINS: PR0TEASe'(EC 3.4.23.-); REVERSE TRANSCRIPTASE 
25 (EC 2.7.7.49); ENDONUCLEASE].//1.4e-18:226:34//GIBBON, ARE LEUKEMIA VIRUSy/P21414 

F-PLACE3000155//EXTENSIN PRECURSOR (PROLINE-RICH GLYC0PROTEIN)y/0.00014:1 07:33//ZEA MAYS 
(MAIZE)^P14918 " U 

F-PLACE3000156//POL POLYPROTEIN [CONTAINS: PROTEASE (EC 3.4.23.-); REVERSE TRANSCRIPTASE 

(EC 2.7.7.49); ENDONUCLEASE].//2.7e-19:169:30//BABOON ENDOGENOUS VIRUS (STRAIN M7)y/P10272 
30 F-PLACE3000157//PROBABLESERINE/rHREONINE-PROTEIN KINASE CY50.16 (EC 2.7.1. -)y/0.0061:92:30// 

MYCOBACTERIUM TUBERCUL0SIS.//Q1 1053 , 

F-PLACE3000158//!!I! ALU SUBFAMILY SB WARNING ENTRY !!!l//5.7e-49:56:80//HOMO SAPIENS (HUMAN).// 
P39189 

F-PLACE3000160//DNA TRANSFORMATION PROTEIN TFOX (COMPETENCE ACTIVATOR) (PROTEIN SXY).// 
35 0.39:94:34//HAEMOPHILUS INFLUEN2AE,//P43779 ' ' ; 

F-PLACE3000169//!!iI ALU SUBFAMILY SP WARNING ENTfRY,!!!!/)5.6e-28:99:59//HOMO SAPIENS (HUMAN).// 
P39193 

F-PLACE3000194//PROLINE-RICH PROTEIN LAS17.//0.91?80:36//SACCHAROMYCES CEREVISIAE (BAK- 
ER'S YE AST) y/Q 12446 ' 
40 F-PLACE3000197//NEUROFILAMENT TRIPLET M PROTEIN (16iO KD.NEUROFILAMENT PROTEIN) (NF-M).// 

0.24:119:32//GALLUS GALLUS (CHICKEN).//P16053 

F-PLACE3000199//EXTENSIN PRECURSOR (CELL WALL HYDROXYPROLINE-RICH GLYCOPROTEIN).// 
0.76:87:37//NICOTIANATABACUM (COMMON T0BACC0).//P1 3983 

F-PLACE3000207//II!! ALU SUBFAMILY J WARNING ENTRY1l!l//4;5e-09:32:78//HOMO SAPIENS (HUMAN).// 
45 P39188 , ' ; , 

F-PLACE3000208 ' ' , 

F-PLACE300021 8//!!!! ALU SUBFAMILY SO WARNING ENtRy:!!!l//7:2e-34:96:70//HOMO SAPIENS (HUMAN).// 
P39194 ' ^ • 

F-PLACE3000220//OSTEOCALCIN (GAMMA-CARBOXYGLUTAMIC ACID-CONTAINING PROTEIN) (BONE 
50 GLA- PROTEIN) (BGP)y/0.46:13:53//CANIS FAMILIARIS (DOG).//P81455 

F-PLACE3000221//III! ALU SUBFAMILY J WARNING ENTRYli!J//2.8e-24:178:45//HOMO SAPIENS (HUMAN).// 
P39188 

F-PLACE3000226//30S RIBOSOMAL PROTEIN Sl8.//0.98:38:34//NEISSERIA GONORRHOEAEy/007815 
F-PLACE3000230//METALLOTHIONEIN (MT).//0.97:25:48//6REbCHROMIS MOSSAMBICUS (MOZAMBIQUE 

55 TILAPIA) (TILAPIA MOSSAMBICA).//P52726 

F-PLACE3000242//MELANOMA-ASSOCIATED ANTIGEN. 8 (MAGE-8 ANTIGEN).//8.0e-21:121:39//HOMO SA- 
PIENS (HUMAN).//P43361 ^ . 

F-PLACE3000244//PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR) y/2.3e-125:264:87//MUS MUS- 
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CULUS {MOUSE)y/P53995 " - • 

F-PLACE3000254//RTOA PROTEIN (RATIO-A) 7/0.99:1 42:23//DlCTYOSTELIUM DISCOIDEUM (SLIME 
MOLD).//P54681 

F-PLACE3000271//!!!! ALU SUBFAMILY J WARNING ENTRY !!!!//2.2e-12:63:53//HOMO SAPIENS (HUMAN).// 
5 P39188 • 

F-PLACE3000276//COLLAGEN ALPHA 1 (VIII) CHAIN PRECURSOR (ENDOTHELIAL C0LLAGEN).//1 .0:55:38// 
HOMO SAPIENS (HUMAN) y/P27658 : ; ] 

F-PLACE3000304//DNA-BINDING P52/P100 COMPLEX, 100 KD'sijBUNIT^FRAGMENTS).//0.0028:31:54//HO- 
MO SAPIENS (HUMAN).//P30808 
10 F-PLACE3000310//ATROPHIN-1 (DENTATORUBRAL-PALLIobtUYSIAN ATROPHY PROTEIN)7/0.98:82:34// 

RATTUS NORVEGICUS (RAT).//P54258 . 
F-PLACE3000320 . J^J.'* / : 

F-PLACE3000322//GLYCINE-R1CH CELL WALL STRUCTURAL PROTEIN 1 PRECURSOR7/2.2e-22:61 :52// 
ORYZA SATIVA (RICE)7/P25074 
15 F-PLACE3000331//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N)7/0.32:15:53//HOMO SAPIENS 

(HUMAN).//P22532 

F-PLACE3000339//CHORION PROTEIN S197/0.34:89:37//DROSOPHILA VIRILIS (FRUIT FLY).//P24516 
F-PLACE3000341//NADH-UBIQUINONEOXIDOREDUCTASE.CHAIN 1 (EC 1.6.5.3) (FRAG MENT).//1. 0:47:38// 
COTURNIX COTURNIX JAPONICA (JAPANESE QUAIL)7/P24968v '.. . 
20 F-PLACE3000350//SERINE/THREONINE-PROTEIN KINASE * SULU (EC 2.7.1, -)7/3.9e-50:1 68:60// 

CAENORHABDITIS ELEGANS .//P46549 

F-PLACE3000352//!!!! ALU SUBFAMILY SO WARNING ENTRY ll!!//7.8e-29:76:71//HOMO SAPIENS (HUMAN).// 
P39194 ■ ' , : : . ' 

F-PLACE3000353//POLYPEPTTOE N-ACETYLGALACTOSAMINYLTRANSFERASE (EC 2.4.1.41) (PROTEIN- 
25 UDP ACETYLGALACTOSAMINYLTRANSFERASE) (UDP-GALNAC: POLYPEPTIDE, N- ACEPr^LGALACTOS- 

AMINYLTRANSFERASE) (GALNAC-T1)7/3.0e-09:100:41//HOMO SAPIENS (HUMAN)7/Q10472 

F-PLACE3000362//HYPOTHETICAL PROTEIN TP00647/1 .0:75:26//TREPONEMA PALLID UM.//083 103 

F-PLACE3000363//METALLOTHIONEIN (MT).//0.067:42:33//ASTACUS FLUVIATILIS (BROAD-FINGERED 

CRAYFISH) (ASTACUS ASTACUS).//P55951 " v 

30 F-PLACE3000365//LYSIS PROTEIN (E PROTEIN) (GPE)7/1 .0:65:27//BACTERlOPHAGE PHI-K.//Q38040 

F-PLACE3000373//RETROVIRUS-RELATED ENV POLYPRpTEIN7/1.5e-18:90:47//HOMO SAPIENS (HU- 

MAN)7/P10267 ' ' 

F-PLACE30003B8 . . 'V.^ ' .: 

F-PLACE3000399//IMIALU SUBFAMILY SP WARNING ENTRY, !!!!//6.3e-45:60:75//HOMO SAPIENS (HUMAN).// 

35 P39193 ' 

F-PLACE3000400 , . , 

F-PLACE3000401//I!!! ALU SUBFAMILY J WARNING ENTRY !!.M//3:6e-09:46:73//HOMO SAPIENS (HUMAN)7/ 
P39188 . .. . ^, 

F-PLACE3000402//I!!! ALU SUBFAMILY J WARNING ENTRt'!!!V/a036:43:44//HOMO SAPIENS (HUMAN).// 
40 P39188 ' ^VJ: -' 

F-PLACE3000405//POSTERIOR PITUITARY PEPTIDE.//0Ja:25:46//BOS TAURUS (BOVINE). //PC 11 54 
F-PLACE3000406//!!!! ALU SUBFAMILY SX WARNING ENTRY"'!n!//4.3e-09:49:67//HOMO SAPIENS (HUMAN).// 
P39195 , _ ^ ^, 

F-PLACE3000413//MALE SPECIFIC SPERM PROTEIN MST87F.//0.'l 2:42:40//DROSOPHILA MELANOGASTER 
45 (FRUIT FLY).//P081 75 ' . • - 

F-PLACE3000416//CYLICIN I (MULTIPLE-BAND POLYPEPTIDE I). //0. 67:236:21 //BOS TAURUS (BOVINE).// 
P35662 

F-PLACE3000425//PROLINE-RICH PEPTIDE P-B.//0.45:19:42//HOMO SAPIENS (HUMAN)7/P02814 
F-PLACE3000455//AMELOGENIN. CLASS I PRECURSOR.//p.0073:81 :43//BOS TAURUS (BOVINE)y/P02817 
50 F-PLACE3000475//8.6 KD TRANSGLUTAMINASE SUBSTRATE7/1 .0:53:32//TACHYPLEUS TRIDENTATUS 

(JAPANESE HORSESHOE CRAB).//P81281 • -"-^ 

F-PLACE3000477//MUSCARINIC TOXIN 7 (MT-7)7/0.1 3:55 :32//D END ROASPIS ANGUSTICEPS (EASTERN 
GREEN MAMBA).//P80970 

F-PLACE4000009//MYOSIN HEAVY CHAIN. SMOOTH MUSCLE ISOFORM (SMMHC) (FRAGMENT).//7.0e-19: 
55 180:27//HOMO SAPIENS (HUM AN).//P35749 ' - ^ • 

F-PLACE4000014//X-LINKED HELICASE II (X-LINKED NUCLEAR; PROTEIN) (XNP).//3.2e-15:1 93:30//HOMO 
SAPIENS (HUMAN)7/P461 00 

F-PLACE4000034//BRIDE OF SEVENLESS PROTEIN PREC.URSOR7/0.0024:97:29//DROSOPHILA MELA- 
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NOGASTER (FRUIT FLY)y/P22815 

F-PLACE4000049//!!!! ALU SUBFAMILY SQ WARNING ENTRY'!ii!//3.8e-32:79:75//HOMO SAPIENS (HUMAN).// 
P39194 

F-PLACE4000052//ATP-BINDING CASSETTE TRANSPORTER' 1.//2.2e-99:178:97//MUS MUSCULUS 
5 (MOUSE).//P41233 .. i' rV. - 

F-PLACE4000063//IMMEDIATE-EARLY PROTEIN.//0.0017:159:25//HERPESVIRUS SAIMIRI (STRAIN 11).// 
Q01042 ,^ ;..,v,. ;: 

F-PLACE4000089 * * • 

F-PLACE4000093 

10 F-PLACE4000100//II!! ALU SUBFAMILY J WARNING ENTRY I !!!//!.. 5e-14:68:60//HOMO SAPIENS (HUMAN).// 

P39188 ^ - o " 

F-PLACE4000106//1 A PROTEIN [CONTAINS: HELICASE; METHYLTRANSFERASE].//1 .0:46:41 //BROAD BEAN 
MOTTLE VIRUSy/Q00020 

F-PLACE4000128//HYPOTHETICAL PROTEIN E-115.//0.00020:i01 :30//HUMAN ADENOVIRUS TYPE 27/ 
15 P03290 

F-PLACE4000129//CORNIFIN B (SMALL PROLINE-RICH PROTEIN IB) (SPR-IB) (14.9 KD PANCORNULIN).// 
0.15:57:31//HOMO SAPIENS (HUMAN).//P22528 
F-PLACE4000131 . 

F-PLACE4000147//COMPETENCE PHEROMONE PRECURSbR.//1.0:45:24//BACILLUS SUBTILIS.//P45453 
20 F-PLACE4000156//ZINC FINGER PROTEIN 136.//2.1 6-88:1 94:5i9//HOMO SAPIENS (HUMAN).//P52737 

F-PLACE4000192//ZINC FINGER PROTEIN 142 (KIAA02"36) tHA4654).//0.083:148:26//HOMO SAPIENS (HU- 
MAN) y/P52746 

F-PLACE4000211//CALPHOTIN.//0.20:43:39//DROSOPHILA MELANOGASTER (FRUIT FLY).//Q02910 
F-PLACE4000222//I!!! ALU SUBFAMILY J WARNING ENTRY !!l!//i .1e-05:20:85//HOMO SAPIENS (HUMAN).// 
25 P39188 • 

F-PLACE4000230//DIHYDROFOLATE REDUCTASE (EC 1 .5.i !3):/,THYMIDYLATE SYNTHASE (EC 2.1.1.45) 
(DHFR-TS)y/1.0:96:28//TRYPANOSOMA BRUCE! BRUCEi.//Q27783; 
F-PLACE4000233 . V.*!; 

F-PLACE4000247//METALLOTHIONEIN (MT)y/1 .Oe-05:34:4l/)PLEURONECTES PLATESSA (PLAICE).// 
30 P07216 

F-PLACE4000250//VPU PROTEIN (ORF-X PROTEIN) (UPX PROTEIN).//0.99:33:42//CAPRINE ARTHRITIS EN- 
CEPHALITIS VIRUS (CAEV).//P31 834 ^ ' 

F-PLACE4000252//MALE SPECIFIC SPERM PROTEIN! ..MST84DB.//0.42:24:45//DROSOPHILA MELA- 
NOG ASTER (FRUIT FLY) 7/00 1643 
35 F-PLACE4000259//PRE-MRNA SPLICING HELICASE BRR2 (EC 3,6.1 :-).//3.5e-09:189:32//SACCHAROMYCES 

CEREVISIAE (BAKER'S YEAST)y/P32639 T 'V 

F-PLACE4000261//PEREGRIN (BR140 PROTEIN)y/5.0e-11 :103:37//HOMO SAPIENS (HUMAN)y/P55201 
F-PLACE4000269//INTRACELLULAR PROTEIN TRANSPORT PROTEIN US01 .//0.037:181 :25//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST) y/P25386 
40 F-PLACE4000270//COAGULATION FACTOR VII PRECURSOR (EC 3,4.21 .21 ).//1.0:46:39//MUS MUSCULUS 

(MOUSE).//P70375 -! ; 

F-PLACE4000300//50S RIBOSOMAL PROTEIN L32y/0.81 ;28:46/n"l-iERMUS AQUATICUS (SUBSP. THER- 
MOPHILUS).//P80339 ' 

F-PLACE4000320//FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (RAPAMYCIN TARGET PROTEIN).// 
45 1.6e-29:44:93//HOMO SAPIENS (HUMAN).//P42345 ■ 

F-PLACE4000323 .. /. / ^. 

F-PLACE4000326//PARATHYMOSINy/0.0018:54:48//HOMb SAPIENS (HUMAN).//P20962 

F-PLACE4000344//EPIDERMAL GROWTH FACTOR (EGR) :(EI=lAGMENT).//0.97:28:42//SUS SCROFA (PIG).// 

Q00968 ' ;^ ' ' 

50 F-PLACE4000367//NEUROTOXIN 1 (TOXIN SHP-I) (SHNA): (NEUROTOXIN SHI).//1 .0:33:36//STOICHACTIS 

HELIANTHUS (CARRIBEAN SEA ANEMONE) (STICH0DACTYLA'HeL|ANTHUS).//P19651 

F-PLACE4000369//EXTENSIN PRECURSOR (PROLINE-RICH GLYCOPROTEIN).//0.071:42:42//SORGHUM 

VULGARE (SORGHUM)y/P24152 • ': 

F-PLACE4000379//MII ALU SUBFAMILY SP WARNING ENTRY. IMI//1 .4e-16:54:77//HOMO SAPIENS (HUMAN)y/ 
55 P39193 ' r " ' ' 

F-PLACE4000387//PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSORy/0.25:21 :52//HOR- 
DEUM VULGARE (BARLEY), AND SECALE CEREALE (RYE).//P25877 

F-PLACE4000392//FERROCHELATASE (EC 4.99.1.1) (PROTOHEME FERRO-LYASE) (HEME SYNTHETASE) 
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(FRAGMENT)y/0.91 :36:50/A^ERSINIA PSEUDOTUBERCULOSIS.//Q05338 

F-PLACE4000401//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//4.4e-29:96:67//HOMO SAPIENS (HUMAN).// 
P39194 ' ' 

F-PLACE4000411//!!!! ALU SUBFAMILY J WARNING ENTRY "in !//2.3e-1 8:41 :73//HOMO SAPIENS (HUMAN).// 
5 P39188 

F-PLACE4000431//PRE-MRN A SPLICING HELICASE BRR2 (EC:3;6.l\-).//5.4e-21 :237:33//SAGCHAROMYCES 
CEREVISIAE (BAKER'S YEAST)y/P32639 

F-PLACE4000445//HYPOTHETICAL 99.7 KD PROTEIN IN SDIi1 •S'REGION PRECURSOR.//0.00081:210:26// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P40442 . ^• 
10 F-PLACE4000450//TRANSCRIPTION FACTOR HBP-1 A ' (HiStONE-SPECIFIC TRANSCRIPTION FACTOR 

HBP1).//0.020:87:33//TRITICUM AESTIVUM (WHEAT).//P23922. 

F-PLACE4000465//METALLOTHIONEIN-IL (MT-1L) (MT1X)y/0.20:i8:38//HOMO SAPIENS (HUMAN) y/P80297 
F-PLACE4000487//I!!! ALU SUBFAMILY J WARNING ENTRY il!!//i:5e'-19:73:52//HOMO SAPIENS (HUMAN).// 
P39188 
15 F-PLACE4000489 

F-PLACE4000494//NPC DERIVED PROLINE RICH PROTEIN 1 (NDPP-1).//0.17:130:30//MUS MUSCULUS 
(MOUSE).//Q03173 

F-PLACE4000521//RETROVIRUS-RELATED POL POLYPROTEIN [CONTAINS REVERSE TRANSCRIPTASE 
(EC 2.7.7.49): ENDONUCLEASE] (FRAGMENT)y/3.0e-05:50:36//MUS MUSCULUS (MOUSE)y/P10400 
20 F-PLACE4000522//NEUROGENIC LOCUS NOTCH HOMOLOG PROTEIN 1 PRECURS0R.//1 .86-45:231:47// 

RATTUS NORVEGICUS (RAT).//Q07008 

F-PLACE4000548//CYTOCHROME C-551 (C551)y/O.96:50:34//ECTOTHIORHODOSP1RA HALOPHILA.// 

P00122 , '■ ■ ^. 

F-PLACE4000558//PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE FAF (EC 3.1 .2.15) (UBIQUI- 
25 TIN THIOLESTERASE FAF) (UBIQUITIN-SPECIFIC PROCESS.IISIG PROTEASE FAF) (DEUBIQUITINATING EN- 

ZYME FAF) (FAT FACETS PR0TEIN)y/1 .66-28 :223 :36//D ROSO PH ILA MELANOGASTER (FRUIT FLY).//P55824 
F-PLACE000581//P-SELECTIN PRECURSOR (GRANULE. MEMBRANE PROTEIN 140) (GMP-140) (PADGEM) 
(CD62P) (LEUKOCYTE-ENDOTHELIAL CELL ADHESION MOLicOLE 3) (LECAM3)y/9.7e-11 :166:281/HOMO 
SAPIENS (HUMAN)y/P1 61 09 .. .. 

30 F-PLACE4000590//POL POLYPROTEIN [CONTAINS: PROTEASE'/eG 3.4.23.-): REVERSE TRANSCRIPTASE 

(EC 2.7.7.49): ENDONUCLEASE].//1.6e-17:134:35//GIBBON APE.LEUKEMIA VIRUSy/P21414 
F-PLACE4000593//GONADOTROPIN-RELEASING HORMONE RECEPTOR (GNRH-R)y/1 .0:54:29//RATTUS 
NORVEGICUS (RAT)y/P30969 ^ : .■ . 

F-PLACE4000612//GAG POLYPROTEIN [CONTAINS: CORe/pROTEIN P15: INNER COAT PROTEIN P12: 
35 CORE SHELL PROTEIN P30].//2.6e-1 4:221 :32//MOLONEY MURINE SARCOMA VIRUS (STRAIN TS110).// 

P32594 

F-PLACE4000638//HYPOTHETICAL9.3 KD PROTEIN IN NRDB-INAA INTERGENIC REGIONy/0.65:37:40//ES- 
CHERICHIACOLI.//P37910 

F-PLACE4000650//ZINC FINGER PROTEIN 16 (ZINC FINGER PROTEIN K0X9) (FRAGMENT) .//1 .0:33:33//HO- 
40 MO SAPIENS (HUM AN) y/P1 7020 . T ; 

F-PLACE4000654 : . / t 

F-PLACE4000670//HYPOTHET1CAL44.1 KD PROTEIN IN RPB5-CDC28 INTERGENIC REGIONy/1 .6e-07:161 : 
25//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST) .//P333.r3 

F-SKNMC1 00001 1//PUTATIVE IMPORTIN BETA-4 SUBUN'iT (KARYOPHERIN BETA-4 SUBUNIT)y/7.4e-1 5:223: 
45 31//SCHIZ0SACCHAR0MYCES POMBE (FISSION YE AST) .7/060 100. 

F-SKNMC1 00001 3//TRANSCRIPTI0N FACTOR BF-2 (BRAIN^FAbVoR 2) (BF2) (CBF-2) (T-14-6)y/0.0013:128: 
35//GALLUS GALLUS (CHICK EN) .//Q98937 \ : ? a ' ;f , ; 

F-SKNMC1000046//CUTICLE COLLAGEN 1 .//0.0010:154:33//CAENO.RHABDITIS ELEGANS.//P08124 
F-SKNMC1000050//CALPAIN 2, LARGE [CATALYTIC] SUBUNIT (EC 3.4.22.17) (CALCIUM-ACTIVATED NEU- 
50 TRAL PROTEINASE) (CANP) (M-TYPE).//3.2e-41 :87:98//HOMO'sAPIENS (HUM AN).//P 17655 

F-SKNMC1000091//NTAK PROTEIN (NEURAL- AND THYMUS; DERIVED ACTIVATOR FOR ERBB KINASES).// 
0.0032:154:35//HOMO SAPIENS (HUMAN)y/014511 

F-THYRO1000017//PUTATIVE PYRIDOXAMINE 5'-PH0SPHAfEJJ0k^ (EC 1.4.3.5) (PNP/PMP OXI- 

DASE) .//1. 6e-23:124:37//CAENORHABDlTIS ELEGANSy/Q26&39 .* 
55 F-THYRO1000026//I!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//3.0e-13:54:66//HOMO SAPIENS (HUMAN).// 

P39192 '"^'''S f'" "-' .. 

F-THYRO1000034//HYPOTHETICAL 10.4 KD PROTEIN.//0.i6:44:34//HEPATITIS B VIRUS (SUBTYPE AYW).// 
P03163 
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F-THYRO1000035//CAMPATH-1 ANTIGEN PRECURSOR (GD52 ANTIGEN) (CDW52) (CAMBRIDGE PATHOL- 
OGY 1 ANTIGEN)y/0.83:59:37//MACACA FASCICULAR IS, (CRAB EATING MACAQUE) (CYNOMOLGUS MON- 
KEY).//P32763 \ ' 

F-THYRO1000040//60S RIBOSOMAL PROTEIN L37 (FRAGMENT).//0.25:23:39//BOS TAURUS (BOVINE).// 

5 P79244 ' 

F-THYRO1000070//HYPOTHETICAL 29.3 KD PROTEIN (ORF92).//2,3e-11:133:36//ORGYIA PSEUDOTSUGA- 
TA MULTICAPSID POLYHEDROSIS VIRUS (OPMNPV).//0 10341 V 

F.THYRO1000072//C-PROTEIN. SKELETAL MUSCLE SLOW-ISpFpRM.//! .56-14:205 :29//H0M0 SAPIENS 
(HUMAN),//Q00872 VV:-,/^ 
10 F-THYR01 000085 

F-THYRO1000092//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS).//0.063:59:33//HOMO SA- 
PIENS (HUMAN).//P49901 . 
F-THYRO1000107 ; ' " 

F-THYRO1000111//LINE-1 REVERSE TRANSCRIPTASE HOMOLOG.//5.0e-58:110:67//NYCTICEBUS COU- 
15 CANG (SLOW LORIS).//P08548 

F-THYRO1000121//SPLICEOSOME ASSOCIATED PROTEIN 62 (SAP 62) (SF3A66)y/2.6e-06:134:35//MUS 
MUSCULUS (MOUSE) .//Q62203 

F-THYRO1000124//TENECIN 3 PRECURSOR.//0.047:76:35//fENEBRlO MOLITOR (YELLOW MEALWORM).// 
Q27270 

20 F-THYR01 0001 29//FBROSIN (FRAGMENT).//0.35:43:34/MUS. MUSCULUS (MOUSE).//Q60791 

F-THYRO1000132//!!!! ALU SUBFAMILY J WARNING ENTRY !!!l//8.7e-1 4:1 04:42//HOMO SAPIENS (HUMAN)V/ 

P39188 /^.r..}'. 
F-THYR01 000156 "^^''^l^ iv. • 

F-THYRO1000163//!!!! ALU SUBFAMILY SB WARNING ENTRY Vl!l//3;7e-20:71 :71//H0M0 SAPIENS (HUMAN).// 

25 P39189 iV*' 

F-THYRO1000173//CLATHRIN COAT ASSEMBLY PROTEIN AR47j(Cl!.AtHR IN COAT ASSOCIATED PROTEIN 
AP47) (GOLGI ADAPTOR AP-1 47 KD PROTEIN) (HA1 47 KD.SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
ASSEMBLY PROTEIN COMPLEX 1 MEDIUM CHAIN)y/6.7e-88:2l'6:76//MUS MUSCULUS (MOUSE)y/P35585 
F-THYRO1000186//IIIIALU SUBFAMILYSC WARNING ENTRY '!l!!//2.9e-24:72:77//HOMO SAPIENS (HUMAN).// 

30 P39192 ■ -k ' 

F-THYRO1000187 . " 

F-THYRO1000190//PROTEIN TRANSPORT PROTEIN SEC61 BETA 2 SUBUNIT.//0.060:50:42//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)y/P52871 * '/ 

F-THYRO1000197 ' C > ; \ 

35 F-THYRO1000199//HYPOTHETICAL 49.8 KD PROTEIN D2007.5 IN CHROMOSOME lll.//2.0e-06:88:35// 

CAENORHABDITIS ELEGANS 7/34379 
F-THYR01 000206 
F-THYR01 000221 

F-THYRO1000241//HYPOTHETICAL 11.8 KD PROTEIN . IN ^HE65-PK2 INTERGENIC REGION.//1.0:51 ;35// 
40 AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS VIRUS (ACMNPV).//P41661 

F-THYRO1000242//2INC FINGER PROTEIN 84 (ZINC FINGER PROTEIN HPF2) 7/7.46-37: 137:36//HO MO SA- 
PIENS (HUMAN)y/P51523 •: 

F-THYRO1000253//DNA-BINDING P52/P100 COMPLEX, IOO'Kd SUBUNIT (FRAGMENTS).//0.11 :21:52//HO- 
MO SAPIENS (HUMAN).//P30808 i: 'V . 

45 F-THYRO1000270//WDNM1 PROTEIN PRECURSOR.//0.40:52:;32//MUS MUSCULUS (MOUSE).//Q62477 

F-THYRO1000279//BETA CRYSTALLIN A4.//0.97:64:26//BOS/fAURUS (BOVINE).//P11842 
F-THYRO1000288//POTENTIAL CAAX PRENYL PROTE>=^SE 1::(EC 3.4:24.-) (PRENYL PROTEIN- SPECIFIC 
ENDOPROTEASE 1) (PPSEP 1).//3.4e-48:142:42//SCHI2bSACQI^AROMYCES POMBE (FISSION YEAST).// 

01 0071 •^iv.-t':, 

SO F-THYR01 000320//2INC FINGER PROTEIN 14 (ZFP-14) (KR6x-9,RRbTEIN) (FRAGMENT) 7/0. 87:35 :45//MUS 

MUSCULUS (M0USE)7/P1 0755 : ^'flw.^.- 

F-THYRO1000327//HYPOTHETICAL 64.7 KD PROTEIN F26E4.'l'r' IN CHROMOSOME I. //0.0001 0:75:26// 
CAENORHABDITIS ELEGANS 7/P90859 . [ \ 

F-THYRO1000343//CHROMOGRANIN A PRECURSOR (CGA) [CONTAINS: PANCREASTATIN; BETA-GRANIN; 
55 WE-14].//0.88:107:26//MUS MUSCULUS (MOUSE)y/P26339 

F-THYRO1000358//SELENIUM-BINDING LIVER PROTEIN.//4,6e-25:49:81//MUS MUSCULUS (MOUSE).// 
PI 7563 

F-THYRO1000368//LOCOMOTION-RELATED PROTEIN HIKARU GENKI PRECURSORV/1 .0:136:26//DRO- 
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SOPHILA MELANOGASTER (FRUIT FLY).//Q09101 

F-THYRO1000381//GAG POLYPROTEIN [CONTAINS: CORE PROTEIN P15: INNER COAT PROTEIN P12; 
CORE SHELL PROTEIN P30; NUCLEOPROTEIN Pl0].//0.032:99:35//SIMIAN SARCOMA VIRUS.//P03330 
F-THYRO1000387//ATP SYNTHASE PROTEIN 8 (EC 3.6.1,34) (A6L).//0.90:46:30//HALICHOERUS GRYPUS 
5 (GRAY SEAL). //P38592 

F-THYRO1000394//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.0001 9:48:37//HOMO SAPI- 
ENS (HUMAN).//P22531 

F-THYRO1000395//RING CANAL PROTEIN (KELCH PR0TEIN)y/1 .2e-33:186:38//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY).//Q04652 
10 F-THYRO1000401//50S RIBOSOMAL PROTEIN L7/L12 (FRAGMENp.//0.57:67:31 //STAPHYLOCOCCUS AU- 

REUS.//P48860 

F-THYRO1000438//ATP SYNTHASE PROTEIN 8 (EC 3.6.1.34) ( A6L) 7/1. 0:42 :38//STRONGYLOCENTROTUS 
PURPURATUS (PURPLE SEA URCHIN). //PI 5997 

F-THYRO1000452//BACTERIOCIN CARNOBACTERIOCIN A PRECURSOR (PISCICOLIN 61).//0.31:34:44// 
15 CARNOBACTERIUM PISCICOLA7/P38578 

F-THYR01000471//I!!IALU SUBFAMILY SO WARNING ENTRY !!n//2.1 e-31 :94:72//HOMO SAPIENS (HUMAN)7/ 
P391 94 

F-THYR01 000484//IIII ALU SUBFAMILY SX WARNING ENTRY (!![//5.9e-08:30:86//HOMO SAPIENS (HUMAN).// 
P39195 

20 F-THYRO1000488//EARLY NODULIN 55-2 PRECURSOR (N:.55-2) (NODULIN-315).//0.93:98:27//GLYCINE MAX 

(SOYBEAN).//Q02917 

F-THYRO1000501//DOWN REGULATORY PROTEIN OF INTERLEUKIN 2 RECEPTOR.//2.4e-51:198:50//MUS 
MUSCULUS (MOUSE)7/P15533 

F-THYRO1000502//HUNCHBACK PROTEIN (FRAGMEIsiT)M8^4;'41^^^ MELLIFERA (HONEYBEE).// 

25 P31504 ' " ' ." \\ 

F-THYRO1000505//HYPOTHETICAL BHLF1 PROTEIN.//0.99:23iV33//EPSTEIN-BARR VIRUS (STRAIN B95-8) 
(HUMAN HERPESVIRUS 4)7/P03181 

F-THYRO1000558//ANTITHROMBIN-III PRECURSOR (ATlllj 1fRAGMENT).//0.47:58:37//GALLUS GALLUS 
(CHICKEN).//Q03352 

30 F-THYRO1000569//COLLAGEN ALPHA 1(1) CHAIN (FRAGMENTS)y/0.00048:64:42//RATTUS NORVEGICUS 

(RAT)7/P02454 

F-THYRO1000570//HYPOTHETICAL 11.6 KD PROTEIN Tn ACS1-i3CV3 INTERGENIC REGION.//0.94:61 :32// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P39725 

F-THYRO1000585//SPLfCING FACTOR, ARGININE/SERINE-RICH 6 (PRE-MRNA SPLICING FACTOR 
35 SRP55).//0.050:104:36//HOMO SAPIENS (HUMAN)7/Q13247 

F-THYRO1000596//INFECTED CELL PROTEIN ICP34.5 (NEUROVIRULENCE FACTOR ICP34,5),//0. 99:37:40// 
HERPES SIMPLEX VIRUS (TYPE 1 / STRAIN MGH-10).//P37319 

F-THYRO1000602//EAMZP30-47 PROTEIN (FRAGMENT).//0.88:61:34//EIMERIA ACERVULINA.//P21959 
F-THYRO1000605//SUPPRESSOR PROTEIN SRP407/0.0016:116:26//SACCHAROMYCES CEREVISIAE 
40 (BAKER'S YEAST).//P32583 '/ 

F-THYR01 000625//III! ALU SUBFAMILY SQ WARNING ENTRY !lll//3.4e-33:88:78//HOMO SAPIENS (HUMAN).// 
P39194 I • 

F-THYRO1000637//METALLOTHIONEIN A (MT A)7/1 .0:23:43//SPARUS AURATA (GILTHEAD SEA BREAM).// 
P52727 

45 F-THYRO1000641//PHOTOSYSTEM II 10 KD PHOSPHORRQT^IN//0.99:26:46//CYANIDIUM CALDARIUM 

(GALDIERIASULPHURARIA).//019925 ' V- ^ : 

F-THYRO1000658//l!!l ALU SUBFAMILY SB WARNING ENTRY; !ll!//1.5e-49:116:69//HOMO SAPIENS (HU- 
MAN ).//P39 189 

F-THYRO1000662//DNA-DAMAGE-INDUCIBLE PROTEIN P.//3,7e-;15:119:43//ESCHERICHIA COLI7/Q47155 
50 F-THYRO1000666//KINESIN-LIKE PROTEIN KLP1.//1.0e44:232:41//CHLAMYDOMONAS REINHARDTII.// 

P46870 .. , • ^ 

F-THYR01 000676//!!!! ALU SUBFAMILY SP WARNING ENrRY !!!!//2.1e-15:144:39//HOMO SAPIENS (HU- 
MAN)7/P39193 ' - 

F-THYR01000684//HYPOTHETICAL 73.5 KD PROTEIN IN SCS3-F^F^S2 INTERGENIC REGION .//0.00033:84: 
55 30//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P53129 

F-THYR01 000699//!!!! ALU SUBFAMILY SC WARNING ENTRY !!!!//0.97:20:85//HOMO SAPIENS (HUMAN)7/ 
P391 92 

F-THYRO1000712//I!!! ALU SUBFAMILY J WARNING ENTRY !l!.!//4.2e-10:69:59//HOMO SAPIENS (HUMAN).// 
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P39188 

F-THYR01 00071 5//SALIVARY PROLINE-RICH PROTEIN PRECURSOR (CLONES CP3. CP4 AND CPS) [CON- 
TAINS: BASIC PEPTIDE IB-6; PEPTIDE P-H].//4.6e-10:204:32//HQMO" SAPIENS (HUMAN).//P04280 
F-THYR01 000734 

5 F-THYRO1000748//HYPOTHETICAL PROTEIN KIAA0411 (FRAGMENT).//1 .86-46:1 30:70//HOMO SAPIENS 

(HUMAN).//043295 

F-THYRO1000756//ALPHA-N-ACETYLGALACTOSAMINIDE ALPHA-2.6-SIALYLTRANSFERASE (EC 2.4.99.-) 

(ST6GALNACIII) (STY)y/1 .1e-06:95:31//RATTUS NORVEGICUS (RAT).//Q64686 

F-THYRO1000777//CUTICLE COLLAGEN 2C (FRAGMENT).//0.0031 :119:34//HAEMONCHUS CONTORTUS.// 
10 PI 6252 

F-THYRO1000783//MYOSIN IC H E AVY CHAIN 7/0.00 14:1 21 :37//ACANTH AMOEBA CASTELLAN 1 1 (AMOEBA).// 
PI 0569 . J 

F-THYR01 000787//HUNCHBACK PROTEIN (FRAGMENT)7/6:54:25:52//PHOLCUS PHALANGIOIDES.// 
Q02031 

15 F-THYRO1000793//PRE-MRNA SPLICING FACTOR PRP9y/0:91:3 0:36//SACCHAROMYCES CEREVISIAE 

(BAKE R'S YEAST) .//P 1 9736 

F-THYR01 000796 ! - - • 

F-THYRO1000805//HYPOTHETICAL 7.3 KD PROTEIN IN lOO.KD PROTEIN REGIONy/0.081 :31:38//HUMAN 
ADENOVIRUS TYPE 41 .//P23691 
20 F-THYR01 00081 5//!!!! ALU SUBFAMILY SX WARNING ENTRY; !!!!//6;0e-30:81 :70//HOMO SAPIENS (HUMAN).// 

P39195 ' • \ 

F-THYRO1000829//NEUROTOXIN III (BOM lll)y/0.022:32:34//BUTHUS OCCITANUS MARDOCHEI (MOROC- 
CAN SCORPION)y/Pl 3488 , 

F-THYRO1000843//HYPOTHETICAL 7.7 KD PROTEIN IN GENES'%4INTERGENIC REGION (ORF 109)7/0.98: 
25 25:44//BACTERIOPHAGE P22.//P26750 ^' J/^'/T' '^-; 

F-THYRO1000852//SULFATED SURFACE GLYCOPROTEIN 185 (SSG 185).//7.3e-09:83:42//VOLVOX CART- 
ERI.//P21997 A ,':. ^V,. 

F-THYRO1000855//ANTIFREEZE PEPTIDE 4 PRECURSORy/1 .b:54:35//PSEUDOPLEURONECTA AMERICA- 
NUS (WINTER FLOUNDER)y/P02734 
30 F-THYR01 000865//!!!! ALU SUBFAMILY J WARNING ENTRY! !! !//5.2e-1 7:66:57//HOMO SAPIENS (HUMAN)y/ 

P39188 

F-THYR01 000895//II!! ALU SUBFAMILY SB WARNING ENTRY HII//1 .Oe-1 2:58:62//HOMO SAPIENS (HUMAN).// 
P39189 

F-THYR01 00091 6//IM! ALU SUBFAMILY SB WARNING ENTRYJI!!//2.0e-32:101 :69//HOMO SAPIENS (HU- 
35 MAN)y/P39189 . ^ • 

F-THYRO1000926//NITROGEN FIXATION REGULATORY PRPTEIN.//5.5e-05:108:27//KLEBSIELLA OXYTO- 
CAy/P56267 

F-THYRO1000934//PYRROLINE-5-CARBOXYUTE REDUCTASE (EC 1.5.1.2) (P5CR) (P5C REDUCTASE).// 
3.9e-50:147:40//HOMO SAPIENS (HUMAN)y/P32322 
40 F-THYRO1000951//DIHYDROXYACETONE KINASE (EC 2.7!l.2^9if (GLYCERONE KINASE).//1 .86-31: 136:56// 

CITROBACTERFREUNDHy/P45510 , 

F-THYRO1000952//HYPOTHETICAL 182.0 KD PROTEIN IN NMDS^HOMe INTERGENIC REGION y/2.4e-05:91 : 
34//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)y/P4717G , 

F-THYRO1000974//MITOCHONDRIAL ATP-DEPENDENT RNA'hELICASE SUV3 PRECURSOR. //1 .0:35:40// 
45 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P32586 i. / 

F-THYR01 000975 ■ 

F-THYRO1000983//HYPOTHETICAL 48.1 KD PROTEIN 60403:2 IN CHROMOSOME X.//1.3e-20:96:51// 
CAENORHABDITIS ELEGANS.//Q11076 

F-THYRO1000984//GTP-BINDING ADP-RIBOSYLATION FACTOR HOMOLOG 1 PROTElNy/0.011 :76:34//DRO- 
50 SOPHILA MELANOGASTER (FRUIT FLY)y/P25160 ' ' ' • i* ' , 

F-THYR01 000988 

F-THYRO1001003//HYPOTHETICAL 8.1 KD PROTEIN IN MSCL-RPLQ INTERGENIC REGIONy/0.97:60:31// 
ESCHERICHIA COLiy/P36675 

F-THYRO1001031//I!!! ALU SUBFAMILY SX WARNING ENTRY l!!//9.5e-18:56:66//HOMO SAPIENS (HUMAN).// 
55 P39195 , ' 

F-THYRO1001033//TRANSFORMATION-SENSITIVE PROTEIN lEF SSP 3521 y/5.0e-1 3:1 26:35//HOMO SAPI- 
ENS (HUMAN)y/P31 948 

F-THYR01001062//!I!IALU SUBFAMILY SO WARNING ENTRY !!! !//1 .1e-35:97:79//HOMO SAPIENS (HUMAN).// 
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P39194 . 

F-THYRO1001093//!!!! ALU SUBFAMILYSQ WARNING ENTRY ! I! !//6,4e-13:70:57//HOMO SAPIENS (HUM AN).// 
P39194 ' " .V 

F-THYRO1001 100//2INC FINGER X-LINKED PROTEIN ZXbA(FRA(3MENT)7/4.2e-63:219:63//HOMO SAPIENS 
5 (HUMAN).//P98168 

F-THYRO1001120//SPLICEOSOME ASSOCIATED PROTEIN 49 (SAP 49) (SF3B53)y/0.00068:160:31//HOMO 
SAPIENS (HUMAN)y/Ql 5427 

F-THYRO1001121//VERY HYPOTHETICAL 20.6 KD PROTEIN C56F8.15 IN CHROMOSOME 17/0.37:1 58:28// 
SCHIZOSACCHAROMYCES POMBE (FISSION Y E AST) .//Q 10263 
10 F-THYR01 001133//l!ll ALU SUBFAMILY J WARNING ENTRY !l!!//7;3e-15:59:66//HOMO SAPIENS (HUMAN).// 

P39188 

F-THYR01 0011 34//SALI VARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) 7/0.00088: 159:29//HOMO SAPIENS (HUMAN)7/P10161 ... 

F-THYR01 001 142//!!!! ALU SUBFAMILY SO WARNING ENTRY !Y!!>/3.0e-29:81 :71//H0M0 SAPIENS (HUMAN).// 
15 P39194 ■ - : 

F-THYRO1001173//CYTOCHROME C OXIDASE POLYPEPTIDE VMS (EC 1 .9.3.1)7/0.88:51 :35//DICTY0STEL- 
lUMDISCOIDEUM (SLIME MOLD).//P20610 ■< . , i: ' . 

F-THYR01 001 1 77//M1! ALU SUBFAMILY SC WARNING ENTRY !!l!//3:0e-24:91 :68//HOMO SAPIENS (HUMAN).// 
P39192 v . 

20 F-THYRO1001189//MKR2 PROTEIN (ZINC FINGER , PROTEIN 2)7/7.3e-27:165:39//MUS MUSCULUS 

(MOUSE).//P08043 • ' ^- i ; 

F-THYRO1001204//BASIC PROLINE-RICH PEPTIDE P-E (IB-9)7/b.67:42:42//HOMO SAPIENS (HUMAN).// 
P02811 . 

F-THYRO1001213//!!!! ALU SUBFAMILY SO WARNING ENTRY II!!//2.9e-16:61 :68//HOMO SAPIENS (HUMM).// 
25 P39194 ' .. .i ; 

F-THYR01 001 262//!!!! ALU SUBFAMILY SP WARNING ENTRY m/i 4e-36:50:84//HOMO SAPIENS (HUMAN).// 
P39193 

F-THYRO1001271//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN4556.//0.62: 126:30//STREPTO- 
MYCESFRADIAE.//P20186 . . 

30 F-THYRO1001287//HYPOTHETICAL91 .2 KD PROTEIN IN RPS4B-SCH9 INTERGENIC REGI0N.//1 .9e-26:208: 

37//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P38$88', 

F-THYRO1001290//GIANT HEMOGLOBIN AlV CHAIN (FRAGMENT)7/1 .0:31 :38//LAMELLIBRACHIA SR 
(DEEP-SEA GIANT TUBE WORM).//P20413 

F-THYRO1001313/A/ACUOLAR PROTEIN SORTlNG-ASSOCfATED PROTEIN VPS57/0.00042:1 05:31 //SAC- 
35 CHAROMYCES CEREVISIAE (BAKER'S YEAST).//Q92331 ^,v^,; ^; 

F-THYRO1001320//COLLAGEN ALPHA 1(111) CHAIN 7/0.27:57:38//BOS TAURUS (BOVINE)7/P04258 
F-THYRO1001321//!!!! ALU SUBFAMILY J WARNING ENTRY !!!i//5.5e-20:74:64//HOMO SAPIENS (HUMAN).// 
P39188 ' ' ■ 

F-THYRO1001322//HYPOTHETICAL 7.2 KD PROTEINy/6.66:4?:3p//yACCINIA VIRUS (STRAIN COPENHA- 
40 GEN)y/P21123 .^^ ' 

F-THYRO1001347//TOXIN F-VIII PRECURSOR (TOXIN TA2) (TOXIN bAF8).//0.94:61:36//DENDROASPIS AN- 
GUSTICEPS (EASTERN GREEN MAMBA).//P01404 " " ! ' V 

F-THYR01 001363//!!!! ALU SUBFAMILY J WARNING ENTRY !!i!//p.;0025:23:73//HOMO SAPIENS (HUMAN)7/ 
P39188 

45 F-THYRO1001365//MERSACIDIN PRECURSOR7/0.35:38:42//BAGILLUS SP (STRAIN HIL-Y85/54728).// 

P43683 ^ , 

F-THYRO1001374//PROTEIN VDLD.//1.6e- 3:140:31//HELICOBAGTER PYLORI (CAMPYLOBACTER PY- 
LORI) 7/O05729 

F-THYRO1001401//1!!! ALU SUBFAMILY SC WARNING ENTRY J! II//0. 047:43 :48//HO MO SAPIENS (HUMAN).// 
50 P39192 

F-THYRO1001403 ' • * V . 

F-THYRO1001405//SMALL PROLINE RICH PROTEIN II (S'PR-H);*(C!lONE 930) 7/0.0068 :26:42//HOMO SAPIENS 
(HUMAN).//P22531 

F-THYRO1001406//PUTATIVE STEROID DEHYDROGENASE KIK-I (EC 1 .1 ,1 .-).//3.1e-81 :97:83//MUS MUSCU- 
55 LUS (MOUSE).//O70503 : 

F-THYRO1001411//!!!! ALU SUBFAMILY SP WARNING ENTRY !!!!//1,9e-26:89:74//HOMO SAPIENS (HUMAN).// 
P39193 

F-THYR01 001 426//!!!! ALU SUBFAMILY SP WARNING ENTRY l!!!//.1 :4e-09:55:61//HOMO SAPIENS (HUMAN),// 



1748 



EP1 074 617A2 



P39193 ' 

F-THYR01001434//BETA-DEFENSIN 4 PRECURSOR (BNDB-4).//0.68:44:34//BOS TAURUS (BOVINE).// 
P46162 

F-THYRO1001458//MYOSIN HEAVY CHAIN. NONMUSCLETYPEB(CELLULAR MYOSIN HEAVY CHAIN, TYPE 
5 B) (NMMHC-B)7/3.8e-64:21 6:62//HOMO SAPIENS (HUMAN)y/P35580 

F-THYRO1001480//!ll! ALU SUBFAMILY SQ WARNING ENTRY !!ll//9.3e-29:88:75//HOMO SAPIENS (HUMAN).// 
P39194 

F-THYRO1001487//HOMEOBOX PROTEIN H0X-B4 (h6x-2.'6)7/0.99:59:37//MUS MUSCULUS (MOUSE).// 
P10284 

10 F-THYRO1001534//I!!! ALU SUBFAMILY SQ WARNING ENTRY l!!!//^.4e-14:40:82//HOMO SAPIENS (HUMAN).// 

P39194 

F-THYRO1001537//HYPOTHETICAL 33.8 KD PROTEIN IN TWTI-FLOS INTERGENIC REG ION 7/2.46-07: 142: 
32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P38892 

F-THYRO1001541//!!!! ALU SUBFAMILY SX WARNING ENT RY l!!!//6.98:26:61//HOMO SAPIENS (HUMAN).// 
15 P39195 

F-THYRO1001559//PROTEIN Q300.//2.6e-05:20:75//MUS MUSCULUS (MOUSE) 7/002722 
F-THYRO1001570 

F-THYRO1001573//SPERM MITOCHONDRIAL CAPSULE SELENOPROTEIN (MCS).//0.033:71 :36//MUS MUS- 
CULUS (MOUSE)y/P15265 

20 F-THYRO1001584//SUPPRESSOR PROTEIN SRP40.//2.1e-05:188:27//SACCHAROMYCES CEREVISIAE 

(BAKER'S YEAST)7/P32583 

F-THYRO1001595//RAS SUPPRESSOR PROTEIN 1 (RSU-1) (RSF?-1 PROTEIN) (RSP-1).//6.1e-21 :35:91 //HO- 
MO SAPIENS (HUM AN),//Q1 5404 . ... ] i.^ , 

F-THYRO1001602//TRK SYSTEM POTASSIUM UPTAKE PROTEIN*TRKH.//1.0:57:42//HAEMOPHILUS INFLU- 
25 ENZAE.//P44843 

F-THYRO1001605/A/ENOM BASIC PROTEASE INHIBITORs Tx AND VIIIB7/1.0:34:38//BUNGARUS FASCIA- 
TUS (BANDED KRAIT).//P25660 ^ : .v '] 

F-THYRO1001617//!!!! ALU SUBFAMILY SQ WARNING ENTRY !!!!//7.0e-18:55:81//HOMO SAPIENS (HUMAN).// 

P39194 " 

30 F-THYRO1001637//IM1 ALU SUBFAMILY SX WARNING ENTITY !!!!//0.00020:25:80//HOMO SAPIENS (HU- 

MAN).//P39195 . : . 

F-THYR01 001 656//PROLINE-R1CH PROTEIN MP-2 PRECURSOR7/0.0091 :54:42//MUS MUSCULUS 
(MOUSE).//P05142 . ; : • . . 

F-THYRO1001661//HYPOTHETICAL 21.1 KD PROTEIN IN SSR-SERA INTERGENIC REGION (0182)7/0.033: 
35 77:35//ESCHERICHIACOLI7/P09160 . *• V;^ ;,;. 

F-THYROl001671//(2'-5')OLlGOADENYLATE SYNTHETASE 1 ' (EC 2.7.7.-) ((2-5')0LIG0(A) SYNTHETASE 1) 

(2-5A SYNTHETASE 1) (P46/P41) (E18/E16)7/4.3e-34:207:34//HOMO SAPIENS (HUMAN)7/P00973 

F-THYR01 001 673//!!! ! ALU SUBFAMILY SQ WARNING ENTRY:! !!l//l3.9e-08:49:65//HOMO SAPIENS (HUMAN).// 

P39194 ; ,^ 

40 F-THYRO1001703//HYPOTHETICAL 69.8 KD PROTEIN IN BDF1-SFP1 INTERGENIC REGION7/6.4e-16:134: 

35//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//Q06053 

F-THYRO1001706 

F-THYRO1001721//RING CANAL PROTEIN (KELCH PROTEIN)7/2.7e-27:191 :36//DROSOPHILA MELA- 
NOGASTER (FRUIT FLY) 7/Q04652 ' ' / • ' 

45 F-THYRO1001738//MATING PROCESS PROTEIN MID2 (SERIN E.^RICH PROTEIN SMSl) (PROTEIN KINASE 

A INTERFERENCE PROTEIN).//0. 0032:1 05:32//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P36027 
F-THYRO1001745 j .k^v 

F-THYRO1001746//GENE 10 PR0TEIN7/1 .0:55:30//SPIRpPLASMA VIRUS SPV1-R8A2 B.//P15901 
F-THYRO1001772//!!!! ALU SUBFAMILY J WARNING ENTRY !1 1!//! 26-05:41 :63//H0M0 SAPIENS (HUMAN).// 
50 P39188 . . ; • : ' . 

F-THYRO1001793//HYPOTHETICAL 21.6 KD PROTEIN F37A4:2 1N CHROMOSOME III.//1 .56-26:1 61:42// 
CAENORHABDITISELEGANS7/P41880 . 

F-THYRO1001809//LATENCY-RELATED PROTEIN 2.//0.49:74-27//HERPES SIMPLEX VIRUS (TYPE 1 / 
STRAIN F).//P17589 ' " ' 

55 F-THYRO1001828//PROTEINASE INHIBITOR.//0.11 :34:50//SpLANUM MELONGENA (EGGPLANT) (AUBER- 

GiNE).//poio78 

F-THYRO1001854//ACYL-COA-BINDING PROTEIN HOMOLOG'(ACBP) (DIAZEPAM BINDING INHIBITOR HO- 
MOLOG) (DBI)7/0.63:50:38//RANA RIDIBUNDA (LAUGHilSIG FRpG) (MARSH FROG).//P45883 
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F-THYRO1001895//I!!! ALU SUBFAMILY J WARNING ENTRYJ!M//6.1e-09:72:47//HOMO SAPIENS (HUMAN).// 
P39188 

F-THYRO1001907//TRYPOMASTIGOTE DECAY-ACCELERATING FACTOR (T-DAF) (FRAGMENT) 7/0.79:36: 
44//TRYPAN0S0MA CRUZI.//Q26327 
5 F-VESEN1000122//HOMEOBOX PROTEIN HB9.//0.57:64:32//HOMO SAPIENS (HUMAN)7/P50219 

F-Y79AA1 00001 3//METALL0THI0NEIN B (MT-B).//0.034:35:48//SALMO SALAR (ATLANTIC SALMON).// 
P52720 ,: >n . h 

F-Y79AA1 000033//CHOLECYSTOKININ.//0.97:49:30//PSEUDEMYS SCRIPTA (SLIDER TURTLE)7/P80345 
F-Y79AA1000037//DNA-BINDING PROTEIN BMI-1 7/1 .4e-23:80:60//HOMO SAPIENS (HUMAN)7/P35226 
10 F-Y79/VA1 000059//HYPOTHETICAL 35.5 KD PROTEIN IN TRANSPOSON TN45567/0.0075:127:36//STREPTO- 

MYCESFRADIAE7/P20186 . ' ^ . 

F-Y79AA1000065//SALIVARY PROLINE-RICH PROTEIN PO (ALL^E K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT)y/0.022:135:29//HOMO SAPIENS (HUMAN).//P10162' t . : 

F-Y79AA1000131//REGULATORY PROTEIN E27/1 .1e-05:175:26//HUMAN PAPILLOMAVIRUS TYPE 24.// 
15 P50770 / . 

F-Y79AA1 0001 81//PR0LINE-RICH PROTEIN MP-3 (FRAGMENT)7/1 .4e-06: 1 87:29//MUS MUSCULUS 
(MOUSE)7/P05143 

F-Y79AA1000202//HYPOTHET1CAL PROLINE-RICH PROTEIN (FRAGMENT).//6.2e-09:47:53//OWENIA FUSI- 
FORM IS 7/P2 1260 

20 F-Y79AA1 000214//HISTONE H2A VARIANT7/1 .7e-50:1 07:1 00//GALLUS GALLUS (CHICKEN)7/P02272 

F-Y79AA1000230//GONADOLIBERIN I PRECURSOR (LHRH I) (LUTEINIZING HORMONE RELEASING HOR- 
MONE I) (GONADOTROPIN RELEASING HORMONE I) (GNflH I) (LULIBERIN l).//0.27:64:34//HOMO SAPIENS 

(HUMAN)7/P01148 *' 

F-Y79AA1000231//HYPOTHETICAL 47.9 KD PROTEIN M021B04.127/2.5e-72:277:53//ARABIDOPSIS THAL- 
25 I ANA (MOUSE-EAR CRESS).//O04658 ' '"'f*''* 

F-Y79AA1 000258//PROLINE-RICH PROTEIN MP-2 PREbuRSOR.//2.8e-08:1 74:35//MUS MUSCULUS 

(MousE)./^po5i42 'uj'j:;^: 

F-Y79AA1000268//COLLAGEN ALPHA 1(111) CHAIN (FRAGMENi)7/b.00020:176:33//RATTUS NORVEGICUS 

(R/vr).//pi394i *::^''V'' 

30 F-Y79AA1 00031 3//HYP0THET1CAL 54.0 KD PROTEIN C32A3:i IN CHROMOSOME lll.//0.092:127:21// 

CAENORHABDITIS ELEGANS7/Q09260 V. ■ ' ^ • ' 

F-Y79AA1000328//SEL-10PROTEIN7/5.3e-05:129:28//CAENORHABDITIS ELEGANS.//Q93794 
F-Y79AA1000342//KERATIN, ULTRA HIGH-SULFUR MATRIX.Pf^OJEIN (UHS KERATIN)7/1 .0:73:30//OVIS AR- 
IES (SHEEP). //P26372 

35 F-Y79AA1 000346//COATOMER GAMMA SUBUNIT (GAMMA-'COAT PROTEIN) (GAMMA-COP) 7/1 .88-95:205: 

83//BOS TAURUS (BOVINE) 7/P53620 i ' • ' ' 

F-Y79AA1000349//ANTI FREEZE PEPTIDE 4 PRECURSOR7/0;036:37:54//PSEUDOPLEURONECTA AMERI- 
CANUS (WINTER FLOUNDER).//P02734 . 

F-Y79AA1000355//HYPOTHETICAL 18.2 KD PROTEIN ZK632.13 IN CHROMOSOME III.//0.0031: 106:28// 
40 CAENORHABDITIS ELEGANS7/Q1 01 20 

F-Y79/V\1000368//REDUCED VIABILITY UPON STARVATION PROTEIN 161 7/1 .4e-16:208:28//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST).//P25343 

F-Y79AA1000405//LIGHT-HARVESTING PROTEIN B-800-850, ALPHA CHAIN C (ANTENNA PIGMENT PRO- 
TEIN, ALPHA CHAIN C) (LH Il-C ALPHA).//0.98:50:30//RHODOf^SEUDOMONAS PALUSTRIS7/P35103 
45 F-Y79AA1 00041 0//IIII ALU SUBFAMILY SO WARNING ENTRY !l!l//7.9e-20:62:79//HOMO SAPIENS (HUMAN)7/ 

P39 194 J UN.' 

F-Y79AA1000420//HYPOTHETICAL27.7 KD PROTEIN IN UME3-HDA1 INTERGENIC REGI0N.//1 .46-06:86:38// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P53970! ■ ; 

F-Y79AA1000469//HYPOTHETICAL 48.4 KD PROTEIN / F44B9. 5 IN CHROMOSOME lll.//2.8e-34:211 :40// 
50 CAENORHABDITIS ELEGANS.//P34426 • ' 

F-Y79AA1000480//HYPOTHETICAL 63.2 KD PROTEIN C1F3.09 IN CHROMOSOME l.//3.9e-1 5:90:32// 
SCHIZOSACCHAROMYCES POMBE (FISSION YE AST). //Q 1041 4^'^^^ \ 

F-Y79AA1000538//!!!! ALU SUBFAMILY SX WARNING ENTRY !!!!//0.37:41 :48//HOMO SAPIENS (HUMAN).// 

P39195 ; 

55 F-Y79AA1000539//SPL1CING FACTOR. ARGININE/SERINE-NlU|^4'(PRE-MRNASPLICINGF 

1.8e-21:190:37//HOMO SAPIENS (HUMAN).//Q08170 ' , \ , ;.\ 

F-Y79/JiA1000540//SPERM PROTAMINE PI .//0.00045:66:45//DASYyRUS VIVERRINUS (SOUTHEASTERN 
QUOLL). ANDDASYURUSHALLUCATUS.//P42135 :.. 
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F-Y79AA1000560//ALPHA-ADAPTIN C (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 ALPHA-C LARGE 
CHAIN) (1 00 KD COATED VESICLE PROTEIN C) (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA 
C SUBUNIT)y/1 .6e-79:186:87//MUS MUSCULUS (MOUSE). //P1 7427 

F-Y79AA1000574//AKLAVINONE 0-11 HYDROXYLASE (EC . T .-.-:.-.)'( FRAGMENT) 7/0.0 10:35 :60//STREPTOMY- 
5 CES PEUCETIUS.//P32009 

F-Y79AA1000589//32.3 KD PROTEIN IN CWP1-MBR1 INTERGENIC REGION7/4.5e-27:197:36//SACCHARO- 
MYCES CEREVISIAE (BAKER'S YEAST)y/P28320 " v if y; 

F-Y79AA1000627//ZINC FINGER PROTEIN 1347/1.66-34:1 91 :35//HOMO SAPIENS (HUMAN) .//P52741 
F-Y79AA1000705//HYPOTHET1CAL 128.5 KD HELICASE IN Atsr-JPD3 INTERGENIC REG I ON.//8.7e -36:250: 
10 40//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P31 380 ^ \ 

F-Y79AA1000734//PEROXISOMAL MEMBRANE PROTEIN PMP30A (PMP31) (PEROXIN-1 1A)y/0.00037:108: 
27//CANDIDA BOIDINII (YEAST).//Q00316 

F-Y79AA1000748//HYPOTHETICAL 61.3 KD PROTEIN F25B5.5 IN CHROMOSOME I II. /1 .06-23:210:34// 
CAENORHABDITIS ELEGANSy/Q09316 
15 F-Y79AA1000752//PUTATIVE HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN X (HNRNP X) (CBP).// 

1. 46-53:1 56:68//MUS MUSCULUS (MOUSE)y/Q61990 

F-Y79AA1000774//HYPOTHETICAL 77.9 KD PROTEIN IN RRN10-MCM2 INTERGENIC REGIONy/1 .28-11:231 : 
26//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38205 

F-Y79AA1000782//CUTICLE COLLAGEN 2.//0.012:56:35//CAENORHABDITIS ELEGANS.//P17656 
20 F-Y79AA1000784//HISTIDINE.RICH GLYCOPROTEIN PRECyB§0R.//1 .3e-08:82:39//PLASMODIUM LOPHU- 

RAEy/P04929 ' ^ 

F-Y79AA1000794//DNA-BINDING P52/P100 COMPLEX, 100 KD SUBUNIT (FRAGMENTS).//0.043:13:53//HO- 
MO SAPIENS (HUMAN).//P30808 ' . 

F-Y79AA1000800//PRIA PROTEIN PRECURSORy/0.031:94:34/'LENTINULA EDODES (SHIITAKE MUSH- 
25 ROOM) (LENTINUS EDODES).//Q01200 ''[^'^ V> 

F-Y79AA1000802//HYPOTHETICAL 67.4 KD PROTEIN IN^ RPS'3-PSbl INTERGENIC REGION.//0.26: 186:23// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) y/P53882: [ . 

F-Y79AA1 000805//AMP DEAMINASE (EC 3.5.4.6) (MYOADENYt^ATE bEAMINASE).//0.99:78:35//SCHIZOSAC- 
CHAROMYCES POMBE (FISSION YEAST).//P50998 ; 
30 F-Y79/iiA1000824//HYPOTHETICAL 81.7 KD PROTEIN IN MOLr-NA72 INTERGENIC REGI0Ny/3.4e-44:111 : 

49//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P48234 r 'I ' 

F-Y79AA1000827//HYPOTHETICAL BHLF1 PROTEIN.//0.pp.4'6;187:33//EPSTEIN-BARR VIRUS (STRAIN 
B95-8) (HUMAN HERPESVIRUS 4)y/P03181 ' - ' ' 

F-Y79AA1000833//TUBULIN ALPHA-1 CHAINy/1.0e-75:239:66//eRICETULUS GRISEUS (CHINESE HAM- 
35 STER).//P05209 ' V: 

F-Y79/VA1000850//SMALL PROLINE-RICH PROTEIN II (SPR-II) (CLONE 174N).//0.0078:57:31//HOMO SAPI- 
ENS (HUMAN).//P22532 " • ' ^ 

F-Y79AA1000962//MYOSIN HEAVY CHAIN, GIZZARD SMOOTH MUSCLE.//8.5e-11 :241 :26//GALLUS GALLUS 
(CHICKEN)y/P10587 

40 F-Y79AA1000966//ATP SYNTHASE A CHAIN (EC 3.6.1 .34) (PROTEIN 6).//0.69:122:31/n"RYPANOSOMA BRU- 

CEI BRUCEiy/P24499 ] ' 

F-Y79AA1000968//rRANSLATION INITIATION FACTOR ■EIF-2B GAMMA SUBUNIT (EIF-2B GDP-GTP EX- 
CHANGE FACTOR).//3.3e-1 02:21 1:93//RATTUS NORVEGICUS (RAT).//P70541 

F-Y79AA1000969//PROCOLLAGEN ALPHA 1(1) CHAIN PRECURS0R.//1 .0:67:38//GALLUS GALLUS (CHICK- 

45 EN)://P02457 .-/^ 

.F-Y79AA1000976//INVOLUCRINy/0.99:66:31//CEBUS ALBIFRONS "(WHITE-FRONTED CAPUCHIN).//P24709 
F-Y79AA1000985//PERICENTRIN.//1.1e-24:116:59//MUSMySCyLUS;(MOUSE)y/P48725 
F-Y79AA1001023//HYPOTHETICAL 105.9 KD PROTEIN IN^AAC3^RFC5 INTERGENIC REGION.//0.37:79:27// 
SACCHAROMYCES CEREVISIAE (BAKER'S YEAST).//P38250;Vk?. 

50 F-Y79AA1 001 041//SPERMATID-SPECIFIC PROTEIN T1 [CONTAIfSlb:' SPERM PROTAMINE SP1].//0.93:43:39// 

SEPIA OFFICINALIS (COMMON CUTTLEFISH).//P80001 t ;. / 

F-Y79AA1001048//ACYL-COA DEHYDROGENASE. VERy-LONG-CHAIN SPECIFIC PRECURSOR (EC 
1.3.99.-) (VLCAD)y/1 .58-51 :211:52//B0S TAURUS (B0VINE)7/R4^818 

F-Y79/VA1001061//HII ALU SUBFAMILY SO WARNING ENTRY ;il!!://3r:8iB-25:85:69//HOMO SAPIENS (HUMAN).// 
55 P39194 

F-Y79AA1001068//PROCOLLAGEN ALPHA 1(11) CHAIN PRECURSOR [CONTAINS: CHONDROCALCIN].// 
0.0015:207:33//MUS MUSCULUS (MOUSE).//P28481 

F-Y79AA1001077//ADULT-SPECIFIC RIGID CUTICULAR PROTEIN 11:9(ACP 11.9).//0.99:36:41//ARANEUS Dl- 
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ADEMATUS (SPIDER) .//P8051 5 - • ' ' - • 

F-Y79AA1001078//HYPOTHETICAL 88.1 KD PROTEIN K02D10':1 IN CHROMOSOME lll.//1.0e-06:197:23// 
CAENORHABDITIS ELEGANS .//P34492 = ' 

F-Y79AA1001105//HOMEOBOX PROTEIN OTX2.//2.9e-62:163:79//MUS MUSCULUS {MOUSE).//P80206 
5 F-Y79AA1001145//MII ALU SUBFAMILY SX WARNING ENTRY !II!//0.024:42:59//HOMO SAPIENS (HUMAN).// 

P39195 - 

F-Y79AA1001167//HYPOTHETICAL 7.1 KD PROTEIN IN ;iAP2-VLF1 INTERGENIC REGION.//0.96:20:50// 
AUTOGRAPHA CALIFORNICA NUCLEAR POLYHEDROSIS yiRUS (ACMNPV).//P41471 
F-Y79AA1001177//HYPOTHETICAL BHLF1 PROTEIN.//3.9e-05:135:34//EPSTEIN-BARR VIRUS (STRAIN 
10 B95-8) (HUMAN HERPESVIRUS 4).//P031 81 ^ - < . 

F-Y79AA1001185//PUTATIVE CUTICLE COLLAGEN C09G5.5;//0.00017:93:38//CAENORHABDmS ELE- 

GANS.//Q09456 

F-Y79AA1001211 

F-Y79AA1 001 21 6//rENSIN.//0.01 2: 1 34:32//GALLUS GALLUS (CH ICKEN).//Q04205 
15 F-Y79AA1 001228//MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2).//0.088:75:34//HOMO SAPIENS (HUMAN).// 

Q02817 ' 

F-Y79AA1001233//ESTRADIOL 17 BETA-DEHYDR0GENASE1 (EC 1 .1.1.62) (17-BETA-HSD 1) (17-BETA-HY- 
DROXYSTEROID DEHYDROGENASE 1).//1.1e-40:139:51//RATTUS NORVEGICUS (RAT).//P51657 
F-Y79AA1001236//HYPOTHETICAL34.7KD PROTEIN IN 0RC2-TIP1 INTERGENIC REGION.//2.0e-22: 108:53// 
20 SACCHAROMYCES CEREVISIAE (BAKER'S YEAST) .//P38238v .. 

F-Y79AA1001281 ' ' . 

F-Y79AA1001299//PROLINE-RICH PROTEIN MP-3 ._(HRAGMENT).//0.0022:49:44//MUS MUSCULUS 
(MOUSE).//P05143 j,.^,. 

F-Y79AA1001312//50S RIBOSOMAL PROTEIN L24, CHL6i=?0PiJVST PRECURSORy/0.98:1 17 
25 SIS THALIANA (MOUSE-EAR CRESS)y/P92959 

F-Y79AA1001323//CORNIFIN (SMALL PROLINE-RICH PROJEJN lj;(SPR-l) (SMALL PROLINE-RICH SQUA- 
MOUS CELL MARKER) (SPRP)y/0.082:44:40//SUS SCROFA (pIg) //P35323 

F-Y79AA1 001 384//APOLIPO PROTEIN C-lll PRECURSOR ^ (ARb-CIII).//0.99:47:40//MUS MUSCULUS 
(MOUSE).y/P33622 ' ^; 

30 F-Y79AA1001391//HOMEOBOX PROTEIN H0X-A13 (HOX-rU)://9.8ei58:15 SAPIENS (HUMAN).// 

P31271 

F-Y79AA1 001 394//TRICHOH YALIN.//4.7e-08:1 21 :36//HOMO, SAPI ENS (HUMAN).//Q07283 
F-Y79AA1 001 402//ETS-DOMAIN TRANSCRIPTION FACtORf' ERF.//0.0087:81 :33//MUS MUSCULUS 
(MOUSE).//P70459 ^' m 

35 F-Y79AA1001493//HYPOTHETICAL 48.1 KD PROTEIN B0403.2 IN CHROMOSOME X.//4.5e-21 :1 25:44// 

CAENORHABDITIS ELEGANS.//Q11 076 

F-Y79AA1001511//HYPOTHETICAL 86.6 KD PROTEIN IN PFK1-TDS4 INTERGENIC REGIONy/2.3e-1 7:249: 
31//SACCHAR0MYCES CEREVISIAE (BAKER'S YEAST).//P53313 

F-Y79AA1001533//DNA-DIRECTED RNA POLYMERASE 149 KD.POLYPEPTIDE (EC 2.7.7.6) (A49)y/0.0099: 
40 1 55:23//SACCHAROMYCES CEREVISIAE (BAKER'S Y EAST) 7/06 1060 

F-Y79AA1001541 

F-Y79AA1 001 548//!!!! ALU SUBFAMILY SC WARNING ENTRY mi/Zl.le-l 7:53^ 
P39192 . 

F-Y79AA1001555//MAJOR SURFACE ANTIGEN.//0.046:62:29y/HEPATITIS B VIRUS.//P31873 
45 F-Y79AA1001581//ACETYL-COENZYME A SYNTHETASE' (EC '6;2.1 .1) (ACETATE-COA LIGASE) (ACYL- AC- 

TIVATING ENZYME)y/8.6e-11 :144:31//ESCHERICHIA COLI.//P27550 

F-Y79AA1001585//SPERM MITOCHONDRIAL CAPSULE SELEINiOPROTEIN (MCS).//0.012:64:40//MUS MUS- 
CULUS (MOUSE) .//P1 5265 vJiv;;,/^ 
F-Y79AA1001594//CORNIFIN BETAy/0.61 :88:31//MUS MUSCULUS (iyiOUSE).//O091 16 
50 F-Y79AA1001603//rRANSCRIPTION INITIATION FACTOR, TFI 10/135 KD SUBUNIT {TAFII-135) (TAFII135) 

(TAFII-130) (TAFII130).//0.024:170:30//HOMO SAPIENS (HUMANify/Q00268 

F-Y79AA1001613//ZINC FINGER PROTEIN 42 (MYELOID ZINC FlHiGER 1) (M2F-1).//4.5e-09:136:27//HOMO 
SAPIENS (HUMAN)y/P28698 

F-Y79AA1 001 647//HYPOTHETICAL 23.1 KD PROTEIN CY277.2'0Cy/0:093:94:26//MYCOBACTERIUM TUBER- 
55 CULOSIS.//P71779 

F-Y79AA1001665//HOMEOBOX PROTEIN DLX-2 (HOMEOBOX PROTEIN TES-1)y/0.79:90:26//MUS MUSCU- 
LUS (MOUSE).//P40764 

F-Y79AA1 001 679//LAMBDA-CRYSTALLIN.//1 .66-95:224:81 //ORYCTOLAGUSCUNICULUS (RABBIT) .//PI 4755 
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F-Y79AA1001692//GERM CELL-LESS PROTE I N 7/3.56-08: 76 :'38//DROSO PHI LA MELANOGASTER (FRUIT 
FLY).//Q01820 • " 

F-Y79AA1001696//INSULINy/1 .0:33:27//ANGUILLA ROSTRATA (AMERICAN EEL).//P42633 
F-Y79AA1001705//HYPOTHETiCAL BHLF1 PROTEIN.//0;00i3:192:33//EPSTEIN-BARR VIRUS (STRAIN 
5 B95-8) (HUMAN HERPESVIRUS 4).//P03181 ; < \ 

F-Y79AA1001711//PARATHYMOSIN (ZINC-BINDING 11.5 KD. PR9TEIN)y/0.032:38:34//RATTUS NORVEGI- 

CUS (RAT)y/P04550 ' • ' ' 

F-Y79AA1001781 

F-Y79AA1001805//VASODILATOR-STIMULATED PHOSPHGPROtEIN ( VASP) 7/0. 0063:1 28 :30//HOMO SAPI- 
10 ENS (HUMAN).//P50552 

F-Y79AA1001827//SPERM PROTAMINE P1 .//0.015:45:40//DIDELPHIS MARSUPIALIS VIRGINIANA (NORTH 
AMERICAN OPOSSUM), AND MONODELPHIS DOMESTICA (SHORT-TAILED GREY OPOSSUM).//P 35305 
F-Y79AA1001846//III! ALU SUBFAMILY J WARNING ENTRY! !!!//2.4e-09:42:73//HOMO SAPIENS (HUMAN).// 
P39188 

15 F-Y79AA1001848//KRUEPPEL PROTEIN (FRAGMENT).//i .8e-10:63:44//PSYCHODA CINEREA7/Q02035 

F-Y79AA1001866//ZINC FINGER PROTEIN 90 (ZFP-90) (ZINC FINGER PROTEIN NK1 0)7/0.00036:1 08:37// 
MUS MUSCULUS (MOUSE)7/Q61967 

F-Y79AA1001874//OX40L RECEPTOR PRECURSOR (ACT35- ANTIGEN) (TAX-TRANSCRIPTIONALLY ACTI- 
VATED GLYCOPROTEIN-1 RECEPTOR) (CD134 ANTIGEN) 7/3.2e-07:100:35//HOMO SAPIENS (HUMAN).// 
20 P43489 

F-Y79AA1001875//B-CELL GROWTH FACTOR PRECURSOR (BCGF-1 2 KD)7/0.020:25:64//HOMO SAPIENS 
(HUMAN).y/P20931 ^"^ 

F-Y79AA1 001 923//SALI VARY PROLINE-RICH PROTEIN PO (ALLELE K) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT)7/0.016:83:36//HOMO SAPIENS (HUMAN)7/P1 01 62 
25 F-Y79AA1001963//PUTATIVE PRE-MRNA SPLICING FACTOR^ ATP-DEPENDENT RNA HELICASE 

SPAC10F6.02C7/8.1 e-13:94:47//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) 7/042643 
F-Y79AA1002027//UBIQUITIN-CONJUGATING ENZYME, E20 a ;Kb. (EC 6.3.2.19) (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42)7/9.8e-39:r43:5af/ARABIDOP THALIANA (MOUSE-EAR 
CRESS) 7/P42743 

30 F-Y79/VA1002083//DNA-BINDING P52/P100 COMPLEX, lOp.KD SUBUNIT (FRAGMENTS)7/0.036:53:45//HO- 

MO SAPIENS (HUMAN)7/P30808 " " ' 

F-Y79/W\1002089//HYPOTHETICAL 49.1 KD PROTEIN F02A9.4 IN CHROMOSOME lll.//0.12:171 :22// 
CAENORHABDITIS ELEGANS7/P34384 

F-Y79AA1002093//MAX PROTEIN7/3.le-07:111 :29//BRACHYDANIO RERIO (ZEBRAFISH) (ZEBRA DANI0)7/ 
35 P52161 

F-Y79AA1002103//SHORT NEUROTOXIN C7/0.040:21:47//AIPY;SURUS LAEVIS (OLIVE SEA SNAKE).// 
PI 9958 ;. v*:.*,. . 

F-Y79AA1 002115//HYPOTHETICAL PROTEIN MJ08277/0.84:68:36//METHANOCOCCUS JANNASCHII.// 
058237 

40 F-Y79AA1002125//HYPOTHETICAL 24.7 KD PROTEIN IN' POMf52-REC114 INTERGENIC REGI0N.//3.4e-29: 

197:39//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST)7/P40206 

F-Y79AA1002139//DNAJ PROTEIN HOMOLOG 1 (DROJ1)7/1i9e-19:l'20:45//DROSOPHILA MELANOGASTER 
(FRUIT FLY).//Q24133 * ^Vv' ' 

F-Y79AA1002204//TBX6 PROTEIN (T-BOX PROTEIN 6)7/0.00.1.1 :'1.62:32//M US MUSCULUS (MOUSE)7/P70327 
45 F-Y79AA1002208//ANKYRIN7/2.9e-08:231:29//MUSMUSCULDS(MOUSE)7/Q02357 

F-Y79/VM002209//rYROSYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR (EC 6.1.1.1) (TYRO- 
SINE-TRNA LIGASE) (TYRRS)7/3.7e-23:170:32//SACCHAR6MYCES CEREVISIAE (BAKER'S YEAST).// 
P48527 i'jJ'V.' 

F-Y79AA1 00221 0//CORNIFIN A (SMALL PROLINE-RICH PROTBllSinA) (SPR-IA) (SPRK)7/0.0061 :69:31//HOMO 
50 SAPIENS (HUMAN)7/P35321 

F-Y79AA1 00221 1//II!! ALU SUBFAMILY SP WARNING ENTRY.I!!l//9.2e-10:43:62//HOMO SAPIENS (HUMAN).// 
P39193 '^^'^ i 

F-Y79AA1 002220 

F-Y79AA1002229//HYPOTHETICAL 60.7 KD PROTEIN C56F8.1-7C IN CHROMOSOME l.//1.9e-21 :1 47:40// 
55 SCHIZOSACCHAROMYCES POMBE (FISSION YEAST)7/Q10264 

F-Y79AA1 002234 

F-Y79AA1002246//MYOSIN IC HEAVY CHAIN 7/0.00066:1 31 :34//ACANTH AMOEBA CASTELLANII (AMOE- 
BA).//P10569 
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F-Y79AA1002258//HYPOTHETICAL 103.9 KD PROTEIN ZK370.3 IN CHROMOSOME !ll.//4.3e-45:164:48// 
CAENORHABDITIS ELEGANS.//Q02328 

F-Y79AA1002298//SALIVARY PROLINE-RICH PROTEIN PO (ALLELE M) [CONTAINS: PEPTIDE P-D] (FRAG- 
MENT) .//0.0063:99:31 //HOMO SAPIENS (HUMAN).//P10161 
5 F-Y79AA1 002307 

F-Y79AA1 00231 1//HYP0THETICAL 105.3 KD PROTEIN C01G6.5 IN CHROMOSOME 1117/0.75:1 98:24// 
CAENORHABDITIS ELEGANSy/P4601 2 

F-Y79AA1002351//CUTICLE COLLAGEN 347/0.74:1 28:35//CAENORHABDITIS ELEGANS7/P34687 
F-Y79AA1002361//GLC7-INTERACTING PROTEIN 27/0.050:71 :29//SACCHAROMYCES CEREVISIAE (BAK- 

10 ER'S YEAST)7/P40036 

F-Y79AA1002399//NEUROMODULIN (AXONAL MEMBRANE PROTEIN GAP-43) (PP46) (B-50) (PROTEIN F1) 
(CALMODULIN-BINDING PROTEIN P-57)7/1 .0:89:30//CARASSIUS AURATUS (GOLDFISH).//P17691 
F-Y79AA1002407//HYPOTHETICAL31.5 KD PROTEIN IN YGP1-YCk2 INTERGENIC REGION7/3.7e-1 6:232: 
28//SACCHAROMYCES CEREVISIAE (BAKER'S YEAST). //P53899 . ^ 

15 F-Y79AA1 00241 6//CTP SYNTHASE (EC 6.3.4.2) (UTP-AMMONIA- LIGASE) (OTP SYNTHETASE).//6.7e-72: 

162:B4//HOMO SAPIENS (HUMAN).//P17812 ' Vk' : 

F-Y79AA1002431//SMALL PROLINE RICH PROTEIN II (SPR-II) (CLONE 930)7/0.81:34:41 //HOMO SAPIENS 
(HUMAN)7/P22531 

F-Y79AA1002433//CELL DIVISION CONTROL PROTEIN 68.//0.60024:85:27//SACCHAROMYCES CEREVI- 
20 SIAE (BAKER'S YEAST)7/P32558 

F-Y79AA1002472//2INC FINGER PROTEIN 35 (ZFP-35).//2.3e-60:21 7:44//MUS MUSCULUS (M0USE)7/ 
PI 5620 

F-Y79AA1002482//ZINC FINGER PROTEIN 141 .//2.0e-31 :90:55//HOMO SAPIENS (HUM AN)7/Q1 5928 
F-Y79AA1002487//HYPOTHETICAL 67.1 KD TRP-ASP REPEATS CONTAINING PROTEIN C57A10.05C IN 
25 CHROMOSOME 17/0.18:41 :36//SCHIZOSACCHAROMYCES POMBE (FISSION YEAST) .//P87053 

Homology Search Result Data 2. 

[0300] The result of the homology search of the GenBank using the clone sequence of 5'-end except EST and STS. 

30 [0301] Data include .'V \ 

the name of clone, . . . ^ 

definition of the top hit data, " V' ! - ^ 

the P-value: the length of the compared sequence: identity (%); an^. ' ;;! 
35 the Accession No. of the top hit data, as in the order separated by, //. ' f 

[0302] Data are not shown for the clones in which the P-value was higher than 1 . 

•5.J'/. . , 

F-HEMBA1000005//Mouse tumor cell dnaJ-like protein 1 mRN A; complete cds.//3.4e-106:695:86//L16953 
F-HEMBA1 00001 2//Caenorhabditis-elegans cosmid C16C10. complete sequence7/l .5e-24:374:66//246787 
40 F-HEMBA1000020//Homo sapiens beta 2 gene.//3.5e-112:529:.90//X02344 

F-HEMBA1000030//Rattus norvegicus G protein-coupled receptor kinase-associated ADP ribosylation factor GT- 
Pase-activating protein (GITI) mRNA, complete cds.//5.6e-124:743:8B//AF085693 

F-HEMBA1000042//Human Chromosome 15q26.1 PAC clone pDJ460g16. WORKING DRAFT SEQUENCE, 3 
unordered pieces.//l .le-25:529:65//AC00458l 
45 F-HEMBA1000046//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 12513, WORKING 

DRAFT SEQUENCE7/3.2e-11:330:63//AL033528 . ! ^ ,;• 

F-HEMBA1000050//Homo sapiens DNA sequence from PAC 172kl'p on chromosome 6q24. Contains STS, GSS 
and chromosome 6 fragment, complete sequence.//0.32:407:59//AL022477 

F-HEMBA1000076//Homo sapiens full-length insert cDNA clone ZB97G067/6.2e-135:594:98//AF086182 
50 F-HEMBA1 0001 1 1//CIT-HSP-2291 Ml 8.TF CIT-HSP Homo sapiens genomic Clone 2291 M1 8 genomic survey se- 
quence.//2.8e-16:132:79//AQ004134 • , . • 

F-HEMBA1000129//Homo sapiens chromosome 17, clone HCIT48C15, complete sequence.//8.6e-98:230:93// 
AC003104 

F-HEMBA1000141//Homo sapiens mRNA for KIAA0797 proteiri,-partial;Cds.//2.le-1 67:791 :98//AB018340 

55 F-HEMBA1000150//Homo sapiens mRNA for KIAA0788 protein; partial.cds.//2.2e-44:242:96//AB01 8331 

F-HEMBA1000156//Rattus norvegicus scaffold attachment factor; B- mRNA, complete cds.//1.1e-1 0:409:60// 
AF056324 V 
F-HEMBA1000158//Homo sapiens CAGH44 mRNA. partial cds.//1.6e-35:365:73//U80741 
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F-HEMBA1000168//Human DNA sequence *** SEQUENCING IN'PROGRESS *** from clone 321 D2. WORKING 
DRAFT SEQUENCE.//0.99:290:61//AL031 033 ; ! 

F-HEMBAl000180//rat u2 small nuclear rna gene and flanks.//3.7e-[l 8:112:98//K00034 
F-HEMBA1000185 ; • > 

5 F-HEMBA1000193//Human FMR1 gene. 5' end.//0.001 2:1 91 :67//li 19476 

F-HEMBA1000201//Human Inil mRNA. complete cds.//2.0e-73:440:92//U04847 

F-HEMBA1 00021 3//Plasmodium falcipamm MAL3P7, complete sequencey/0.90:332:59//AL034559 

F-HEMBA1 00021 6//MUS musculus hypoxia inducible factor three alpha mRNA, complete cds.//4.8e-1 1 7:585:83// 

AF060194 

10 F-HEMBA1000227//H.sapiens CpG island DNA genomic Msei' fragment, clone I79h6, reverse read 
Cpg179h6.rt1 ay/1 .9e-14:95:98//Z64921 

F-HEMBAia0023l//H.sapiens CpG island DNA genomic Msel fragment, clone 90a5, reverse read cpg90a5.rtl ay/ 
5.1e-34:186:97//Z56144 

F-HEMBA1000243//Human DNA sequence from PAC 440021 on chromosome X contains ESTs and STSy/4.le- 
15 67:291 :82//284481 

F-HEMBA1 000244//M. musculus Ank-1 mRNA for erythroid ankydny/0.029:31 6:59//X69065 
F-HEMBAl00a251//Homo sapiens PAC Clone DJ0988L12 from 7q11.23-q21.1, complete sequencey/0.35:467: 

60//AC004454 

F-HEMBA1 000264 \: 
20 F-HEMBA1 000280//Homo sapiens clone DJ0292L20. WORKING DRAFT SEQUENCE. 2 unordered piecesy/8.9e- 

20:21 8:78//AC004825 ' - 

F-HEMBA1000282//Homo sapiens Chromosome Y, clone 264,M,20. complete sequence.//4.2e-08: 134:77// 
AC004617 lt'^'''r^-^-i:- 

F-HEMBA1000288//345L5TPB CIT978SKA1 Homo sapiens. .genomic clone A-345L05, genomic survey se- 
25 quence.//1.1e-06:152:73//B17459 -^^-jy^^^ ^ 

F-HEI\4BA1000290//Human ornithine decarboxylase gene, complete 9dsy/3.2e-ll:507:62//M33764 

F-HEMBA1 000302//CIT-HSP-21 69N1 3.TF CIT-HSP Homo sapiens ge^^^ clone 21 69N1 3. genomic survey se- 

quence.//5.4e-06:86:88/^B90730 "^7^7' ' 

F-HEMBA1000303//MUS musculus Plenty of SH3s (POSH) mRNA. complete cds.y/7.9e-111:701:86//AF030131 
30 F-HEMBA1000304//HS_3006_A1_A09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3006 Col=17 Row=A, genomic survey sequence7/5.2e-40:240:92//AQ118226 
F-HEMBA1000307//MUS musculus mRNA for CDV-1 R proteiny/7.9e-1 27:81 5:84//Y1 0495 
F-HEMBA1000327//HS_3124_B2_H08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3124 Col=16 Row=P, genomic survey sequencey/1 .4e-11:87:96//AQ1 87492 
35 F-HEMBA1 000333 

F-HEMBA1000338//Homo sapiens chromosome X, PAC 671 D9,,c'omplete sequencey/4.0e-66:271 :84//AF031078 
F-HEMBA1 000351//Homo sapiens PAC clone DJ0649P1 7 from-7q1 r.23-q21 , complete sequence 7/0. 64:334:60// 
AC004848 

F-HEMBA1000355//Pseudorabies virus serine/threonine kinase (ULPK) gene, partial cds and alkaline nuclease 

"^0 (AN) gene, complete cdsy/0.017:313:63/AJ25056 

F-HEMBA1 000356//Oryctolagus cuniculus troponin T cardiac isoform mRNA, 3' endof cdsy/0.87:l98:6i//L40i78 
F-HEMBA1000357//HS_3194_A1_D05_MR CIT Approved KUmah Geribmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3194 Col-9 Row=G, genomic survey seq uence 7/6 ,5e-90:436:98//AQ 173748 
F-HEMBA1000366//HS_3027_B2_G06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

45 nomic clone Plate=3027 Col=i2 Row=N, genomic survey sequence.//0. 0074: 192:64//AQ1 28843 

F-HEMBA1 000369//Human DNA sequence from clone 1 039K5 oncl:ir6rnosome 22ql 2.3-1 3.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to monpcarbpxylate transporter (MCT3), ESTs, STS, GSS 
and a CpG island, complete sequence y/4.2e-l 06:1 33:99//AL03l 587=v. t; 

F-HEMBA1000376//Homo sapiens chromosome 19. BAC CIT-B-393i15 (BC301323), complete sequencey/1 .6e- 
50 22:659:63//AC006116 " , 

F-HEMBA1000387//Homo sapiens chromosome 12p13.3 Clorie:RPCI11-264F23. WORKING DRAFT SE- 
QUENCE, 90 unordered pieces7/3.2e-06:1 36:75//AC0061 22' ':• ; 

F-HEMBA1000390//Homo sapiens BAC Clone RG119C02 fir6m 7p15„ complete sequence7/3.5e-1 11:284:95// 
AC004520 

55 F-HEMBA1000392//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 173D1 . WORKING 

DRAFT SEQUENCEy/1 .8e-39:332:80//AL031 984 

F-HEMBA1000396//Human Xql3 3* end of PAC 92E23 containing the X Inactivation transcipt (XIST) gene, com- 
plete sequence7/9.5e-35:364:73//U80460 . ■ 
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F-HEMBA1000411//Human Xp22 contig of 3 PACS (R7-39D12, .R7:.134G1. R7-185L21) from the Roswell Park 
Cancer Institute, complete sequence.//8.1e-18:424:64/AJ96409;. v . > 

F-HEMBA1 00041 8//Drosophita melanogaster Oregon-R mitochondrial A+T region.//0.0026:564:59//Ul1584 
F-HEMBA1000422//Human DNA from chromosome 19 specific cosmid R30292, genomic sequence, complete 
5 sequence.//9.2e-14:232:70//AC003112 ' 

F-HEMBA1000428//Homo sapiens Xp22 BAG GSHB-590J6 (Genome Systems Human BAG library) complete 
sequence.//3.8e-37:408:69//AC004554 ,s: 

F-HEMBA1 000434//Caenorhabditis elegans cosmid Y48E1 b; corifiplete sequencey/0.73:454:57//Z93393 
F-HEMBA1 000442 . * • . y ■ 

10 F-HEMBA1000456//RPCI11-30J5.TV RPCI-11 Homo sapiens genomic Clone RPCI-11-30J5, genomic survey se- 

quence.//6.3e'06:62:96//B851 88 

F-HEMBA1 000459//MUS musculus hemin-sensitive initiation factor 2 alpha kinase mRNA. complete cdsy/6.8e-70: 
580:79//AF028808 

F-HEMBA1000460//Homo sapiens PAG clone DJ0593H12 from 7p31, complete sequence.//2.8e-1 54:746:98// 
15 AC004839 

F-HEMBA1000464//Homo sapiens, clone hRPK.15_A_1. complete sequence .//4.8e-25:397:72//AG00621 3 
F-HEMBA1 000469//CIT-HSP-21 67P21 TF GIT-HSP Homo sapiens genomic clone 21 67P21 , genomic survey se- 
quence.//4.0e-83:406:99//B941 60 

F-HEMBA1000488//Homo sapiens Ghromosome 22qll.2 PAG Clone p_m11 In BCRL2-GGT Region, complete 
20 sequence.//4.2e-53:312:93//AC004033 T.i' " / 

F-HEMBA1000490//Gampylobacter jejuni groES. groEL genesy/0.59:451 :62//Y13334 

F-HEMBA1000491//Murine sarcoma virus (Harvey-strain) H-ras^transforming p21 gene.//8.6e-06:338:58//X00740 
F-HEMBA1000501//Homo sapiens chromosome 17, clone hRPK:264_^B_14, complete sequence7/9.4e-41:591: 

69//AC005884 ^ : 

25 F-HEMBA1000504//Homo sapiens mRNA for osteoblast specific facton 2 (OS F-2os).//4.0e-07:57:100//D 13666 

F-HEMBA1 000505 o^.' J ^ 

F-HEMBA1 000508//*** SEQUENCING IN PROGRESS *** Hom6^^f)iens Chromosome 4, BAG clone G0135005; 
HTGS phase 1 , WORKING DRAFT SEQUENCE. 23 unordered pieces .//0.035:329:61//AC004661 
F-HEMBA1 00051 8//Caenorhabditis elegans cosmid CI 7H1 2 7/0:96 :,425:58//AF045642 
30 F-HEMBA1 00051 9//Homo sapiens Xp22 BAG GSHB-536K7 (Genome Systems Human BAG library) complete 

sequencey/l .6e-53:300:89//AC00461 6 

F-HEMBA1 000520//Homo sapiens clone DJ0813F1 1 , WORKING DRAFT SEQUENCE. 5 unordered pleces^/l .7e- 

10:117:86//AG006006 

F-HEMBA1 000523 

35 F-HEMBA1000531//MUS musculus Hsp70-related NST-1 (hsr.1) mRNA, complete cds.//3.9e-35:290:80//U08215 

F-HEMBA1000534//Homo sapiens chromosome 17, clone.hRPK.177^H_5, WORKING DRAFT SEQUENCE, 2 
ordered piecesy/1 .7e-36:328:77//AC005973 

F-HEMBA1 000540//ArabldopsiS thaliana DNA chromosome 4, BAG clone F7K2 (ESSAII pro]ect)y/0.057:265:63// 
AL033545 

40 F-HEMBA1 000542//Rattus norvegicus mRNA for dipeptidyl peptidase III. complete cdsy/1 .2e-1 1 0:572:88//D89340 
F-HEMBA1 000545//Human DNAfrom cosmid L27h9, Hunlirigtpn-'s Disease Region, chromosome 4p1 6.3 contains 

GpGislandy/7.5e-130:780:89//Z49237 ,- 

F-HEMBA1 000555//Human DNA sequence *** SEQUENCING If^iRaOGRESS *** from clone 134019, WORKING 
DRAFT SEQUENCE./y3.2e-175:838:98//AL034555 v 
45 F-HEMBA1 000557//GIT-HSP-2369F1 5.TF GIT-HSP Homo sapieris^^geribmic clone 2369F15, genomic survey se- 

quencey/2.8e-32:315:78//AQ074611 . , . 

F-HEMBA1000561//Rattus norvegicus Olf-1/EBF associated Zn finger protein Roaz mRNA, alternatively spliced 
form, complete cdsy/3.4e-69:665:72//U92564 ; •] 

F-HEMBA1000563//Plasmodium falciparum 3D7 chromosome'l2 PFYAC1383 genomic sequence, WORKING 

50 DRAFT SEQUENCE. 3 unordered piecesy/0.59:261 :61//AC005564; ' 

F-HEMBA1000568//HS_3243_B2_A12_MR GIT Approved Huma^n Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3243 Gol=24 Row=B, genomic survey sequencey/3.le-54:323:9l//AQ219628 
F-HEMBA1000569//M,musculus mRNA for GPI-anchored protelniy/1 .4e-19:440:61//X89571 
F-HEMBA1000575//Plasmodlum falciparum 3D7 chromosome 12 PFYAG357 genomic sequence. WORKING 

55 DRAFT SEQUENCE. 7 unordered piecesy/0.0016:557:57//AC005506 

F-HEMBA1000588//MUS musculus FLI-LRR associated protein-,1 mRNA, complete cdsy/1 .7e-1 1:1 32:79// 
AF045573 > ] \ 

F-HEMBA1000591//Homo sapiens mRNA for E1B-55kDa-associated proteiny/7.3e-43:228:97//AJ007509 
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F-HEMBA1000592//MUS musculus clone OST7314, genomic survey 'sequencey/7.3e-07:68:94//AF046733 
F-HEMBA1000594//Human DNA sequence from PAC 306D1 on chromosome X contains ESTs.//8.7e-71 :553:79// 
Z83822 . .. 

F-HEMBA1000604//Human DNA sequence "* SEQUENCING jN PROGRESS from clone 237J2, WORKING 
5 DRAFT SEQUENCE.//2.9e-21:158:75//AL021394 * / 

F-HEMBA1000608//Homo sapiens mRNA for KIAA0456 protein, partial cds.//1 .1 e-11 8:561 :99//AB007925 

F-HEMBA1000622//Homo sapiens Chromosome 16 BAG clone G1T987SK-A-152E5, complete sequence7/2.2e- 

28:426:70//AC004382 . . .. 

F-HEMBA1000636//Human CpG island sequence, clone O28B8.//1.0e-15:274:6B//D85773 
10 F-HEMBA1000637//Homo sapiens mRNA for KIAA0690 protein, partial cdS.//6.7e-137:639:99//AB014590 

F-HEMBA1 000655//. complete sequence.//5.1e-83:685:80//AC005815 

F-HEMBA1000657//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA. com- 
plete cds.//l.le-9l:597:84//U35776 ; 

F-HEMBA1000662//Homo sapiens clone DJ0853H20, WORKING DRAFT SEQUENCE. 5 unordered pieces.// 
15 0.019:695:57//AC004907 

F-HEMBA1000673//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 229A8. WORKING 
DRAFT SEQUENCE.//1 .59-48:325: B5//Z86090 

F-HEMBAloa0682//Homo sapiens (subclone 5_g5 from Pi H25) DNA sequencey/7.7e-6l:615:74//L434ll 

F-HEMBA1 000686 " " *' • 

20 F-HEMBA1 000702 , 

F-HEMBA1000705//Plasmodium falciparum 3D7 chromosome r2'PFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE. 9 unordered pieces.//0.0037:569:57//AC0055p7 ; 

F-HEMBA1 00071 9//Streptomyces coelicolor cosmid 1 C2.//2.0e-09!483:'62//AL03l 1 24 

F-HEMBA1000722//Toxoplasma gondii chloroplast, complete genome. //0.00058:762:57//U871 45 
25 F-HEMBA1000726//H.sapiens HLA-DRB1 *1 5 gene.//9.8e-49:189:8?//X88791 

F-HEMBA1000727//CIT-HSP-387P22.TRB CIT-HSP Homo sapiens genomic Clone 387P22, genomic survey se- 

quence.//0.0054:206:67//B60158 . I f . 

F-HEMBA1 000747 . ;i ; 

F-HEMBA1000749//Human DNA sequence from clone 522P13 onJchromosome 6p21.31-22.3. Contains a 60S 
30 Ribosomal Protein L21 pseudogene and an HNRNP A3 (Heterogenous Nuclear Riboprotein A3, FBRNP) pseu- 

dogene. Contains ESTs, STSs and GSSs, complete sequence7/3!3e-05:l24:75//AL024509 
F-HEMBA1000752//Human Chromosome X, complete sequence.//5.9e-48:502:75//AC004073 
F-HEMBA1000769//Homo sapiens clone NH0576N21 . WORKING DRAFT SEQUENCE, 5 unordered pieces.// 
0.011 :179:67//AC005043 . ^: • 

35 F-HEMBA1000773//Caenortiabditis elegans DNA SEQUENCING IN PROGRESS '** from clone Y59A8. 

WORKING DRAFT SEQUENCE.//0.070:231:63//Z98870 / " 

F-HEMBA1000774//Homo sapiens PAC clone DJ1059M17 from 7q2l-q31.1, complete sequence.//6.2e-40:385: 
75//AC004953 

F-HEMBA1 000791 , . . i 

40 F-HEMBA1 00081 7//Myrmecia pilosula HI87-135 mitochondrion -cytochrome b gene, partial cds.//0.99:244:58// 

U15678 

F-HEMBA1000822//Human DNA sequence from PAC 179D3,yetwebn markers DXS6791 and DXS8038 on chro- 
mosome X contains S10 GTP-binding protein. ESTs and CpG jsland.//0.033:294:62//Z8 1370 
F-HEMBA1000827//Borrelia burgdorferi (section 50 of 70) of thejComplete genomey/9.7e-05:463:58//AE001l64 

45 F-HEMBA1000843//Homo sapiens DNA sequence from clone 51 i:B24 on chromosome 20q11 .2-12. Contains the 

TOPI gene forTopoisomerase I, the PLCG 1 gene for 1 -Phosphatidylliipsitol-4,5-Bisphosphate Phosphodiesterase 
Gamma 1 (EC 3.1.4.11, PLC-Gamma-1, Phospholipase C-Gamnia;f^^^^ PLC-148), the KIAA0395 gene for a 
probable Zinc Finger Homeobox protein and a 60S Ribosomal Prbteintib LIKE pseudogene. Contains a predicted 
CpG island, ESTs. STSs and GSSs, complete sequence.//3,0e-153:732:98//AL022394 

50 F-HEMBA1 000851//Rattus norvegicus glucocorticoid modulatory element binding protein 2 mRNA, complete cds.// 
1 .6e-31 :386:72//AF059273 ' ' ^,'./[ 

F-HEMBA1000852//Homo sapiens Xp22 bins 3-5 PAC RPCI4-617A9''(Roswell Park Cancer Institute Human PAC 
Libraiy) containing Arylsulfatase D and E genes, complete sequence.//8.5e-ii5:455:98//AC005295 
F-HEMBA1 000867 

55 F-HEMBA1000869//Human DNA sequence from cosmid 0138017, between markers DXS6791 and DXS8038 on 

chromosome X contains EST CA repeat and an endogenous retroviral like elementy/6.6e-4l:424:75//Z72519 
F-HEMBA1000870//Gnamptodon pumilio cytochrome oxidase 11 gene, partial cds; and tRNA-Asp, tRNA-His, and 
tRNA-Lys genes, complete sequence, mitochondrial genes for mitochondrial products.//0.0049:211 :66//AF034598 
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F-HEMBA1 000872//CIT-HSP-2355D20.TF CIT-HSP Homo 3apibrts.g6nomic clone 2355D20, genomic survey se- 
quence .//3.7e-33: 1 80:98//AQ059583 

F-HEMBA1000876//Human DNA sequence SEQUENCING IN* PROGRESS ***'from clone 473B4, WORKING 
DRAFT SEQUENCE.//5.6e-37:262:72//Z83826 ''' ' ' ' 

5 F-HEMBA1000908//Ti1tlcum aestlvum low-affinlly cation transporteV (LCT1) mRNA, complete cds.//1 .0:304:59// 

AFO 15523 

F-HEMBA1 00091 0//M.musculus necdin mRNA, complete cds.//6.1e-08:256:61//M80840 

F-HEMBA1 00091 8//Tetrahymena themnophila mlcronuclear devejopmentalty eliminated sequence region .//o. 13: 

232:63//U88158 

10 F-HEMBA1 00091 9//Gallus domesticus filamin mRNA, complete cds7/1 .0:213:65//U00147 

F-HEMBA1000934//CIT-HSP-2053H24.TR CIT-HSP Homo sapiens genomic clone 2053H24, genomic survey se- 
quence.//5.5e-11 :275:64//B69224 

F-HEMBA1000942//Homo sapiens clone DJ0754G14, WORKING DRAFT SEQUENCE. 15 unordered pieces.// 
9.7e-05:78:83//AC004878 

IS F-HEMBAia00943//Homo sapiens Chromosome 17, clone .hRPK.6.46_Ll5, complete sequencey/5.8e-l40:661: 

99//AC005324 

F-HEMBA1 000946 , 

F-HEMBA1000960//Homo sapiens Clone DJ1111F22. WORKING DRAFT SEQUENCE. 12 unordered pieces.// 
8.36-16:1 81 :75//AC004967 1 
20 F-HEMBAl600968//Human DNA sequence *** SEQUENCING.IN PROGRESS *** from clone 69M21, WORKING 

DRAFT SEQUENCE.//4.4e-1 1 7:398:86//AL031 735 

F-HEMBA1000971//H.sapiens CpG island DNA genomic Mset; fragment, clone I82f4, forward read cpgl82f4 

ft1a.//1.5e-20:126:96//Z57528 :'^"*"-' 

F-HEMBA1000972//Homo sapiens genomic DNA of 8p2i .3-p22;antiToncogene of hepatocellular colorectal and 
25 non-small cell lung cancer , segment 1/1 1 .//0.34:642:59//AB026858' • ^ - 

F-HEMBA1 000974//Homo sapiens Clone DA0091 H08, complete seque'nce.//5.1 e-1 83:865:98//AC00481 7 
F-HEMBA1000975//Orf virus homologue of retroviral pseudoprbtease gene, complete cds.//0. 00065 :39 1 :62// 
M30023 

F-HEMBA10009851/Human DNA sequence from clone 272E8 on chromosome Xp22. 13-22.31 . Contains a pseu- 
30 dogene similar to MDM2-Like P53-binding protein gene. Contains STSs, GSSs and a CA repeat polymorphism, 

complete sequence.//3.4e-05:243:65//Z93929 .a 

F-HEMBA1 000986//Homo sapiens DNA from chromosome 1 9rC0smld R31 491 , genomic sequencey/6.6e-06:508: 
61//AD000813 ^ ' 

F-HEMBA1000991//Homo sapiens mRNA for Hrs, complete cds.//1,2e-22:1 93:84//D84064 F-HEMBA1001007 
35 F-HEMBA1001008//Human DNA sequence from clone 39102*2 on chromosome 6p21 .2-21 .31 Contains pseudo- 
genes similar to ribosomal protein, ESTs, GSSs, complete sequencey/7.8e-46:532:73//AL03l577 
F-HEMBA1 001 009//Human mRNA for IgM heavy chain compiete sequencey/0.97:369:59//X1 71 1 5 
F-HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein, complete cclsy/4.4e-1 39:661 :98//AB007937 
F-HEMBA1001019//Homo sapiens. Clone hRPK.15_AJ. completelsequencey/1 .6e-16:521:64//AC006213 
40 F-HEMBA1 00 1 020//Homo sapiens chromosome 1 7, clone hRPK. iVsiC.S, complete sequence.//3.8e-50:367:72// 
AC005702 "i. ' 

F-HEMBA1001022 

F-HEMBA1001 024//Homo sapiens T-cell receptor alpha delta lobus frorri bases 1 to 250529 (section 1 of 5) of the 
Complete Nucleotide Sequence.//5.0e-23:378:69//AE000658.i v ^ 
45 F-HEMBA1001026//Homo sapiens DNA sequence from PAC 43501 on chromosome Xq25. Contains ESTs and 
STS.//7.6e-19:867:60//Z86064 ; ' " 

F-HEMBA1001043//HS_2219_B1_A10_MF CIT Approved Hiimah Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2219 Col=l9 Row=B, genomic survey sequencey/3,0e-1 5:1 24:88//AQ301 521 
F-HEMBA1001051//Human Chromosome X clone bWXD342, complete sequencey/4.8e-79:308:84//AC004072 
50 F-HEMBA1001052//Homo sapiens chromosome 17, clone hRPK.146_P_2, WORKING DRAFT SEQUENCE, 4 

unordered pleces.//0.53:384:6l//AC005341 *. • , 

F-HEMBA1001059//Human N -acetylgalactosamine 6-sulphatase (GALNS) gene, exon 10.//2.8e-26:397:71// 
U06084 , ..; ' 

F-HEMBA1001060//Homo sapiens chromosome 17, clone hRPk.855_b_21 complete sequence y/0.98:280:62// 
55 AC006079 

F-HEMBA1001071//Human mRNA for pro alpha 1 (III) collagen C-terminal propeptidey/1.1e-31:181:96//X01742 
F-HEMBA1 00 1077//nuclear protein TIF1 [mice, mRNA, 3951 nt].//3.6e-13:338:65//S78219 
F-HEMBA1 00 1 080//Streptomyces coelicolor cosmid 1 A9y/b;06oi 2:364:63//AL034446 
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F-HEMBAi001085//Human Chromosome 15q26.1 PAC clone pDJ290i2l containing fur, fes, and alpha mannosi- 
dase llx genes. WORKING DRAFT SEQUENCE. 9 unordered pieces.//8.5e-134:476:96//AC004586 
F-HEMBA1001088//Sequence 1 from patent US 5552529. //2.2e-7.1 :303:78//l25863 
F-HEMBA1001094//Homo sapiens clone RG491N20, complete sequence.//8.9e-119:609:96//AC005105 
5 F-HEMBA1001099 v ^ . -'^^ 

F-HEMBA1001109//Homo sapiens BAG Clone RG3l8IVI05'from 7q22-q3l.l, complete sequence.//2.4e-58:347: 
87//AC005250 

F-HEMBA1001121//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 90G24. WORKING 
DRAFT SEQUENCE.//3.4e-21:226:65//AL008723 ■ . 

10 F-HEMBA1 00ii22//Plasmodium falciparum chromosome 2. section 20;0f 73 of the complete sequence7/9.2e-07: 

732:57//AE001383 

F-HEMBA1001123//Homo sapiens full-length insert cDNA clone ZD38E12y/1 .1e-1 1:231 :68//AF086247 
F-HEMBA1001133/yHomo sapiens clone DJ0856O24, WORKING DRAFT SEQUENCE, 4 unordered pieces.// 
0.011 :163:69//AC004909 

15 F-HEMBA1001137//Homo sapiens mRNA for KIAA0798 protein;' bompjlete cdsy/6.9e-72:527:77//AB018341 

F-HEMBA1 001140//Homo sapiens clone RG228D1 7, WORKlfslG bRAFTSEQUENCE, 2 unordered pieces7/2.3e- 
120:578:98//AC005077 

F-HEMBA1001172//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces. //0.010:520:59//AC005507 
20 F-HEMBA1 0011 74//R.norvegicus (Sprague Dawley) ARL5 mRNA for ARF-like protein 57/1 .0e-59:565:73//X78604 

F-HEMBA1001197//Homo sapiens clone 82F9. WORKING DRAFT SEQUENCE, 4 unordered pieces 7/0 .0037: 
151:70//AC004815 , , . • 4. 

F-HEMBA1001208//Human BAG clone RG264L19 from *7p15-p21, complete sequence7/7.4e-35: 195:81// 
AC00241Q 

25 F-HEMBA1001213//Homo sapiens clone DJ0892G19, complete sequence 7/1 .9e-1 71 :826:98//AC0049l 7 

F-HEMBA1001226//Homo sapiens clone DJ0850101, WORKING DRAFT SEQUENCE, 1 unordered pieces7/ 
0.0001 0:557:57^7KC006009 - ^ . ' 

F-HEMBA1001235//Homo sapiens chromosome 17, clone hRPK.601_N_13, complete sequence7/0.0086:372: 
58//AC005389 , 
30 F-HEMBA1001247//H.sapiens CpG island DNA genomic is/lsei:-fragment, clone 1lb11, reverse read 
cpg11b11.rt1a7/2.0e-24:154:93//Z64441 - ' ; 

F-HEMBA1001257//Homo sapiens alpha-methylacyl-CoA racemase mRNA, complete cds.//1.9e-88:659:8l// 
AF047020 . V 

F-HEMBA1001265//Human 18S ribosomal RNA.//1 .0e-32:1 8p:9.7//Xp3205 
35 F-HEMBA1001281 ^ - 

F-HEMBA1001286//B.taurus mRNA for RF-36-DNA-binding protein ://7.7e-26:236:81//X1 5543 
F-HEMBA1001289//Homo sapiens Chromosome 16 BAG clohe;CIT987SK-A-69Gl2, complete sequence7/5.5e- 
28:530:64// AC0041 31 

F-HEMBA1001294//Yeast mitochondrial aapl gene for ATPase subunit 8.//2,8e-15:722:60//X00960 
40 F-HEMBA1001299//Human DNA sequence from clone 422G23 on chromosome 6q24 Contains EST, STS, GSS, 
CpG island, complete sequence7/4.2e-24:288:76//AL031 003 '.^ j 

F-HEMBA1001302//cDNA encoding a human homologue of a mplise novel polypeptide derived from stromal cell.// 
7.2e-121:439:96//E12260 

F-HEMBA1001303//Plasmodium falciparum 3D7 chromosome 12' PFYAC181 genomic sequence, WORKING 

45 DRAFT SEQUENCE, 8 unordered pieces7/0.011 :637:56//AC005505 

F-HEMBA1001310//HS_3252_B2_B12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3262 Col=24 Row=D, genomic survey sequ^hce.//l .2e-1 6:1 66:82//AQ2l 7054 
F-HEMBA1001319//CIT-HSP-2034J6.TF CIT-HSP Homo sapiens genomic clone 2034J6. genomic survey se- 
quence.//0.33:256:59//B79408 ' ^?; , 

50 F-HEMBA1001323//Homo sapiens proto-oncogene (Wnt-5a) mRrvJA, complete cds7/7.8e-30:165:99//L20861 

F-HEMBA1001326//Homo sapiens DNA sequence from BAC 55C20'0ri; chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping with abeta-gliicoronidase LiKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five pre- 
dicted tRNA genes. Contains ESTs, GSSs(BAC end sequences) and a CA repeat polymorphism, complete se- 

55 quence.//5.4e-19:347:68//AL021368 . ^r. 

F-HEMBA1001327//CIT-HSP-2354E10TR CIT-HSP Homo saf)ieVis genomic clone 2354E10, genomic survey se- 
quence 7/0.01 2:1 52 :65//AQ07571 3 

F-HEMBA1001330//Plasmodium falciparum DNA *** SEQUENCir^GJN>ROGRESS *** from contig 3-103, com- 
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plete sequence.//0.0037:254:62//AL0l0208 

F-HEMBA1 001 35l//Homo sapiens VAMP-assoclated protein of 33 kDa (VAP-33) mRN A, complete cdsy/1 .1 e-l 03: 

516:97//AF057358 

F-HEMBA1 001 361 //Homo sapiens chromosome 9, clone hRPK.202_H_3, complete sequence.//1 .7e-1 50:706:99// 
5 AC006241 

F-HEMBA1 001375//Streptomyces coelicolor cosmid 1 E6.//1 .0:375:59//AL033505 

F-HEMBA1001377//HS_3020_B1_D12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3020 Col=23 Row=H, genomic survey sequence 7/0. 00022:63 :77//AQl 05297 
F-HEMBA1 001 383//Plasmodium falciparum chromosome 2, section 68 of 73 of the complete sequencey/0.00035: 
10 317:60//AE001431 

F-HEMBA1001387//HS_3039_B1_D01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3039 Col=1 Row=H, genomic survey sequence.//5.0e-90:437:98//AQ 155035 
F-HEMBA1001388//Homo sapiens clone RG189J21, WORKING DRAFT SEQUENCE. 15 unordered pieces.// 
4.2e-47:1 59:89//AC005073 

15 F-HEMBA1 001391//Human DNA sequence from clone 409010 on chromosome 20q 12 Contains CA repeat, GSS, 
STS, complete sequence.//2.0e-06:495:60//AL031 256 

F-HEMBA1001398//H.sapiens CpG island DNA genomic Msel fragment, clone 70dll, fonward read 
Cpg70dl 1 .ftl by/0.01 8:46:97//Z62591 

F-HEMBA1001405//Human DNA sequence *** SEQUENClisiG IN PROGRESS *** from clone 50024, WORKING 
20 DRAFT SEQUENCE.//2.3e-74:623:71//AL034380 

F-HEMBA1001407//MUS musculus domesticus Torino (Sry) gene, complete cdsy/0.36:363:57//U03645 

F-HEMBA1 001 411 //Homo sapiens genomic DNA, 21 q region, clone: S39BG29> genomic survey sequencey/8.4e- 

1 2:51 6:60//AG001 050 ; ;>:.:, 

F-HEMBA1001413 ' '^y-.'^ 

25 F-HEMBA1001415//Human DNA sequence *** SEQUENCING IN. PROGRESS *** from clone 41018, WORKING 

DRAFT SEQUENCE.//0.98:1 77:64//AL031 732 V ' > 

F-HEMBA1001432//Homo sapiens Clone DJ0693M11. WQRKING.DR^^FT SEQUENCE, 7 unordered piecesV/ 
8.0e-1 77:859:97//AC0061 46 ; ' " 

F-HEMBA1001433//Homo sapiens clone DJ0892G19, complete sequencey/2.0e-35:376:64//AC004917 
30 F-HEMBA1 001 435//Homo sapiens chromosome 17, clone hRPK.'63_A_1 , complete sequence.//1 .26-74:284:84// 

AC005670 

F-HEMBA1001442//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *" from contig 3-66, com- 
plete sequence.//0.056:194:63//AL01 01 38 ' \ 

F-HEMBA1001446//Homo sapiens chromosome 4 clone B150J4 ma0 4q25, complete sequence.//0.96:328:61// 
35 AC004047 

F-HEMBA1001450 . , 

F-HEMBA1 001 454//Human DNA sequence from clone 598/\24'on chromosome Xp1 1 . 1 -1 1 .23 Contains zinc finger 
X-linked proteins ZXDA, ZXDB, ESTs and STS, complete sequence!//2,0e-47:468:73//AL031115 
F-HEMBA1001455//CIT978SK-32J2.TV CIT978SK Homo sapiens genomic clone 32J2. genomic survey se- 
40 quencey/1.5e-05:223:65//B78859 , ... . , 

F-HEMBA1 001463//cSRL-69dl-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone 
cSRL-69d1, genomic survey sequencey/5.1e-66:564:77//B05652 , 

F-HEMBA1001476//Homo sapiens mRNA for KIAA0572 protein, partial 'cdsy/1 .9e-1 02:489 :99//AB01 11 44 
F-HEMBA1001478//HS_2228_/\2_B03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

45 nomic clone Plate=:2228 Col=6 Row=C, genomic survey sequence.y/4.5e-40:275:88//AQ032041 

F-HEMBA1001497//Human DNA sequence from clone 281H8 on chroniosome 6q25.1-25.3. Contains up to four 
novel genes, one with similarity to KIAA0323 and worm C30F12?.1 arid'another with Ubiquitln-Like protein gene 
SMT3 (the latter in an intron of a novel gene). Contains ESTs; STSs', GSSs, a putative CpG island and genomic 
marker D6S1553. complete sequence.//7.7e-47:31l :85//AL031133 ; ' 

50 F-HEMBA1 00151 0//HumanHLA class III regioncontaining CAMP response element binding protein-related protein 

(CREB-RP) and tenascin X (tenascin-X) genes, complete cds, complete sequence.//2.0e-130:699:93//U89337 
F-HEMBA1001515//Homo sapiens chromosome 19, cosmid F24866, complete sequencey/4.le-ll4:7ll:85// 
AC005794 

F-HEMBA1001517//Homo sapiens BAC clone RG459N13 from'7p15, complete sequencey/5.7e-1 62:769:98// 
55 AC004549 : 

F-HEMBA1001522//Caenorhabditis elegans cosmid ZK328.//8.6e-17:498:61//U50193 

F-HEMBA1001526//Human DNA sequence from cosmid 444G9 from a contig from the tip of the short arm of 
chromosome 16, spanning 2Mb of 16p13.3 Contains ESTs and CpG islands,.//0.31:120:69//Z98258 
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F-HEMBA1001533 

F-HEMBA1001557//Chlonoecetes opilio (Clone C0P41) DNA microsatellite repeat regions.//7.0e-25:303:72// 
L49136 

F-HEMBA1001566//Honrio sapiens DNA sequence from PAC 127D3 on chromosome 1q23-25. Contains FM02 
5 and FM03 genes for Flavin-containing Monooxygenase 2 and Flavin-containing Monooxygenase 3 (Dimethyl- 

aniline Monooxygenase (N-Oxide 3, ECl. 14.13.8, DImethylaniline Oxidase 3, FMO II, FMO 3). and a gene for 
another, unknown, Flavin-containing Monooxygenase family protein. Contains ESTs and GSSs, complete se- 
quence.//7.2e-1 8:805:60//AL021 026 

F-HEMBA1001 569//Homo sapiens mRNA for vesicle associated membrane protein 2 (VAMP2).//1 .1 e-64:338:95// 
10 AJ225044 

F-HEMBA1001570//Homo sapiens PAC clone DJ0844F09 from 7p12-p13, complete sequence.//2.1e-1 48:698: 
99//AC004453 . 

F-HEMBA1001579//Homo sapiens mRNA for NSI-binding protein (NS1 -BP) .//2.2e-173:678:99//AJ01 2449 
F-HEMBA1001581//Homo sapiens clone DJ1158B01, WOpKING DRAFT SEQUENCE. 23 unordered pieces.// 
IS 0.30:484:59//AC004980 • 

F-HEMBA1001585 

F-HEMBA1001589//Human BAC Clone RG317G18 from 7q31 , complete sequencey/0.98:197:63//AC002432 
F-HEMBA1001595//Human mRNAfor KIAA0128 gene, partial cds.//8:2e-109:855:78//D50918 
F-HEMBA1001608//RPCI11-72E2.TJ RPCI11 Homo sapiens genomic clone R-72E2, genomic survey sequence.// 
20 3.8e-05:235:64//AQ267131 

F-HEMBA1 001 620//Oryza sativa RIN01 mRNA for myo-inositol phosphate synthase, complete cds.//3.8e-40:71 9: 
64//AB012107 • ^ . ; 

F-HEMBA1001635//HS_3208_A1_D07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3208 Col=13 Row=G, genomic survey sequence.'//i'4e-1 5:1 20:90//AQ1 76944 
25 F-HEMBA1001636//Homo sapiens 12q24 PAC RPCI1-66E7 (Roswell Park Cancer Institute Human PAC library) 

complete sequencey/0.1 5:221 :64//AC00421 6 * * : . 

F-HEMBA1001640//HS_3253_B2_D03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3253 Col=6 Row=H, genomic survey sequence.//9.1e-52:278:95//AQ216058 
F-HEMBA1001647//H.sapiens gene for plectin.//0.00052:629:61//Z54367 
30 F-HEMBA1001 65l//Salmo salar DNA for a cryptic repeat.//7.9e,-08:270:64//AJ012206 

F-HEMBA1001655//Homo sapiens chromosome 5. BAC clone i 94j 18 (LBNL H158), complete sequence7/5.9e- 
164:802:97//AC005368 

F-HEMBA1001658//M.musculus C0L3A1 gene for collagen alpha-l.//2.4e-30:742:62//X52046 
F-HEMBA1001661//Homo sapiens chromosome 5p, BAC clone;50g21 (LBNL HI 54), complete sequencey/2.2e- 
35 144:682:99//AC005740 , . ; ' 

F-HEMBA1001672//Homo sapiens methyl-CpG binding prdteirt MBD3 (MBD3) mRNA, complete cdsy/6.1e-152: 

725:98//AF072247 

F-HEMBA1001675//RPCI11-54F8.TV RPCI11 Homo sapiens genorriic clone R-54F8, genomic survey sequence.// 
5.3e-75:341:85//AQ082126 •.'./C:;:' 
40 F-HEMBA1001678//Homo sapiens Xp22 PAC RPCI1-167Ai22 (frbrri "Roswell Park Cancer Center) complete se- 
quence y/8.4e-54:55l:74//AC002349 
F-HEMBA1001681 

F-HEMBA1001702//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequencey/0.94: 
676:54//AE001398 " : ' * 

45 F-HEMBA1 001 709//Human DNA sequence *** SEQUENCING IN. PROGRESS *** from clone 702J19. WORKING 

DRAFT SEQUENCE.//0.74:659:58//AL033531 , 

F-HEMBA1001711//Lysiphlebus melandriicola NADH dehydrogenase 1 gene, mitochondrial gene encoding mito- 
chondrial protein, partial cdsy/3.0e-07:413:60//AF069l 78 

F-HEMBA1001712//Homo sapiens BAC clone RG041H04 from 7q21-q22. complete sequencey/0.091:315:61// 
50 AC004519 ^, j 

F-HEMBA1001714//Rattus norvegicus mitochondrial ATPase irihibitor gene, complete cds.//i.6e-28:2l8:75// 
U12250 . ■ ' ,. * 

F-HEMBA1001718//HS_3056_A2_H08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3056 Col=16 Row=0. genomic survey sequence.//2.0e-79:383:99//AQ106367 
55 F-HEMBA1001 723//HS_2188_/\2_D02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2188 Col=4 Row=G, genomic survey sequence.7/3.8e-28:174:94//AQl 16793 
F-HEMBA1001731//HS_3021_A1_A11_T7 CIT Approved Human-vGenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3021 Col=21 Row=A, genomic survey sequerice7/2.5e-11:420:62//AQ1 54658 
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F-HEMBA1001734//Homo sapiens chromosome Y, clone 264.M,20, complete sequence.//0.00060:392:60// 
AC004617 

F-HEMBA1001744//HS_3194_A1_D05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3194 Col=9 Row=G, genomic survey sequence .//5.8e-29:1 63 :97//AQ252295 
5 F-HEMBA1001745//Homo sapiens chromosome 9q34, clone 280C11, complete sequencey/0. 66: 627:59// 

AC002102 

F-HEMBA1001746//HS_2163_B1_F04_MR CIT /Vpproved Hurnan Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2163 Col=7 Row=L, genomic survey sequencey/1 .4e-16:238:70//AQ085995 
F-HEMBA1001761//Genomic sequence from Mouse 9, complete sequence.//3.5e-52:1 98:86// AC0021 09 
10 F-HEMBA1001781 

F-HEMBA1001784//Genomic sequence from Human 9q34, WORKING DRAFT SEQUENCE. 2 unordered-piec- 
es.//5.5e-13:296:65//AC002099 

F-HEMBA1001791//Homo sapiens DNA from chromosome- 1 9TC0srnids R31158, R31874, and R28125, genomic 
sequence, complete sequencey/0.l8:534:59//AF038458 - ^. 
15 F-HEMBA1001800//CrT-HFP-2049N5.TF CIT-HSP Homo sapiens genomic clone 2049N5, genomic survey se- 

quence.//2.2e-40:335:80//AQ009222 

F-HEMBA1001803//M.musculus (Ba1b/C) P/L01 mRNA.//1 .7e-25: 286: 74//Z3 1360 
F-HEMBA1001804//Mouse Interleukin 2 receptor (p55 IL-2R) mRNA, 5' end.//1.9e-58:358:89//M21977 
F-HEMBA1001808//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0500.//7. Be- 1 74:809:98// 
20 AB007969 , . .. 

F-HEMBA1001809//Bovine herpesvirus 1 complete genome.//9;0e-09:639:57//AJ004801 
F-HEMBA1001815 

F-HEMBA1001819//HS_3079_B1_E04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3079 Col=7 Row=J, genomic survey sequence.//1 .4e-79:396:97//AQ1 8661 6 
25 F-HEMBA1001820//Homo sapiens BAG clone GS165L15 from 7p15, complete sequence.//0.00026:436:60// 

AC005013 

F-HEMBA1001822//Homo sapiens intersectin short form mRNA. complete cds.//1.2e-40:510:65//AF064243 
F-HEMBA1001824//Homo sapiens expanded SCA7 CAG repeat//6.1e-20:344:68//AF020275 
F-HEMBA1001835//Homo sapiens BAG Clone RG017K18 frpnri 7q3.l, complete sequence.//0.0094:553:58// 

30 AC005161 ' [ ; 

F-HEMBA1001844//Homo sapiens chromosome Xp22-135-'136 clbne GSHB-56711. WORKING DRAFT SE- 
QUENCE, 35 unordered pieces,//1 .2e-22:31 6:70//AC005867 

F-HEMBA1 001 847//M.musculus Zfp-29 gene for zinc finger protein. //5.3e-27:397:69//X551 26 
F-HEMBA1001861//Homo sapiens mRNA for KI/U0617 protejn; corriplete cds.//8.8e-184:865:98//AB014517 
35 F-HEMBA1 001 864//Arabidopsis thaliana chromosome II BAC'^FVfH'l 5 genomic sequence, complete sequenceV/ 

0.38:337:62//AC005395 

F-HEMBA1001866//Caenorhabditis elegans cosmid F48E3://i ;4e-l'0:224:63//U28735 
F-HEMBA1001869//Homo sapiens BAG Clone RG114B19 from 7q31.1, complete sequence.//6.7e-98:288:91// 
AC005065 ,* cV"( " 

40 F-HEMBA1001888//Human Chromosome Ilpl5.5 PAC clone ppiJ9i5f1 containing KvLQTI gene, complete se- 
quencey/4.9e-11 4:476:84//AC003693 

F-HEMBA1001896//BOS taurus pyruvate dehydrogenase phosphatase regulatory subunit precursor, mRNA, com- 
plete cds.//2.2e-1 37:839 :86//AF026954 V ' " 

F-HEMBA1001910//Homo sapiens Chromosome 2p13 BAG Cjpne h173, complete sequence.//0. 90:221:63// 

45 AC003065 ... 

F-HEMBA1001912//HS_2237_A1_C10_MF CIT /Vpproved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2237 Co!=19 Row=E, genomic survey sequence.//9!7e-76:364:100//AQ033732 
F-HEMBA1001913//Leishmania major chromosome 3 clone L4625 strain Friedlin. WORKING DRAFT SE- 
QUENCE. 6 unordered pieces7/0.00063:219:65//AC005766 

50 F-HEMBA1 001 91 5//Homo sapiens genomic DNA of 9q32 anti-bricbgene of flat epitherium cancer , segment 5/1 07/ 

0.00011 :366:63//AB020873 • 

F-HEMBA1 001 91 8//Pneumocystis carinii gene for major surface glycoprotein MSGl 05, exoni -2, complete cds.// 
0.00024:562:58//D82031 

F-HEMBA1 00l921//Homo sapiens germinal center kinase related protein kinase mRNA, complete cdsy/2.1 e-l 84: 

55 855:99//AF000145 'V';' 

F-HEMBA1001939//Human DNA sequence from clone 395P1 2. on chromosome 1q24-25. Contains the TXGP1 
gene for tax-transcriptionally activated glycoprotein 1 (34kDj (6x40 ligand, OX40L) and a G0T2 (Aspartate Ami- 
notransferase, mitochondrial precursor, EC 2.6.1 .1, Transaminase A, Glutamate Oxaloacetate Transaminase-2) 
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pseudogene. Contains ESTs, STSs and GSSs, complete sequence.//l .1e-42:380:80//AL022310 

F-HEMBA1 001 940//Homo sapiens clone DJ1093I16. WORKING DRAFT SEQUENCE. 5 unordered piecesy/7.5e- 

1 75:861 :97//AC005629 

F-HEMBA1001942//Homo sapiens chromosome 12pl3.3 clone RPCI1-96H9, WORKING DRAFT SEQUENCE, 
5 66 unordered pieces.//0.097:107:71//AC006057 ' " ' ^ ' 

F-HEMBA1001 945//Drosophila F family transposable element F12 3' region. //0. 94: 140:65//X0 1934 

F-HEMBA1 001 950//H .sapiens CpG island DN A genomic Msel fragment, clone 1 5b5, forward read cpgl 5b5.ft1 q.// 

1.4e-27:168:95//Z54728 

F-HEMBA1001960//Locusta migratoria mRNA for nAChR alphaf!subijiiit.//0.01 0:1 08:71 //AJ000390 
10 F-HEMBA1 001 962//Plasmodium falciparum 3D7 chromosome 12' PFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE. 9 unordered pieces.//9.7e-05:494:60//AC0055'07- 
F-HEMBA1001964 ^ / ^ ; 

F-HEMBA1001967//Human DNA sequence from clone 341 El 8 oh chromosome 6pl1 .2-12.3. Contains a Serine/ 
Threonine Protein Kinase gene (presumptive Isolog of a Rat gene) and a novel alternatively spliced gene. Contains 

15 a putative CpG Island, ESTs and GSSs, complete sequence.//9.6e-122:373:99//AL031178 

F-HEMBA1 001979//HS_3067_B1_A06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3067 Col=11 Row=B. genomic survey sequencey/0.43:193:64//AQ 143506 
F-HEMBA1001987//Plasmodium falciparum MAL3P6, complete sequence7/1 .0:428 :56//Z98551 
F-HEMBA1 001 991//HS_2237_A2_G09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

20 nomic clone Plate=2237 Col=18 Row=M, genomic sun/ey s^equence,//4.3e-05:240:64//AQ067283 

F-HEMBA1002003//protein phosphatase 2C isoform [rats, liven mRNA, 1950 nt].//2.7e-33:364:74//S90449 
F-HEMBA1002008//WORKING DRAFT SEQUENCE, 3 unordered pieces7/0.00032:214:68//AC005948 
F-HEMBA1002018 

F-HEMBA10020227/Human p37NB mRNA, complete cds 7/0.0 14:58 :96//U32907 
25 F-HEMBA1 002035//Mouse transcriptional control elementy/7.8e-07:200:69//M1 7284 

F-HEMBA1002039//Human DNA sequence from clone 267M20Fdn chromosome Xq22.2-22.3. Contains part of 
the DIAPH2 gene and a pseudogene, ESTs, STSs and GSSs, complete sequencey/0.3l :497:58//AL03l053 
F-HEMBA1002049//Homo sapiens chromosome 5, BAC clone 282B7 (LBNL H192), complete sequence.//4.5e- 
42:532:63//AC005216 

30 F-HEMBA1002084//Homo sapiens chromosome 19 cosmid F1 5386, -genomic sequence, complete sequence.// 

0.81:435:59//AF025422 '''"^ly^h ^ ' 

F-HEMBA1002092//MUS musculus Olf-1/EBF-like-3 transcriptiohifactor (O/E-3) mRNA, complete cdsy/7.2e-130: 
769:87/AJ92703 * " "7 ^' / 

F-HEMBA1002100//Homo sapiens PAC Clone DJ0991G20, corhplete,sequence.//1 .3e-47:124:96//AC004943 
35 F-HEMBA1002102//Xenopus laevis mRNA for xSox7 protein, corTiplete cds.//2.7e-1 3:1 32:71//D83649 

F-HEMBA1002113//F.rubripes GSS sequence, clone 063klpbB4,' genomic survey sequence.//0.029: 142:66// 
288840 . ' ' . ■ 

F-HEMBA1002119//Human Chromosome 11 pac pDJll73a5,:comprete sequenceV/t 
F-HEMBA1002125//Homo sapiens calcium-activated potassium channel (KCNN3) mRNA, complete cds7/0.98: 
40 222:61//AF031815 ; ' 

F-HEMBA1002139//Caenorhabditis elegans cosmid F55C9', complete sequence.//0.0081 :371 :60//Z81549 
F-HEMBA1002144//Saccharomyces cerevisiae mitochondrioii'fransif^r RNA-Met (tRNA-Met) gene, oxil gene, and 
0RF1 .//4.9e-06:341 :61//L36888 

F-HEMBA1002150//Homo sapiens mRNA for KIAA0720 protein, partial cds.//0.0001 7:353: 62//AB0 18263 
45 F-HEMBA1002151 ^ 

F-HEMBA1002153//CITBI-E1-2519120.TRCITBI-E1 Homo sapiens genomic Clone 251 9120, genomic survey se- 
quence7/8.5e-61:334:94//AQ277613 j : V 

F-HEMBA1002160//Homo sapiens clone DJ1189D06, complete sequence.//8.5e-44:385:77//AC005232 
F-HEMBA1002161//Coturnlx coturnix slow myosin heavy chain 2 (qmyhc2) mRNA, partial cds.//2.1e-59:571 :74// 

50 AF006829 . . \:>.m' 

F-HEMBA1002162//Homo sapiens Xp22-150 BAC GSHB-309P1 5 (Genome Systems Human BAC Library) com- 
plete sequence.//5.3e-53:698:67//AC006210 y^'/ i';^^ * 

F-HEMBA1002166//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq26.3. Contains glypican-3 
precursor (intestinal protein OCI-5) (GTR2-2), ESTs and CA rep^at.'//l .2e-50:3l9:78//AL0087l2 
55 F-HEMBA1 0021 77//Homo sapiens BAC Clone RG293F1 1 from 7q2 V7q22, complete sequence.//2.5e-1 8:1 50:88// 

AC000066 * ■ t i ' 

F-HEMBA1002185//Homo sapiens Clone DJ0292L20. WORKI'ng DRAFT SEQUENCE, 2 unordered pieces.// 
0.00066:466:59//AC004825 
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F-HEMBA1 0021 89//Homo sapiens clone GSl 66C05. WORKING^DRAFT SEQUENCE. 7 unordered piecesy/3.3e- 
23:176:77//AC005015 .: • 

F-HEMBA1002191//Homo sapiens mRNA forKIAA0689 protein/'paftial cds.//1 .0:382:59//AB014589 
F-HEMBA1002199//Homo sapiens chromosome 4 clone B55B24.map 4q25, complete sequencey/l.8e-20:368: 
5 66//AC005150 

F-HEMBA1002204//HS_2055_A1_H09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=17 Row=0, genomic survey sequence!//T.2e-06:178:65//AQ235350 
F-HEMBA1 00221 2//S.cerevisiae chromosome IV reading frame ORF.YDL101c.//0.035:345:60//274149 
F-HEMBA1 00221 5//M.musculus mRNA for testln.//4.6e-80:5q4:87//X78989 
10 F-HEMBA1002226//Homo sapiens Xp22 bins 87-93 PAC RRCI1-122K4 (Roswell Park Cancer Institute Human 

PAG Library) complete sequence 7/5. 7e-63:336:74//AC003035 . 

F-HEMBA1002229//Homo sapiens SAC clone NH0539B24 from 7p15.1-p14, complete sequence 7/2.66-39:311: 
81//AC006044 

F-HEMBA1002237//Homo sapiens PAC clone DJ0696N01 from 7p21-p22, complete sequence7/1 .6e-1 2:397:64// 
15 AC004861 

F-HEMBA1 002241 
F-HEMBA1 002253 

F-HEMBA1002257//Homo sapiens diacyl glycerol kinase iota (DGKi) mRNA, complete cds7/3.5e-1 51:73 1:97// 
AF061936 

20 F-HEMBA1002265//Human DNA sequence from cosmid N28hl9^pn chromosome 22qll.2-qter contains ESTs, 
STS and endogenous retrovlrus7/1 .3e-09:313:62//Z71183 * 
F-HEMBA1 002267 ; V % ■ ;/ 

F-HEMBA1002270//Homo sapiens Xp22-150 BAG GSHB-3b9Pl 5 (Genome Systems Human BAG Library) com- 
plete sequence7/0.069:495:58//AG006210 ^ ; ] 
25 F-HEMBA1 002321//Homo sapiens PAG clone DJ0991 023, corJipJete sequence7/0.01 9:564: 58//AC0 04944 

F-HEMBA1002328//GIT-HSP-2387N15.TF1 CIT-HSP Homo sapiens genomic Clone 2387N15, genomic sun/ey 
sequence7/1 .8e-71 :346:99//AQ240836 

F-HEMBA1002337//Arabldopsls lhaliana genomic DNA, chrombsbme Si PI clone: MYN8, complete sequence7/ 

0.84:547:57//AB020754 ' 
30 F-HEMBA1002341//Homo sapiens mRNA for KI/WV0771 protein. partlarcds7/2.4e-185:872:98//AB018314 

F-HEIVI BA1 002348//CIT-HSP-2372K24.TR CIT-HSP Homo sapiens genotpic clone 2372K24. genomic survey se- 
quence7/9.1e-33:230:75//AQl 10676 ' :": ' ' 

F-HEMBA1002349//Plasmodlum falciparum histidine-rich protein II (HRP II) gene, complete cds7/9.4e-06:504: 
57//U69551 

35 F-HEMBA1 002363//Homo sapiens chromosome-associated prqteln^E (hCAP-E) mRNA, complete cds7/7.3e-1 88: 

872:99//AF092563 

F-HEMBA1002381//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 11/11 7/2.1 e-20:262:72//AB020868 
F-HEMBA1002389//D.dlscoideum spore coat 60 (sp60) gene, 5' flank7/0.010:95:73//M34546 
40 F-HEMBA1 00241 7//Canls familiaris ZO-3 (zo-3) mRNA, complete cds7/6.2e-l 20:767:85//AF02361 7 

F-HEMBA1 00241 9//HS-1 047-A1 -F01 -MF.abI CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 830 Col=1 Row=K, genomic survey sequence7/7^64T66:il1 :76//B38165 

F-HEMBA1002430//HS_3137_B2_F10_T7 GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3137 Gol=20 Row=L, genomic survey sequ.ence;7/1.6e-56:367:88//AQ 148697 

45 F-HEMBA1002439//Dictyostelium discoideum actin 8 gene,- 3'- ufR7/0:67:129:64//M25216 

F-HEMBA1002458//MUS musculus REX-3 mRNA, complete cds7/lT.1 6-30 :274:72//AF05 1347 
F-HEMBA1002460//Homo sapiens clone DJ1137M13, complete se^|ljence7/4.0e-173:822:98//AC005378 
F-HEMBA1002462//Sequence 41 from patent US 57081 57 //9.8e-51:519:73//l80067 
F-HEMBA1002469//Human mRNA for KIAA0122 gene, partial cds7/4.0e-108:603:92//D509 12 

50 F-HEMBA1002475//Streptomyces coelicolor cosmid 2H47/6.o668:62:6:57//AL031514 

F-HEMBA1002477//Homo Sapiens BAG clone NH0342K06 fr:om_.2, complete sequence7/1.5e-40:349:78// 

AC005034 . 

F-HEMBA1 002486 '^i' * 

F-HEMBA1002495//HS_3218_B1_A12_T7 CIT /Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=32l8 Col=23 Row=B, genomic survey sequence7/l. 0:1 79:67//AQi 81410 

F-HEMBA1002498//Homo sapiens full-length insert cDNA clone ZD76B01 7/1 .4e-1 29:61 9:98//AF086404 
F-HEMBA1002503//Homo sapiens Clone DJ0742P04, WORKING DRAFT SEQUENCE. 6 unordered pleces7/ 
1 .9e-24:306:68//AC004873 
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F-HEMBA1002508//Homo sapiens chromosome 19, cosmid ' Ri3351 6. complete sequence.//2.9e-76:464:83// 
AC004799 

F-HEMBA1 00251 3//Homo sapiens mRNA for histone deacetyiase-like protein (JM21).//2.8e-1 57:738:98// 
AJ011972 ' 
5 F-HEMBA1 00251 5//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 4a7F1 1 , WORKING 

DRAFT SEQUENCE./^.6e-07:307:64//AL022329 ' ^'ii^^cV' 

F-HEMBA1002538//HS_2185_B2_B04_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2185 Col=8 Row=D, genomic survey sequence.//4:7e-37:339:78//AQ29831 5 
F-HEMBA1002542//HS_3197_B2_B10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

10 nomic clone Plate=3197 Col=20 Row=D, genomic survey sequence.//3,2e-70:372:95//AQ 188792 

F-HEMBA1002547//Homo sapiens agrin precursor mRNA, partial cds.//3.5e-137:655:98//AF016903 
F-HEMBA1002552//Human Hep27 protein mRNA. complete cds.//8.8e-07:173:68//U31875 
F-H EM BA1 002555//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0190L06; 
HTGS phase 1, WORKING DRAFT SEQUENCE. 21 unordered pieces .//2.2e-1 5:628 :60//AC004670 

15 F-HEMBA1 002558//Human Xp22 BAC CT-285115 (from CalTech/Research Genetics) . PAC RPCI1-27C22 (from 

Roswell Park Cancer Center), and Cosmid U35B5 (from Lawrence Livennore), complete sequence7/2.3e-4l :353: 
76//AC002366 

F-HEMBA1002561//Homo sapiens chromosome 17, clone HRPC29G21, complete sequence 7/1. 1e-39:538:66// 
AC003687 

20 F-HEMBA1002569//Homo sapiens protein associated with^^Myc' mRNA, complete cds7/1 .3e-1 40:457:99// 

AF075587 ' 

F-HEMBA1002583//CIT-HSP-2321D3.TR CIT-HSP Homo sapiens genomic clone 2321 D3, genomic survey se- 
quence.//5.1e-79:385:99//AQ038102 ' ''^^v'— 

F-HEMBA1002590//Homo sapiens chromosome 17. clone hRPK.l67_N:.20, complete sequenceY/l .9e-35:430: 
25 70//AC005940 - . -''^yi^U-^ 

F-HEMBA1002592//Human genomic DNA sequence from clone 308O1 on chromosome Xp11.3-11.4. Contains 
EST CA repeat, STS, GSS, CpG island.me-19:303:71/^p3^d3; 

F-HEMBA1002609//Homo sapiens mRNA for KIAA0597 protelri;'partial cds.//4.4e-175:820:99//AB011169 
F-HEMBA1002621//Homo sapiens PAC clone DJ0650P'09 froni' 7q2l. complete sequence.//0. 14:353:58// 

30 AC004413 V - 

F-HEMBA1002624//Homo sapiens mRNA for KIAA0808 proteini; compile cds.//2.9e-1 87: 632 :97//AB0 18351 
F-HEMBA1002628//Plasmodium falciparum 3D7 chromosome l'2^PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces.//1.5e-05:792:58//AC004153 
F-HEMBA1 002629//Streptomyces coelicolor cosmid 1 A9.//8.4e-08:576:58//AL034446 

35 F-HEMBA1002645//Human DNAsequence***SEQUENCING'll^'PRpGRESS***from clone 153G14, WORKING 

DRAFT SEQUENCE.//5.6e-47:222:86//AL031118 ' ^, ] 

F-H EM BA1 002651 //Homo sapiens PAC clone DJ0593H12 from 7p31, complete sequence7/3.8e-1 82:859:99// 
AC004839 ■ 

F-HEMBA1002659//Z.mobilis alcohol dehydrogenase I (adhA) gene, complete cds.//0.97:144:66//M32100 
<o F-HEMBA1002661//Homo sapiens PAC clone DJ0698G21 from' ■7p21 -p22, complete sequence^/l .36-116:774: 

84//AC004535 i ! ' 

F-HEMBA1 002666 V^/"^'.^ 

F-HEMBA1002678//HumanDNAsequence*"SEQUENCINGJN PRp^ *** from clone 11 37F22, WORKING 
DRAFT SEQUENCE.//5.7e-156:750:98//AL034421 ^T^'Z:': 
45 ~ F-HEMBA1 002679//nbxb0002cC 1 2r CUGI Rice BAC Library Oryza saliva genomic clone nbxb0002F23r, genomic 
survey sequencey/4.3e-09:5i7:58//AQ05l62i -i.f' ^^'.. . ■ 

F-HEMBA1002688//Herpes simplex virus type 2 (strain HG52), complete genome7/8.3e-20:651:61//Z86099 
F-HEMBA1002696//MUS musculus proteasome regulator PA28 beta subunit gene, complete cds7/7.6e-62:306: 
81//AF060195 • ./ ; 5 

50 F-HEMBA1 002703//Homo sapiens mRNA for KIAA0455 protein^ complete cds7/1 .9e-1 0:327:62//AB007924 
F-HEMBA1002712 - 

F-HEMBA1 00271 6//HS_3064_Al_ClO_MF CIT /^proved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=19 Row=E, genomic survey sequ(3nce7/8.4e-97:491:96//^^ 
F-HEMBA1002728//Homo sapiens chromosome 5, BAC clone 205e20 (LBNL Hi 70), complete sequence7/6.ie- 
55 21:217:77//AC004782 

F-HEMBA1002730//Human platelet glycoprotein lila (GPIIIa) gepe.^exon 1 7/0.57: 125:67//M57481 
F-HEMBA1002742//RPCI11-39J10.TP RPCl-11 Homo sapiens genomic clone RPCI-11-39J10, genomic sun/ey 
sequence 7/1. 1e-86:414:99//AQ029 102 , . t 
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F-HEMBA1002746//MUS musculus chromosome 19, clone eiJ282B2l. complete sequence.//7.le-70:303:82// 
AC003694 

F-HEMBA1002748//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 41018. WORKING 
DRAFT SEQUENCE.//0.096:212:62//AL031 732 . .^.v' ' 

s F-HEMBA1 002750//Homo sapiens Chromosome 5, PAG clone i 70ml0 (LBNL H89). complete sequencey/6.7e- 

40:232:70//AC004622 . . 

F-HEMBA1002768//Homo sapiens mRNA for KIAA0554 protein, 'partiarcds7/9.0e-177:834:98//AB01 11 26 
F-HEMBA1 002770//CDNA encoding novel rat protein TIP1 20 which is formed Of complex with TBP (TATA binding 
protein).//1.3e-140:840:88//E12829 ' ■ 

10 F-HEMBA1002777//F.aibripes GSS sequence, clone l89C06dBl2, genomic survey sequence.//1.le-28:263:77// 
AL007965 

F-HEMBAi002779//ClT-HSP-2333h.TF GIT-HSP Homo sapient genomic clone 233311, genomic survey se- 
quencey/1.8e-32:180:98//AQ036891 : ' 

F-HEMBA1002780//Homo sapiens PAC clone DJ0244J05 from 5q3l, complete sequence 7/7. Oe-06: 199:67// 

15 AC004592 . ' 

F-HEMBA1002794//H.sapiens mRNA for protein kinase C mu.//0.00015:244:67//X75756 
F-HEMBA1 002801//Plasmodium falciparum MAL3P2, complete sequencey/0.0010:534:57//AL034558 
F-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA, complete cdsV/l .le-167:820:97//AF071185 
F-HEIVIBA1 00281 6//Homo sapiens Clone NH0576N21, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 

20 3.1e-113:254:90//AC005043 . 

F-HEMBA1 00281 8//CricetulusgriseusH411 precursor (H411) mRNA; complete cdsy/1.2e-122:760:86//AF046870 
F-HEMBA1002826//Human DNA sequence from clone 23j<20 oh chromosome Xq25-26.2 Contains EST, STS. 
GSS, complete sequence.//0.0055:235:65//AL0221 53 ' *• ;:■ - 

F-HEMBA1 002833//Homo sapiens chromosome 17. clone hRPC.1171B_12, complete sequencey/1 .4e-170:744: 
25 99//AC004707 ' ' f " ' '. 

F-HEMBA1 002850//Ephedrus persicae NADH dehydrogenase 1. gene, mitochondrial gene encoding mitochondrial 
protein, partial Cds.//1 .3e-05:334:59//AF0691 86 " ■' ' ' 

F-HEMBA1 002863//CIT-HSP-2323A1 6.TF CIT-HSP Homo sapiens genomic clone 2323A1 6, genomic survey se- 
quence 7/2. 9e- 140: 750: 93//AQ02841 9 ' . 
30 F-HEMBA1 002876//HS_2270_B1_H03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2270 Col=5 Row=P, genomic survey sequerice7/0.44:163:64//AQ1 64031 
F-HEMBA1 002886 

F-HEMBA1002896//Homo sapiens Chromosome 5, PI clone 793C5 (LBNL H58), complete sequence. 7/0.0001 5: 
277:61//AC005195 

35 F-HEMBA1 002921 - i ■ '' ^ 

F-HEMBA1002924//CIT-HSP-2171H4.TR CIT-HSP Homo sapiens genomic clone 2171H4, genomic surwey se- 
quence7/0.001 6: 1 75:66//B8971 5 

F-HEMBA1002934//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 862K6. WORKING 
DRAFT SEQUENCE.//1 .2e-1 69:797:98//AL031 681 ' 
40 F-HEMBA1002935//Homo sapiens mRNA for KI/VA0576 protein, partial cds7/4.9e-173:803:99//AB011148 

F-HEMBA1002937//Human DNA sequence "* SEQUENCII^G'in PROGRESS *" from clone 702J19. WORKING 
DRAFT SEQUENCE7/1 .2e-1 63:41 1 :99//AL033531 

F-HEMBA1002939//RPCI11-74O14.TJ RPCI11 Homo sapjenW;genpmic clone R-74014, genomic sun/ey se- 
quence7/1.7e-41:215:99//AQ266676 ^ " ■ J 

45 F-HEMBA1 002944//RPCI1 1 -55C2.TV RPCI11 Homo Sapiens genomic.clone R-55C2, genomic survey sequence7/ 
1.7e-37:375:74//AQ082240 ' 

F-HEMBA1002951//Homo sapiens chromosome 19, cosmid,:F20887; complete sequence7/0.00074:683:58// 
AC005578 ? 

F-HEMBA1 002954//RPC1 1 1 -79 F7.TV RPC1 1 1 Homo sapiens genomic clone R-79F7. genomic survey sequence7/ 

50 6.1e-24:250:78//AQ284146 . 

F-HEMBA1002968//HS_2262_B2_G04_T7 CIT /Vpproved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2262 Col=8 Row=N, genomic survey sequerice.//p.99:270:60//AQ2l7059 
F-HEMBA1002970//RPCI11-5L24.TV RPCI-11 Homo sapiens genornic clone RPCI-11-5L24, genomic survey se- 
quence7/1 .4e-10:189:71//B49289 

55 F-HEMBA1 002971//CIT-HSP-2363L1 6.TF CIT-HSP Homo sapiens genomic clone 2363L1 6. genomic survey se- 

quence7/4.3e-21:181:80//AQ080538 . "! • 

F-HEMBA1002973//Rattus norvegicus Wistar 3',5'-cyclic AMP phojsphodiesterase (PDE4-10) gene, exon 10.// 
2.5e-40:257:89//U01290 ^ ' ' ' 
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F-HEMBA1002997//CIT-HSP-2387H15.TF.1 CIT-HSP Homo sapjens genomic clone 2387H15. genomic survey 
sequence.//9.5e-17:128:92//AQ240797 * 

F-HEMBA1002999//Rattus norvegicus lamina associated polypeptide 1C (LAP1C) mRNA, complete cds7/3.1e- 
62:71 3:73//U20286 , ; : , ' 

5 F-HEMBA1 003021 //Homo Sapiens Clone DJ0847008, WORKING DRAFTSEQUENCE. 3 unordered pieces7/7.5e- 

50:331 :85//AC005484 

F-HEI\^BA1003033//Drosophila melanogaster, chromosome 3L, region 62A10-62B5, PI clones DS02777, 
DS03222. DS02345. and DS04808. complete sequencey/2.6e-26:357:66//AC005557 

F-HEiVIBAl003034//Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4pi6.3.// 
10 4.5e-60:415:73//Z95704 , ' 1 

F-HEMBA1003035//Homo sapiens chromosome Y, clone 264,M,20, complete sequence.//2.3e-05:591:57// 
AC004617 

F-HEMBA1003037//RPCI11-88F2.TJ RPCI11 Homo sapiens genomic Clone R-88F2, genomic survey sequence.// 
0.68:230:60//AQ286677 . .^i/' . 

15 F-HEMBA1 003041//Homo sapiens PAC clone DJ1 1 63J1 2 from 7q2l :2-q31 .1 , complete sequencey/8.1 e-1 28:550: 
94//AC004983 . , , « 

F-HEMBA1003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA, complete cdsV/l .Oe- 
164:777:98//AF054182 - ; V \ 

F-HEMBA1003064//Plasmodium falciparum 3D7 chromosome; 12 'PFYACI 81 genomic sequence, WORKING 
20 DRAFT SEQUENCE, 8 unordered pieces.//1 .5e-07:744:59//AC005505 

F-HEMBA1003067//Rat dynorphin gene, exon 37/1.0:1 40 :63//M32783 

F-HEMBA1 003071//Homo sapiens alpha2-C4-adrenergic receptpr.gehe, complete cds^/l .5e-20:595:65//U72648 
F-HEMBA1003077//CIT-HSP-2366J21.TF CIT-HSP Homo sapiens 'genomic clone 2366J21, genomic survey se- 
quence. //4.4e-33: 176: 99//AQ080257 J.' ^' 
25 F-HEMBA1003078//Homo sapiens DNA sequence from PAC'i262bT2 .on chromosome 1q23.3-24.3. Contains a 
Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotendinous antj^ei;i)-LIKE gene and a mitochondrial/chloro- 
plast 30S ribosomal protein S1 4-LI KE gene proceeded by a CpG islaiid. Contains ESTs, genomic marker D1 S2691 
and STSs.//9.4e-43:478:70//Z99297 

F-HEMBA1003079//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 
30 complete sequencey/0.96:57:85//AC004673 

F-HEMBA1 003083//Homo sapiens PAC clone DJ11 82N03 from 7ql 1',23-q21 .1 , complete sequence 7/8.06-74:359: 
81//AC004548 

F-HEMBA1003086//Homo sapiens chromosome 16 BAC clone CIT987SK-334D11 complete sequence7/3.6e-11 : 
734:58//AF001550 

35 F-HEMBA1003096//Sequence 4 from patent US 544001 77/57e-56;594:71//l 13750 

F-HEMBA1003098//Human DNA sequence from cosmid SRL1:i M20, chromosome region 11p13. Contains EST 

and STS7/1.9e-09:230:69//Z83308 ' • 

F-HEMBA1003117//Mouse TIS11 primary response gene, complete cds7/0.00054:480:60//M58564 
F-HEI\/1BA1003129//HS_3139_B2_F05_T7 CIT Approved Humahi Geribmic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3139 Col=1 0 Row=L, genomic survey sequence7/2,3e7l 00:51 0:97//AQ1 87635 

F-HEMBA1003133//Mouse BAC CitbCJ7 219m7. genomic sequence, complete sequence7/1 .3e-78:370:90// 
AC005259 ; . / . . 

F-HEMBA1003136 ^ 7 'f'^J'. 

F-HEMBA1003142//Homo sapiens full-length insert cDNA clone ZC39 6067/6.96-121 :563:100//AF086197 
45 F-HEMBA1 003148//Homo sapiens mRNA for dachshund protein. //6^7e-1.83:850:99//AJ005670 

F-HEMBA1003166//Homo sapiens Chromosome 16 BAC clqne^C!T987-SKA-345G4 -complete genomic se- 
quence, complete sequence7/3.8e-27:229:76//AC002302 . ...r] 

F-HEMBA1003175//Homo sapiens genomic DNA for centromeric;!ehd'6f MHC class 1 region on chromosome 6, 
WORKING DRAFT SEQUENCE.//9.4e-09:837:58//AB000882 
50 F-HEMBA1 0031 79//Homo sapiens DNA sequence from Fosmid27C3onchromosome22q11.2-qter. Contains two 

possibly alternatively spliced unknown genes, one with homoiogy to a worm protein. Contains ESTs, complete 
sequence.//5.4e-115:174:98//AL022325 . . ^ 

F-HEMBA1003197//Arabidopsis thaliana chromosome II BAaFi5K20 genomic sequence, complete sequence7/ 
1 .1 e-05:473:59//AC005824 

55 F-HEMBA1 003199//Rattus norvegicus Sprague-Dawley thyroid hormone receptor alpha gene, exon 1 7/1 .6e-05: 

367:61/AJ09302 .*.'*. 

F-HEMBA1003202//Homo sapiens BAC clone RG437L15 ffprri^ 8q21, complete sequence7/9.0e-23:247:73// 
AC004003 - ".T''' i ' 



1767 



EP 1 074 617 A2 ; 

F-HEMBA1 003204//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 409J21 . WORKING 
DRAFT SEQUENCE.//4.7e-26:141 :83//Z83824 - " " 

F-HEMBA1 00321 2//Human Chromosome 11 Overlapping Cosnriids cSRL72g7 and cSRLl40b8, complete se- 
quence.//1.9e-31:158:86//AC002037 \ 
5 F-HEMBA1003220//Homo sapiens chromosome 17. clone hRPC.97UF^3. WORKING DRAFT SEQUENCE, 1 

ordered pleces.//3.4e-24:284:75//AC004l50 

F-HEMBA1003222//RPCI11-47P17.TJ RPCdl Homo sapiens gfehomic clone R-47P17, genomic survey se- 
quence.//8.7e-39:202:99//AQ202885 

F-HEMBA1003229//Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: MEB5, complete sequence.// 
10 0.86:227:62//AB019230 

F-HEMBA1 003235//Plasmodium falcipamm chromosome 2; sectibn'1 0 of 73 of the complete sequence .//8.6e-05: 
372:61//AE001373 ^ . * . 

F-HEMBA1003250//HS-1063-A1-H02-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT 796 Col=3 Row=0, genomic survey seq uence.//6: 00032 :57:96//B46 142 
15 F-HEMBA1003257//H.sapiens mRNA for RDC-1 POU domain, containing protein.//2.2e-08:531 :59//X64624 

F-HEMBA1003273//H.sapiens flow-sorted chromosome 6 Hindlll fragment, SC6pA19H4.//0.070:267:64//Z78949 
F-HEMBA1003276//CIT-HSP-2301B4.TF CIT-HSP Homo sapiens genomic clone 2301 B4, genomic survey se- 
quence.//5.2e-08:295:63//AQ015073 ' 

F-HEMBA1003278//HS_3075_A1_G09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=3075 Col=l7 Row=M. genomic survey sequence.//0.98:399:58//AQl20599 

F-HEMBA1003281//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 

ordered pieces.//4.8e-1 01 :277:97//AC005840 ■ ; r 

F-HEMBA1003286//Homo sapiens chromosome 3ql3 beta-1 ,'4rgalactosyltransferase mRNA, complete cds.// 
9.0e-1 45:539:97//AF038662 

25 F-H EM BA1 003291 //Homo sapiens mRNA for KIAA0537 protein, complete Cdsy/5.0e-166:799:98//AB011109 

F-HEMBA1003296//CITBI-E1-2507M8.TR CITBl-EI Homo sapiens.genomic clone 2507M8, genomic survey se- 
quenceV/l .9e-05:388:63//AQ262551 " 

F-HEMBA1003304//Budworm mitochondrial partial transfer RNA-I^let/tRNA-Met) gene, and partial 12S ribosomal 
RNA (12S rRNA) gene7/8.0e-05:388:62//L17343 ' ' • ' ^ 

30 F-HEMBA1003309//Crassostrea gigas clone CN20 microsatellite^sequence.//0.0017:210:64//AF051177 

F-HEMBA1003314//Homo sapiens mRNA for leucine zipper b'e'aring kinase, complete cds .//4.6e- 188:865:99// 
AB001872 ^ ; . ,y^^ 

F-HEMBA1003322//Human DNA sequence *** SEQUENCINGIISI'i^ROiQRESS from clone 16915. WORKING 
DRAFT SEQUENCE.//2.4e-54:31 6:87//293015 
35 F-HEMBA1003327//CIT-HSP-2024C24.TRB CIT-HSP Homp^^piens.ge^ clone 2024C24, genomic survey 

sequence.//8.4e-12:166:76//B67147 ^ V?!' \. 

F-HEMBA1003328//HS_2230_B2_H08_IVIR CIT Approved Hurrjan (^ehbmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2230 Col=16 Row=P, genomic survey seqijence7/0'026: 1 28:71 //AQ 15331 3 
F-HEMBA1 003330//Homo sapiens wbscrl (WBSCR1 ) and replication factor C subunit 2 (RFC2) genes, complete 
40 cds7/4.0e-160:745:99//AF045555 . ^.^ ^ . . 

F-HEMBA1003348//HS_3194_A1_G05_MR CIT Approved Humeri 0norTiic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3194 Col=9 Row=M, genomic survey sequencfe.//5.0e-79:381:99//AQ1 73779 
F-HEMBA1003369//H.vulgareGAA-satellite DNA.//0.12;89:71//Z50100 

F-HEMBA1003370//Homo sapiens cosmid 123E15, complete sequence.//3.5e-32:199:80//AF024533 
45 F-HEMBA1 003373//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23, WORKING 

DRAFT SEQUENCE.//0.019:11 7:71//AL034405 

F-HEMBA1003376//Human clone HS4.66 Alu-Ya5 sequence.//4.2e-30:196:85//U67229 

F-HEMBA1003380//Homo sapiens DNA sequence from clone 394P21 on chromosome 1p36. 12-36. 13. Contains 
the PAX7 gene, locus D1S2644, ESTs and STSs, complete sequence.//4.6e-22:206:81//AL02 1528 
so F-HEMBA1003384//Homo sapiens Clone GS096J14, WORKirslG DRAFT SEQUENCE, 3 unordered piecesV/ 

0.00094:72:90//AC006026 

F-HEMBA1 003395//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI PI . WORKING 
DRAFT SEQUENCE.//0.00041:826:57//AL031744 

F-HEMBA1 003402//CIT-HSP-2339K1 6.TR CIT-HSP Homo sapiensigenomic clone 2339K1 6, genomic survey se- 
55 quence.//2.4e-05:265:64//AQ056234 v - 

F-HEMBA1 003403//Homo sapiens Chromosome 4 clone B353e.l 8,map 4q25, complete sequence .//4.3e-l 35:780: 
90//AC004066 ' . 

F-HEMBA1 003408 . V • , . 
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F-HEMBA1 00341 7//Hunian DNA sequence from clone 496N1,7 on chrorriosome 6pli .2-12.3 Contains EST, GSS. 
complete sequenceY/l .9e-41 :239:95//AL031 321 

F-HEMBA1 00341 8//Rattus norvegicus WIstar polymeric Immunoglobulin receptor (PIGR) gene, 3'UTR and trinu- 
cleotide repeat microsatellites.//2.2e-06:247:64//U08273 . 
5 F-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA, complete cds.//1.4e-149:697:99//AF051 334 

F-HEMBA1 003447//Homo sapiens chromosome 4 clone B353C1 8 niap 4q25, complete sequencey/1 .7e-77:461 : 
90//AC004066 

F-HEMBA1 003461 //Rhodobactersphaeroldes FliH (fliH) gene, partial cds. F1 II (fill) and FliJ (flij) genes, complete 
Cds.//8.6e-08:752:58/AJ31090 . - ' 

10 F-HEMBA1003463//Homo sapiens chromosome 17, clone HCIT305D20, complete sequence.//0.089: 172:68// 
AC004098 

F-HEMBA1003480//Homo sapiens clone NH0523H20, complete sequence.//4.5e-150:562:97//AC005041 
F-HEMBA1 003528//Streptomyces f radiae gene for trypslnogen precursor, complete cds.//4.7e-09:433:60//Dl 6687 
F-HEMBA1003531//Homo sapiens PAC clone DJ11 85107 from 7c|11.23-q21, complete sequencey/2.3e-48:297: 
15 90//AC004990 

F-HEMBA1003538//Human complement CI r mRNA. complete cds .//4.3e-22:474:63//M 14058 
F-HEMBA1003545//Rattus norvegicus (clone 1 .6kB) islet-2 mRNA. complete cds 7/3. 5e- 143:805: 91 //L35571 
F-HEMBA1 003548 ... \l[ l 

F-HEMBA1003555//Human DNA sequence *** SEQUENCING INTROGRESS from clone 447E6. WORKING 
20 DRAFT SEQUENCE.//3.4e-58:331 :83//AL031724 

F-HEMBA1003556//Homo sapiens Xp22-175-176 BAC GSHB-484017 (Genome Systems Human BAG Library) 
complete sequencey/6.0e-99:703:84//AC00591 3 , . 

F-HEMBA1003560//Bovine GTP-binding regulatory protein gamma-6 subunit mRNA, complete cdsV/l .3e-99:587: 
89//J05071 

25 F-HEMBA1003568//HS_3149_A1_C04_MR CIT Approved Hdhiah Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3149 Col=7 Row=E, genomic survey sequencey/4.1e-05:389:57//AQ1 66810 
F-HEMBA1003569//Homo sapiens BAC clone NH0335ji8 frcjm r 2 i. complete sequence.//1.6e-1 02:669:85// 
AC005539 • ' 

F-HEMBA1003571//Dictyostelium discoideum RegA (regA) gene,. complete cdsy/0.00033:649:58//U60170 
30 F-HEMBA1003579//Plasmodium falciparum DNA*** SEQUENCING IN PROGRESS*** from MALI PI . WORKING 

DRAFT SEQUENCEV/0.00034:623:56//AL031744 
F-HEMBA1003581//Mouse mRNA for talin.//3.3e-41:181 :86//X56123 \ 

F-HEMBA1003591//Homo sapiens chromosome 1 6, BAC clone RPGI-11_192K18, complete sequencey/4.4e-70: 
273:94//AC006075 . ^ [ ■,^'[^ '\ " 

35 F-HEMBA1 003595//Plasmodium falciparum chromosome 2, secti6n^32'6f 73 of the complete sequencey/6.0e-1 7: 
768:58//AE001395 

F-HEMBA1 003597//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequencey/4.0e-09: 
777:56//AE001398 '* ; 

F-HEMBA1003598//Homo sapiens PAC clone DJ0537P09 from 7p 1.1 .2-pl2, complete sequencey/1 .3e-146:692: 

40 98//AC005153 ; . . 

F-HEMBA1 00361 5//HS_2010_A2_A07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2010 Col=14 Row=A, genomic survey sequepceV/l .1e-22:137:97//AQ226592 
F-HEMBA1 00361 7//Homo sapiens HRIHFB2157 mRNA, partiarcds7/2.4e- 169:501 :97//AB015344 
F-HEMBA1003621//MUS musculus PIAS3 mRNA, complete pds.y^4:7e-37:165:92//AF034080 

45 F-HEMBA1003622//Plasmodium falciparum 3D7 chromosonrie 'l'2'PFYAC336 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//0.0024:514:58//ACg05^13a. 

F-HEMBA1 003630//CIT-HSP-21 68N1 5.TR CIT-HSP Homo saplfens'genomic Clone 21 68N1 5, genomic survey se- 
quence. //6.5e-15:358:63//B92984 ^ : i.: 

F-HEMBA1003637//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered piecesy/5.0e- 
50 21:238:76//AC005077 

F-HEMBA1003640//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 112K5, WORKING 

DRAFT SEQUENCEy/2.3e-1 5:371 :63//Z85987 ' / ' 

F-HEMBA1003645//A.thaliana 81kb genomic sequencey/1 .0:529:57//X98130 

F-HEMBA1 003646 . \ , 

55 F-HEMBA1 003656 

F-HEMBA1003662//Homo sapiens chromosome 17, clone hRPK.332^H_18, complete sequencey/1 .6e-1 75:824: 

98//AC005746 

F-HEMBA1003667//Homo sapiens chromosome 12p13.3. WORKING DRAFT SEQUENCE, 21 unordered piec- 
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es.//1.1e-24:190:87//AC004765 

F-HEMBA1003679//Homo sapiens BAG Clone RG114B19 from 7q31.1, complete sequence.//1 .76-162:579:99// 
AC005065 

F-HEMBA1003680//H.sapiens DNA sequence.//7.3e-22:172:87//Z22322 
5 F-HEMBA1 003684//H.sapiens mRNA for Miz-1 protein 7/0. 0054; 146 :70//Yb9 723 

F-HEMBA1003690//Homo sapiens antigen NY-CO-9 (NY-CO-9) mRNA, partial cds.//2.9e-72:606:77//AF039691 
F-HEMBA1 003692 "'V'"^ ' 

F-HEIVIBAI 003711 //Homo sapiens chromosome 17, clone HRPC41C23, complete sequence.//0.55:450:60// 
AC003101 

10 F-HEMBA1003714 . ' 

F-HEMBA1 00371 5//Human DNA sequence from clone 931 El 5 on' chromosome Xq25. Contains STSs, GSSs and 
genomic marker DXS8098, complete sequence.//3.0e-16:316:68//AL023575 

F-HEMBA1003720//Homo sapiens chromosome 4 clone B227H22 map 4q25, complete sequence.//1 .3e-41 :483: 
73//AC004056 

15 F-HEMBA1003725//CIT-HSP-2351H9.TF CIT-HSP Homo sapiens genomic clone 2351 H9, genomic survey se- 
quenceVl .1 e-11 2:532:99//AQ079348 

F-HEMBA1003729//HS_3043_A1_E07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3043 Col=13 Row=l, genomic survey sequence.//1.6e-12:87:98//AQ1 29345 
F-HEMBA1003733//Homo sapiens, clone hRPK.15_A_1 , complete sequencey/4.7e- 104:761 :82//AC006213 
20 F-HEMBA1003742//HS_3027_A2_B02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3027 Col=4 Row=C, genomic survey sequence.//3.4e-08:67:97//AQl 54731 
F-HEMBAI 003758//CIT-HSP-2379D1 8.TR CIT-HSP Homo sapiens genomic clone 2379D1 8, genomic survey se- 
quence7/2.9e-10:310;63//AQ113513 , ^ . ^.^ 

F-HEMBAI 003760//MUS musculus hypoxia inducible factor thr6W'k)'E)h^ m complete cds7/6.4e-1 14:714:86// 
25 AF060194 

F-HEMBAI 003773//Plasmodlum falciparum 3D7 chromosome- T2^Pi;y/VC336 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered piecesy/0.078:378:58//AC663l39^^^^ 

F-HEMBAI 003783//Human DNA sequence from PAC 509L4.q'n chrorTlbsome 6q22.1-6q22.33. Contains SSX3 
like pseudogene, EST, STS7/9.0e-135:804:89//Z99496 
30 F-HEMBAI 003784//Caenorhabditis elegans cosmid C55B67/0.054:46i3:58//U881 81 

F-HEMBAI 003799//Homo sapiens Chromosome 22q11.2 Cosmid Clone 105a In DGCR Region, complete se- 
quence7/1 .9e-44:425:76//AC000070 ' ' •■: 

F-HEMBAI 003803//Oryclolagus cuniculus troponin T cardiac isdfprm niRNA, 3' end of cds7/0.95:1 98:62//L401 78 
F-HEMBAI 003804//Homo sapiens chromosome 1 7, clone hCIT. 1 75lEl5, complete sequence7/1 .2e-1 38:275:99// 
35 AC004596 

F-HEMBAI 003805//MUS musculus quaking type I (OKI) mRNA. complete cds7/6.6e-148:753:95//U44940 
F-HEMBAi003807//HS-l068-Bl-G06-MR.abi CIT Human Gen6mib Spenm Library C Homo sapiens genomic 
clone Plate=CT 278 Col=11 Row=N, genomic survey sequence7/6.7e-07:241 :67//B47212 
F-HEMBAI 003827//Homo sapiens mRNA for KIAA0616 pr6tein, partial Cds7/1.0e-83:586:87//AB014516 
40 F-HEMBAI 003836//S.cerevisiae chromosome IX cosmid 91507/5.1e-16:368:63//Z38125 

F-HEMBA1003838//C1T-HSP-384J15.TR CIT-HSP Homo sapiens genomic Clone 384J15, genomic survey se- 
quence7/1 .40-45:1 80:90//B54810 ' 

F-HEMBAI 003856//Homo sapiens chromosome 10 clorfe „C!T9f.875K-1188B12 map 10p12.1, complete se- 
quence7/0.0014:574:58//AC005875 ' ' " 

45 F-HEMBA1 003864//, complete sequence7/2.1e-91:234:95//ACp0530p 

F-HEMBAI 003866//MUS musculus semaphorin Via mRNA. corripiete cds7/5.9e-81 :853:71//AF030430 
F-HEMBAI 003879//H.sapiens CBP80 mRNAy/2.0e-08:87:95//X8003.0. 

F-HEMBAI 003880//Homo sapiens genomic DNA, chromosome 2^.ql1::1 , segment 7/28, WORKING DRAFT SE- 
QUENCE7/1.7e-180:853:98//AP000036 • 
50 F-HEMBA1003885//Homo sapiens PAC clone DJ0167F23 from 7pi5, complete sequence7/4.5e-39: 376:67// 

AC004079 

F-HEMBA1 003893//H.sapiens CpG island DNA genomic Msel f ra^rfient, clone 1 1 b6, forward read cpgl 1 b6.ft1 a7/ 
3.6e-32:173:99//259012 . ' 

F-HEMBA1003902//RPCI11-26M20.TPB RPCI-11 Homosapieris genomic clone RPCI-11-26M20, genomic survey 

55 sequence.//8.2e-12:422:61//AQ003455 V^'; i 

F-HEMBA1003908//Plasmodium falciparum chromosome 2, section 38 of 73 of the complete sequence7/0.0063: 
468:58//AE001401 

F-HEMBA1003926//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 31 0O1 3. WORKING 
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DRAFT SEQUENCEy/3.6e-27:278:76//AL031 658 ' V/::. . 

F-HEMBA1003937//Homo sapiens chromosome 3 subtelomeric regibn7/1 .48-55:31 5:81//AF1 0971 8 
F-HEMBAl 003939//HS-1 047-A1 -G04-MF.abi CIT Human Genomic Sperm Library G Homo sapiens genomic clone 
Plate=CT 830 Col=7 Row=M, genomic survey sequence.//6.1e-09:4i3:63//B38195 
5 F-HEMBA1003942//Plasmodlum falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE. 14 unordered pieces.//0.42:205:65//AGb6514i} 
F-HEMBA1003950//M.capricolum DNA for CONTIG MC072.//b.029:458:58//Z33058 

F-HEMBA1003953//HS_2268_A1_B04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2268 Col=7 Row=C, genomic survey sequence. //9.0e-07:239:64//AQ085098 
10 F-HEMBA1 003958//Homo sapiens PAG Clone DJ0808G1 6 from Tq 1,1 .23-q21 , complete sequence.//2.8e-57:424: 

74//AC004894 " 

F-HEMBA1003959//RPCI11-78E8.TVRPCI11 Homo sapiens genomic clone R-78E8. genomic survey sequence.// 
4.3e-86:441 :961 1 AQ285498 

F-HEMBA1003976//HS_3146_A1„H09_T7 CIT Approved Hurfian Genomic Sperm Library D Homo sapiens ge- 
15 nomic clone Plate=3146 Col=17 Row^O, genomic survey sequence.//6.3e-1 0:1 29:80//AQ1 41 146 
F-HEMBA1 003978 • : 

F-HEMBAl 003985//Caenorhabdltis elegans DNA "* SEQUENCING IN PROGRESS *** from clone Y105C5. 
WORKING DRAFT SEQUENCE.//1 .0:258:60//Z98855 
F-HEMBAl 003987 

20 F-HEMBAl 003989//Streptomyces coelicolor cosmid 1 A9.//0.4P;238:.61//AL034446 

F-HEMBAl 004000//Rattus norveglcus satellite sequence d0lSic62\//2.0e-07:1l6:70//U19354 

F-HEMBA1 00401 1//Plasmodium falciparum 3D7 chromosonrie. 12;PFYAC588 genomic sequence, WORKING 

DRAFT SEQUENCE. 2 unordered piecesy/0.098:286:60//ACp04710 ; v 

F-HEMBAl 00401 2//Homo sapiens chromosome 1 7, clone hRPK.63iA_1 . complete sequence7/2.8e-1 85:896:97// 
2s AC005670 ':^,?£v/p 

F-HEMBAl 00401 5//Homo sapiens chromosome 1 7, clone hRPK.72 V K^l , complete sequence.//6.3e-68:417:80// 
AC005411 . .^v ic ' ' 

F-HEMBAl 004024//Homo sapiens Xp22-83 BAC GSHB-324M7 (G'erip^^^ Systems Human BAC Library) complete 
sequence7/2.0e-47:418:77//AC005859 : f " ' / 

30 F-HEMBA1004038//Homo sapiens genomic DNA, chromosome 21q11 . V , segment 23/28, WORKING DRAFT SE- 

QUENCE.//1 .69-51 :564:74//AP000052 " "I''.,,'; j 

F-HEMBAl 004042//Plasmodlum falciparum chromosome 2; sectiph'35 .of 73 of the complete sequenceV/l .2e-05: 
636:55//AE001398 

F-HEMBA1 004045//Homo sapiens (subclone 1_g7 from BAC H76) DNA sequence, complete sequenceV/l .9e-31 : 
35 373:76//AC002252 , 

F-HEMBA1004048//Homo sapiens DNA for P35-related protein, exon 27/0. 039 :234:63//D63393 

F-HEMBAl 004049//Homo sapiens Xp22 GS-52411 (Genome Systems Human BAC library), complete sequence.// 

4.8e-135:780:89//AC003106 . . 

F-HEMBAl 004055//Human chromosome 3p21.1 gene sequencey/4.7e-09:457:58//L13435 
40 F-HEMBAl 004056//Human DNA sequence "* SEQUENCING IN.PROGRESS *" from clone 447C4. WORKING 

DRAFT SEQUENCE7/3.3e-25:246 :77//AL021977 

F-HEMBA1004074//CIT-HSP-2053J5.TF CIT-HSP Homo saplens^genomic clone 2053J5, genomic survey se- 
quence7/7.8e-24:233:76//B68555 ' 

F-HEMBA1004086//Saccharomyces douglasii mitochondrial tRN"ATSer and tRNA-Phe genes, partial sequence, 
45 and Varip (van) gene, mitochondrial gene encoding mitochondrial protein, complete cds.//4.5e-08:61 4:59// 

U49822 •f'tir^r.- 

F-HEMBA1064097//Mus musculus putative transcription factor; mRNA, complete cds7/5.9e-1 21:502:85// 
AF091234 

F-HEMBA1004111//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0481 P14; 
50 HTGS phase 1, WORKING DRAFT SEQUENCE, 7 unordered f3iecbsiy/2.6e-36:317:80//AC0061 60 

F-HEMBA1004131//MUS musculus Clone OST2067, genomic surv.ey'Sequence.//8.7e-24:320:7l//AF046393 
F-HEMBA1004132//HS_3226_B1_D10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3226 Col=19 Row=H, genomic survey sequence.//9.7e-13:232:71//AQ182017 
F-HEMBA1004133 

55 F-HEMBA1004138//HS_3036_B1_G11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3036 Col=21 Row=N, genomic survey seq uence 7/0. 0035: 165:64//AQ294763 
F-HEMBAl 0041 43 

F-HEMBAl 0041 46 ' . ." \ 
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F-HEMBA1004150//Human DNA sequence from PAC 52D1 on chforfiosome Xq21. Contains CA repeats, STS.// 
0.00011 :618:6a//Z96811 

F"HEMBA1004164//Homo sapiens Xp22-1 75-176 BAG GSHB,-48;4dl 7' (Genome Systems Human BAG Library) 
complete sequencey/2.9e-30:454:68//AC00591 3 " ■ ' 

5 F-HEMBA10041 68//Homo Sapiens gemlnin mRNA, complete CdsV/4:5e-133:649:97//AF067855 

F-HEMBA1004199 " 

F-HEI\^BA1004200//HS_2015_A1_B05_T7 GIT Approved Human; Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=201 5 Col=9 Row=C, genomic survey sequence .//8.5e-34:236:87//AQ247957 
F-HEMBA1004202//MUS musculus chromosome 11. clone mCIT.268_P_23, complete sequence,//7.8e-59:216: 
10 83//AG004807 

F-HEMBA1004203//Homo sapiens clone NH0313P13, WORKING DRAFT SEQUENCE. 15 unordered pieces.// 
6.3e-98:173:98//AG005488 . . • 

F-HEMBA1004207//Homo sapiens leptin receptor sliort form (db) mRNA, complete cds.//3.2e-1 66:791:98// 
U50748 

15 F-HEMBA1 004225//Plasmodium falciparum chromosome 2, section 61 of 73 of the complete sequencey/6.5e-08: 
584;60//AE001424 

F-HEMBA1004227//Rattus norvegicus protein phosphataseij 2G.. mRNA, complete cds.//8.0e-1 15:71 3:86// 
AF095927 ' ' ' ' " 

F-HEMBA1 004238 J-c" 
20 F-HEMBA1004241//GIC5B1 1 .1 check: 4870 from: 1 to: 1 67234;. complete sequence.//0.57:552:58//AG004708 

F-HEMBA1004246//Human DNA sequence from clone 422F24 on chromosome 6q24.1-25.2. Contains a novel 
gene similar to C. elegans G02G2.5. Contains ESTs, STSs and GSSs, complete sequence.//6.le-2l:254:77// 
AL031010 .'^ • 

F-HEI^BA1004248//Rattus rattus insulin-induced growth-respons, protein (CL-6) mRNA, complete cdsV/l .7e-30: 
25 315:74y/L13619 ^^'jV - 

F-HEMBA1004264//Homo sapiens cosmid clone LUG/V20 from 3p2j,3, complete sequencey/4.4e-07:674:60// 
AC004693 ^; -J ^ I " * 

F-HEMBA1004267//Homo sapiens chromosome 17, clone hRPC.lii7_B_12, complete sequencey/3.1e-78:335: 

87y/AC004707 ^ \ ;V : 

30 F-HEMBA1004272//Homo sapiens 12p13.3 PAC RPCI5-1180D12 (Roswell Park Cancer Institute Human PAC 

Library) complete sequencey/1 .4e-176:856:97//AC005831 

F-HEMBA1004274//HS_3064_B2_A04_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Goh8 Row=B, genomic survey seque nce7/3.1e-28:1 53 :100//AQ 136993 
F-HEMBA1004275//Human DNA sequence *** SEQUENCING IISIIpROGRESS *** from clone 501 A4. WORKING 
35 DRAFT SEQUENGE.//5.2e-1 7:1 09:99//298051 ' ' " " 

F-HEMBA1004276//CIT-HSP-2387K6.TR1 GIT-HSP Homo sapiens genomic clone 2387K6. genomic survey se- 
quence .//5.0e-07:63:98//AQ240477 

F-HEMBA1004286//Homo sapiens TGF beta receptor associated.proteln-l mRNA, complete cdsy/2.le-l 85:868: 
99//AF022795 ' f 

40 F-HEMBA1004289//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: MQN23, complete sequence.// 
1.0:387:59//AB013395 .; ; : : 

F-HEMBA1004295//Homo sapiens DNA. anonymous heat-stable friSgm^^ RP11-3Ay/7.8e-06:92:89//ABai2254 
F-HEMBA1004306//Homo sapiens clone DJ0811N16, complete s,eqb'en;ce 7/0. 00037:41 3:59//AC004897 
F-HEMBA1 00431 2//Rickettsia prowazekii strain Madrid E, complete genome; segment 2/4 y/0. 28: 522:57// 
45 AJ235271 

F-HEMBA1004321//Homo sapiens chromosome 19, BAG Clf-B-{l 9ll n6, complete sequencey/7.1e-1 36:548:92// 
AG006130 ^ ^ . 

F-HEMBA1004323//Human DNA sequence from PAC 450C26 on^X^hromosome xy/1 .3e-32:320:65//Z84720 
F-HEMBA1004327//Homo sapiens mRNA for KIAA0522 protein, partial .cdsy/0.93:222:62//AB0 11 094 
50 F-HEIVIBA1004330//Homo sapiens clone DJ1196H06. WORKING DRAFT SEQUENCE, 4 unordered piecesy/ 

7.0e-1 68:895:93//AC004995 

F-HEMBA1004334//Homo sapiens Xp22 BAG 620F15 (Genome Systems BAG library) complete sequencey/4.6e- 
73:71 3:75//AC002980 

F-HEMBA1 004335//Human DNA-sequence *** SEQUENCING I^J PROGRESS *** from clone 41 7M1 4, WORKING 
55 DRAFT SEQUENCEy/1 .30-25:121 :85//AL024498 - . ' ^■ 

F-HEMBA1 004341 ':''>' iy 

F-HEMBA1004353//***ALU WARNING: Human Alu-Sc subfamily consensus sequencey/6.4e-38:278:85//U 14571 
F-HEMBA1 004354//Human clone C3 CHL1 protein (CHLR1 ) mRNA. alternatively spliced, complete cdsy/4.1 e-45: 
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F-HEMBA1004150//Muman DNA sequence from PAC 52D1 on chromosome Xq21. Contains CA repeats, STS.// 
0.00011 :618:60//296811 

F-HEMBA1004164//Homo sapiens Xp22-175-176 BAG GSHB-48j4p'l7 (Genome Systems Human BAG Library) 
complete sequence7/2.9e-30;454:68//AC0059l 3 
5 F-HEMBA1 0041 68//Homo sapiens geminin mRNA, complete cds://4.5e-1 33:649:97//AF067855 

F-HEMBA1004199 

F-HEMBA1004200//HS_2015_A1_B05_T7 GIT Approved Human Genoniic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2015 Gol=9 Row^G, genomic survey sequence.//8.5e-34:236:87//AQ247957 
F-HEMBA1004202//I^us musculus chromosome 11, clone mGIT.268_P_23, complete sequence.//7.8e-59:216: 
10 83//AC004807 ' 

F-HEMBA1004203//Homo sapiens clone NH0313P13, WORKING DRAFT SEQUENCE, 15 unordered pieces.// 
6.3e-98:173:98//AC005488 ' ' ^ ' 

F-HEMBA1004207//Homo sapiens leptin receptor short form (db) mRNA, complete cds7/3.2e-l 66:791:98// 
U50748 

15 F-HEMBA1 004225//Plasmodium falciparum chromosome 2, section 61 of 73 of the complete sequencey/6.5e-08: 
584:60//AE001424 . i " ' 

F-HEMBA1004227//Rattus nofvegicus protein phosphatase 2C mRNA, complete cds.//8.0e-1 15:71 3:86// 

AF095927 

F-HEMBA1 004238 

20 F-HEMBA1 004241//CIC5B1 1 .1 Check: 4870 from: 1 to: 1 67234; complete sequence.//0.57:552:58//AC004708 

F-HEMBA1004246//Human DNA sequence from clone 422F24 on chromosome 6q24.l-25.2. Contains a novel 
gene similar to C. elegans C02G2,5. Contains ESTs, STSs-and GSSs, complete sequence.//6.le-21:254:77// 
AL031010 ' ' : " 

F-HEMBA1004248//Rattus rattus Insulin-induced growth-respons protein (CL-6) mRNA, complete cdsV/l .7e-30: 
25 315 :74//L13619 . 

F-HEMBA1004264//Homo sapiens cosmid clone LUGA20 fromy3p2i.3. complete sequence.//4.4e-07:674:60// 
AC004693 i.LA^ 

F-HEMBA1004267//Homo sapiens chromosome 17, clone hRPC.l.l7_B_12, complete sequence.//3.1e-78:335: 

87//AC004707 0 iX;' 

30 F-HEMBA1004272//Homo sapiens 12p13.3 PAC RPCI5-118bp'l2'(R6swell Park Cancer Institute Human PAC 

Library) complete sequence.//1.4e-176:856:97//AC005831 . ' 0 f. 

F-HEMBA1004274//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Gol=8 Row=B, genomic survey sequence.//3.l,*e-28:1 53:1 00//AQ1 36993 
F-HEMBA1004275//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 501 A4, WORKING 
35 DRAFT SEQUENCE.//5.2e-17:109:99//Z98051 

F-HEMBA1004276//CIT-HSP-2387K6.TF.1 GIT-HSP Homo sapiens genomic Clone 2387K6, genomic survey se- 
quence.//5.0e-07:63:98//AQ240477 "'''".^ 

F-HEMBA1004286//Homo sapiens IGF beta receptor associated prptein-1 mRNA, complete cdsy/2.1e-1 85:868: 
99//AF022795 

40 F-HEMBA1004289//Arabidopsis thaliana genomic DNA, chromosome 5. Pi clone: MQN23, complete sequence.// 
1.0:387:59//AB013395 ^ 

F-HEMBA1004295//Homo sapiens DNA, anonymous heat-stable fragment RP11-3A.//7.8e-06:92:89//AB012254 
F-HEMBA1004306//Homo sapiens clone DJ0811N16, complete sequencey/0.00037:413:59//AC004897 
F-HEMBA1 00431 2//Rickettsia prowazekii strain Madrid E,' cbinnplete genome; segment 2/4 .//0. 28: 522:57// 
45 AJ235271 

F-HEMBA1004321//Homo sapiens chromosome 19, BAG Clt:-B-'il;9i'n6i complete sequence.//7.1e-1 36:548:92// 
AC006130 ' : ^ . 

F-HEMBA1004323//Human DNA sequence from PAC 450C20 dn'bhrbmosome X.//1 .3e-32:320:65//Z84720'^ 
F-HEMBA1004327//Homo sapiens mRNA for KIAA0522 protein; partial cdsV/0. 93 :222:62//AB0 11 094 
50 F-HEMBA1004330//Homo sapiens clone DJ1196H06. WORKlNG pRAFT SEQUENCE. 4 unordered pieces.// 
7.0e-168:895:93//AC004995 

F-HEMBA1 004334//Homo sapiens Xp22 BAG 620F1 5 (Genome Systems BAG library) complete sequence7/4.6e- 
73:71 3:75//AC002980 ' '.' ' 

F-HEMBA1004335//Human DNA-sequence "* SEQUENCING IN PROGRESS *** from clone 41 7M1 4. WORKING 
55 DRAFT SEQUENCE.//1.3e-25:121:85//AL024498 ' • 

F-HEMBA1 004341 

F-HEMBA1004353//***ALU WARNING: Human Alu-Sc subfamily concensus sequence.//6.4e-38:278:85//U 14571 
F-HEMBA1 004354//Human clone C3 CHL1 protein (CHLR1 ) mRNA, alternatively spliced, complete cds.//4.l e-45: 



1772 



EP1 074 617 A2 



190:92/AJ75968 . 
F-HEMBA1 004356 

F-HEMBA1004366//P.falciparum complete gene map of plastid-like'pNA (IR-A).//2.2e-07:736:57//X95275 
F-HEMBA1004372//H.sapiens dystrophin gene intron 44.//1 .b:f2'9':62y/X77644 
5 F-HEMBA1004389//Mouse interleukin 2 receptor (p55 IL-2R) mRNA; 5' encl7/4,7e-42:237:94//M21977 

F-HEMBA1004394//Plasmoclium falciparum chromosome 2; section.39 of 73 of the complete sequencey/5.2e-05: 
519:59//AE001402 

F-HEMBA1004396//Human BAG clone RG302F04 from 7q31, complete^ sequencey/4.0e-32:261:76//AC002463 
F-HEMBA1004405//Plasmocllum falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
10 DRAFT SEQUENCE. 9 unordered pieces.//1 .4e-07:693 :58//AC005507 

F-HEMBA1004408//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
1.26-69:1 95 :100//AC005037 

F-HEMBA1004429//HS_3193_A1_B06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l93 Col=ll Row=C, genomic survey sequence.//5.le-67:386:91//AQl 72942 
15 F-HEMBA1 004433//Human Chromosome 11 pll .2 PAC clone pDJ404ml 5, complete sequence.//3.2e-27:242:82// 
AC002554 

F-HEMBA1004460//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered piecesV/ 
1 .7e-75:590:81//AC004846 

F-HEMBA1 004461 //Human DNA sequence from clone 657J8 on chromosome Xq26. 1-26.3 Contains GSS, com- 
20 pletesequence.//0.045:215:66//AL034407 

F-HEMBA1004479//MUS musculus hypoxia inducible factor. tliree alpha mRNA, complete cds.//5.2e-43:364:79// 
AFa60194 

F-HEMBA1004482//Plasmodium falciparum 3D7 chromosome 12^PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//6.8e-1 7:791 :59//AC 005505, 
25 F-HEMBA1 004499//Homo sapiens chromosome 1 7, clone hRpc;i^73^F_l 5, complete sequencey/4.4e-l 25:251 : 

94//AC004686 ' ; '^'^.V 

F-HEMBA1004502//Plasmodium falciparum 3D7 chromosome- 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE. 3 unordered piecesy/0.012:635:57//AC604^0*9" ' 

F-HEIVIBA1004506//Homo sapiens PAC clone DJ0844F09 from^7p12ip13, complete sequencey/2.8e-1 27:766: 

30 88//AC004453 * " '"'^ 

F-HEIV1BA1 004507 

F-HEMBA1004509//Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 (ESSAII project) y/l.Oe-l 3:244; 
67//AL021712 ' 

F-HEMBA1 004534//Human mRNA for actln-blnding protein (filamin). (ABP-280)y/1 .6e-72:678:74//X5341 6 
55 F-HEMBA1004538//Sequence 1 from patent US 5612190y/0.0p0'l5:416:59//l36871 

F-HEMBA1004542//Homo sapiens Clone NH0486I22, WORKING 6rAFT SEQUENCE, 5 unordered piecesy/0.95: 

202:64//AC005038 

F-HEMBA1004554//ArabidopsiS thaliana BAC T26D22y/0.45:624:56//AFO58826 
F-HEMBA1004560//Human mRNA for KIAA0281 gene, complete cdsy/9.1 e- 10:1 73:70//D87457 
40 F-HEMBA1004573//Human BAC clone RG114A06 from 7q31, complete sequencey/6.1e-23:134:73//AC002542 

F-HEMBA1004577//Homo sapiens Chromosome 16 BAC clonei'CIT987SK-582J2, complete sequencey/1 .6e-15: 
190:77//AC004525 ■ . 

F-HEMBA1004586//Homo sapiens Clone DJ0810E06. WORKlNd "DRAFT SEQUENCE, 8 unordered piecesy/ 
3.1e-31:388:76//AC004B95 

45 F-HEMBA1004596//RPCI1 1-81 021 TJ RPCtH Homo sapiens genomic 'clone R-81021, genomic survey se- 

quencey/2.2e-90:458:90//AQ2851 36 ' ' . t^. t 

F-HEMBA1004604//MUS musculus C0P9 complex subunit'7a"'(0bj?S7a) mRNA, complete cdsy/8.6e-1 05:699: 
84//AF071316 ^ 

F-HEMBA1 00461 0//Homo sapiens PAC clone DJ11 63J12 from 7q'21:.2-q3l .1 , complete sequencey/5.4e-20:267: 

50 72//AC004983 ^, ' . 

F-HEMBA1004617//CIT-HSP-2319H15TFCIT-HSP Homo sapieriis genomic clone 231 9H1 5. genomic survey se- 
quence y/6.2e-26:147:99//AQ034944 y' 

F-HEMBA1004629//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE. 3 unordered piecesy/5.6e-06:766:56//AC005504 
S5 F-HEMBA1004631//Human DNA sequence from PAC 368A4 oh chromosome X. Contains ESTs, CELLULAR NU- 

CLEIC ACID BINDING PROTEIN (CNBP) like gene and STSsy/4;7e-73:412:92//Z83843 
F-HEMBA1004632//Canine herpesvirus DNA for gene homofog ofiHSVI UL16, EHVI ORF 46, VZV ORF 44y/ 
0.92:181:61//X90418 
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F-HEMBA1004637//G.gallus mRNA for LRP/alpha-2-macroglobulin receptory/7.8e-47:784:65//X74904 
F-HEMBA1004638//Rattus norvegicushomeodomain protein Nioc6:l'(nkx6J) mRNA, complete cdsV/^ 
61//AF004431 

F-HEMBA1004666//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y47D3. 
5 WORKING DRAFT SEQUENCE.//0.30:733:55//Z98865 . v 

F-HEMBA1 004669//Human DNA sequence from clone 465N24 6h*chroniiosome 1 p35.1 -36.1 3. Contains two novel 

genes, ESTs, GSSs and CpG islands, complete sequencey/7.5e-1 36:521 :98//AL03l432 

F'HEMBA1004670//Homo sapiens Chromosome 22qi2 Cosmid Clone p90g5. complete sequence.//0.43:365 : 

59//AC000045 
10 F-HEMBA1 004672 

F-HEMBA1004693//Plasmodium falciparum 3D7 chromosome 12;PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE. 5 unordered pieces.//0.096:651 :54//AC005303 ^ 

F-HEMBA1004697//CIT-HSP-2326C13.TR CIT-HSP Homo sapiens genomic Clone 2326C13, genomic survey se- 
quence7/0.23:238:65//AQ040642 
J5 F-HEMBA1004705//Homo sapiens Xp22 Cosmid U151G1 (from Lawrence Livermore X library) and PAC 

RPCI1-93D11 (from Roswell Park Cancer Center) complete sequence.//2.le-27:375:72//AC002357 
F-HEMBA1004709//Homo sapiens Xp22-150 BAC GSHB-3b9P15 (Genome Systems Human BAC Library) com- 
plete sequence.//1.6e-36:191:91//AC006210 

F-H EM BA1 004711 //Homo sapiens chromosome 17, clone hRPK\271^K_11, complete sequenceV/l.le-l 33:639: 
20 99//AC005562 

F-HEMBA1004725//RPCI11-75013.TJ RPCI11 Homo sapiens" genomic clone R-75013, genomic survey se- 
quence7/6.2e-32:1 69:1 00//AQ26651 2 

F-HEMBA100473a//Human BAC clone RG035E18 from 7q3i; donipjete sequence.^^^ 
F-HEMBA1 004733//ClT-HSP-2305l\/l23.TF CIT-HSP Homo sapiens genomic clone 2305M23, genomic survey se- 
25 quence.//4.9e-1 8:209 :69//AQ01 7556 ■ , v . 

F-HEMBA1004734//Arabidopsis thaliana ubiquitin-conjugating enzyme 17 (UBC17) mRNA, complete cds.//1 .8e- 
1 3:451 :62//AF028340 ^ * : ' ; ^' ; 2 » 

F-HEM BA1 004736//Human DNA Sequence from PAC 436M'1 i on chfbnibsome Xp22.1 1 -22.2. Contains the serine 

threonine protein phosphatase gene PPEFl , and the first coding exon of the RSI gene for retinoschisis (X-linked, 
30 juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequence .//5.0e-87:646:78//Z94056 

F-HEMBA1004748//Human BAC clone RG204I16 from 7q31 .^corpplete sequence.//0.24:526:57//AC002461 
F-HEMBA1004751//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE. 6 unordered pieces.// 
1.4e-25:268:76//AC004913 !. ' 

F-HEMBA1004752//R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp)y/1 .1e-07:503: 
35 61//X83546 

F-HEMBA1004753//Homo sapiens Chromosome 12 Cosmid Clone 6e5, complete sequence.//4.5e-38:314:81// 
AC000028 ^ 
F-HEMBA1004756//Homo sapiens, complete sequence7/l';4^?11T:'326:8^^^ 
F-HEMBA1004758//Sequence 29 from patent US 553441 0.7/3:'9e^135:7(B9:91//l23472 
40 F-HEMBA1 004763//Homo sapiens apoptosis inhibitor surviyin gene, complete cds.//3.6e-47:404:79//U 75285 

F-HEMBA1004768//Homo sapiens PAC Clone DJ0979P20 fr^orft 7q33-C|35, complete sequencey/6.7e-1 07:890: 
78//AC004941 i ... : , , 

F-HEMBA1004770//Plasmodium falciparum 3D7 chromosome' 12 PF^YAC1 122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//7.9e-09:806:59//AC004709 .^ 
45 F-HEMBA1 004771 //G.muris ribosomal RNA operon DNA encoding''ljBS?23S and 5.8S ribosomal RNAy/0.69:239: 

61//X65063 '.w.irf^.- 
F-HEMBA1 004776 ' . 4 5.-; 

F-HEMBA1 004778 . ^ 

F-HEMBA1004795//Drosophila melanogaster A-kinase anchor protein DAK AP550 mRNA, partial cdsy/3.4e-46: 
50 778:64//AF003622 ' ^ 

F-HEMBA1004803//Homo sapiens chromosome Y, clone 264,M,20, complete sequence.//4.3e-82: 580:82// 
AC004617 

F-HEMBA1 004806//Homo sapiens BAC Clone RG281 G05 froni'7^1 5-p2.l , complete sequence.//5.4e-07:642:59// 
AC005083 . • *• 

55 F-HEM BA1 004807//Human HI VI tata element modulatory factor mRNA sequence from chromosome 37/1 .4e-46: 
171:92//L01042 * ' 

F-HEMBA1004816//Homo sapiens calpastatin (CAST) gene, exons 10-14.//3.5e-31 :546:66//M86257 
F-HEM BA1 004820//C.botulinum progenitor toxin complex genes.//0.0014:343:62//X87972 
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F-HEMBA1004847//Canine mRNA for 68kDA subunit of signal recognition particle (SRP68}.//1 .58-85:51 2:88// 
X53744 

F-HEMBA1004850//Homo sapiens TGF-beta type I receptor (TGFBR1) gene, exon 1 .//0.0065:284:61//AF054590 
F-HEMBA1004863//Genomic sequence from Mouse 11 . complete sequence.//0.92:250:59//AC000400 
5 F-HEMBA1 004864 

F-HEI\^BA1004865//Human DNA sequence from clone 459L4 oh chromosome 6p22.3-24.1 Contains EST, STS, 
GSS. complete sequencey/3.6e-12:214:72//AL031 120 

F-HEMBA1004880//Homo sapiens Chromosome 16 BAC clohe CIT987SK-A-319E8. complete sequenceV/l.le- 
08:255:69//AC004020 

10 F-HEMBA1 004889//Schistocerca americana Antennapedia homeotic protein (Antp) mRNA, complete cclsy/0.062: 

155:69//U32943 ' 

F-HEMBA1004900//Plasmodium falciparum unidentified mRNA sequence.//0.00055:323:60//Ll 2043 
F-HEMBA1004909//Homo sapiens chromosome 17, clone ,289A8, complete sequence.//9.6e-1 6:1 66:80// 
AC003051 

15 F-HEMBA1 00491 8//Turritella communis mitochondrial 16S ribdsomal RNA gene, partiaL//0.81 :146:65//M94003 

F-HEMBA1004923//Human DNA from overlapping chromosome 19-specific cosmids R32543,, and F15613 con- 
taining ZNF gene family member, genomic sequence, complete sequence.//1 .4e-36:338:78//AC003006 
F-HEMBA1004929//CIT-HSP-2373I16.TR CIT-HSP Homo sapiens genomic clone 2373116. genomic survey se- 
quence. //2.4e-86:443:96//AQ1 08676 . ,vt • 

20 F-HEMBA1004930//Homo sapiens PAC Clone DJ0608H12 from 7q21, complete sequence.//4.6e-20:219:73// 

AC004109 

F-HEMBAl004933//HS-l003-Al-ElO-MRabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 497 Col=19 Row=l, genomic survey sequenceV/1 .4e-28:2l6:85//B30726 

F-HEMBA1004934//Homo sapiens chromosome 21q22.3 PAC., 267010, complete sequence.//0.53:222:61// 
25 AF042091 

F-HEMBA1004944//Homo sapiens clone DJ0736H05, WORKING DRAFT SEQUENCE. 5 unordered pieces.// 
1.20-58:509 :78//AC005482 . 

F-HEMBA1004954//HS_2033_A2_A08_T7 CIT Approved Human denomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2033 Col=16 Row=A, genomic survey sequence.//3.7e-47:243:99//AQ229758 
30 F-HEMBA1004956//Rfalciparum complete gene map of plastid-like DNA (IR-B)7/0.048:421 :58//X95276 

F-HEMBA1004960//Arabidopsis thaliana DNA chromosome 4,^ESSA I contig fragment No. 8.//0. 89:333:58// 
Z97343 ' 
F-HEMBA1 004972 ... , ,^ 

F-HEMBA1004973//RPCI1 1-66P8.TK RPC111 Homo sapiens genomic Clone R-66P8, genomic survey sequence.// 
35 3.56-22:245 :77//A0238471 ' ' " 

F-HEMBA1 004977//Homo sapiens full-length insert cDNA clone YZ83B08.//9.0e-11 :84:98//AF086080 
F-HEMBA1004978//CIT-HSP-2354E10.TR CIT-HSP Homo sapiens genomic clone 2354E10, genomic survey se- 
quence. //0. 0021 : 1 52:66//AQ07571 3 , ; ; ' 

F-HEMBA1004980//HS_3018_A2_E04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone PIate=30l8 Col=8 Row=l, genomic survey sequence://X.9e-77:392:97//AQ071873 

F-HEMBA1004983//Albinaria corrugata isolate cor. Prni .1 16S ribospmal RNA gene, mitochondrial gene for mi- 
tochondrial RNA, partial sequence.//0.0030:276:61//AF031686* ' ' 

F-HEMBA1004995//Homo sapiens chromosome 16, cosmid bridge clone 306E6 (LANL), complete sequence.// 
4.2e-138:640:99//AC005590 • - - j^' ■ ^ 

45 F-HEMBA1005008//Human marinerl transposase gene, c'om^ldte ."consensus sequence.//6.8e-20: 160:88// 
U52077 ^ ■ 

F-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA. complete CdS.//2.0e-144:668:99//AF041474 
F-HEMBA1 00501 9//Homo sapiens mRNA for KIAA0648 protein, partial cds.//1.4e-1 46:693 :98//AB0 14548 
F-HEMBA1005029//Homo sapiens DNA sequence from PAC 97D16 on chromosome 6p21 .3-22.2. Contains an 
50 unknown pseudogene, a 60S Ribosomal protein L24 (L30) LIKE pseudogene and histone genes H2BFC (H2B/c), 

H4FFP (H4/f pseudogene). H2AFC (H2A/c), H3F1K (H3.1/k)rand' a^ pseudogene and tRNA-Thr gene. 

Contains ESTs. STSs, GSSs and genomic marker D6S464, complete sequence.//2.2e-115:668:90//AL009179 
F-HEMBA1005035//Homo sapiens chromosome 17, clone hCITl 75^E_5, complete sequence.//4.6e-1 38:591 :98// 
AC004596 

55 F-HEMBA1005039//CIT-HSP-2338L5.TR CIT-HSP Homo sapiens genomic clone 2338L5, genomic survey se- 
quence./^.7e-61:271:88//AQ055486 ' . 

F-HEMBA1005047//MUS musculus mRNA for Rab24 protein.//3.8e-17:218:73//Z22819 
F-HEMBA1005050//Human Tislld gene, complete cdsy/0.079:251:63//U07802 
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F-HEMBA1005062//Plasmodium falciparum 3D7 chromosome 12, PFYAC69 genomic sequence. WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.01 8:560:56//AC004i588 

F-HEMBA1 005066//Human DNA sequence *** SEQUENCING IN;PFipGRESS *** from clone 774G1 0, WORKING 
DRAFT SEQUENCE.//3.4e-97:432:84//AL034410 ' ' 

5 F-HEMBA1005075//H.saplens DNA 3' flanking simple sequence/egion clone wg2c3.//6.9e-07:176:68//X76589 

F-HEMBA1005079//CIT-HSP-2325M21.TRB CIT-HSP Homo sapiens genomic clone 2325M21, genomic sun/ey 
sequencey/2. 1 e-48:274:93//AQ038720 . , ^ 

F-HEMBA1 005083//HS_2248_B1_D05_MR CIT Approved t^umari Gen'bmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2248 Col=9 Row=H, genomic survey sequence.//3.4e-06:230:64//AQl29575 
10 F-HEMBA1005101//Homo sapiens SYT interacting protein;:rs|l?;i mRNA, complete cds.//1 .3e-1 61 :762:98// 

AF080561 ' V'"'"' • ' 

F-HEMBA1 00511 3//L.esculentum microsatellite repeat DNA regiony/b.0038:742:57//X90770 
F-HEMBA1005123//Homo sapiens clone DJ0673M15. WORKING DRAFT SEQUENCE. 33 unordered pieces.// 
9.6e-83:479:78//AC004854 

15 F-HEMBA1005133//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone Y313F4. WORKING 

DRAFT SEQUENCE.//3.9e-24:576:64//AL023808 

F-HEMBA1005149//Homo sapiens PAC clone DJ430N08 from 22ql2.l-qter, complete sequencey/4.7e-36:283: 
80//AC004542 \ 

F-HEMBA1005152//Homo sapiens chromosome Xp22-67-68V WORKING DRAFT SEQUENCE, 99 unordered 
20 piecesy/5.0e-10:332:64//AC004469 

F-HEMBA1005159//Homo sapiens genomic DNA, chromosome 2lqll .1 , segment 1/5, WORKING DRAFT SE- 

QUENCEy/4.0e-10:734:58//AP000023 

F-HEMBA1 0051 85//H. sapiens GpG Island DNA genomic Msel fragment, clone 91 b2. fonward read cpg91 b2.ft1 ay 
12.2e-1 4:93:1 00//Z63847 : '^ ."I 

25 F-HEMBA1005201//Drosophila melanogaster cosmid 152A3y/4'.ye^35:679:64//AL009194 

F-HEMBA1005202//Canine mRNA for 68kDA subunit of signal recognition particle {SRP68)y/6.7e-1 38:778:90// 
X53744 . 

F-HEMBA1005206//Drosophila melanogaster Su(P) and ahoh-73Bl genes and partial o25 gene and Pros26 

gene.//7.1e-12:376:62//AJ011320 ku.k^rJ^;^f■ 
30 F-HEMBA1 00521 9//Homo sapiens mRNA for KIAA0445 prqteiW.'fcomple^^ cdsy/7.1e-05:411 :60//AB007914 

F-HEMBA1005223//Homo sapiens PAC clone DJ430N08 ffom' 22q12. Vqter, complete sequencey/3.5e-06:212: 
66//AC004542 •'{^iJl'i^-:^! 

F-HEMBA1005232//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered piecesy/3.7e-07:625:57//AC60^3P8:/ ' 
35 F-HEMBA1005241//Homo sapiens PAC clone DJ0777O23 from'7p"lk;-p{5i complete sequencey/8.7e-45: 567:72// 

AC005154 ^ V ^' •" • 

F-HEMBA1005244//Homo sapiens chromosome X clone .U;177G4;:'U152H5, U168D5. 174A6. U172D6. and 
U186B3 from Xp22, complete sequencey/0.96:298:62//AC002365 ... . 
F-HEIVIBA1 005251 ' " ' / / ' 

40 F-HEMBA1 005252//Homo sapiens chromosome 1 7, clone hRPI^.31 8_A1.1 5, complete sequencey/4.5e-1 60:392: 
99//AC005837 ' ' ; 

F-HEMBA1005274//Homo sapiens BAC clone 255A7 from 8q21 containing NBSl gene, complete sequencey/ 
2.3e-05:496:60//AF069291 

F-HEMBA1005275//Human DNA sequence from clone 444C7 on chrornosome 6p22.3-23. Contains an EST, an 
45 STS and GSSs, complete sequencey/5.7e-05:220:64//AL03352i ; ;f 

F-HEMBA1005293//Homo sapiens echinodemi microtubule/associated protein homolog HuEMAP mRNA, com- 
plete cdsy/2.4e-20:338:65//U 9701 8 ■ • ' 
F-HEMBA1 005296 

F-HEMBA1005304//Human DNA sequence from clone 364122 on;^hromosome Xq21.31-22.3. Contains an STS 
50 and GSSs. complete sequencey/1.6e-51:381:78//AL031012 

F-HEMBA1005311 1'$^^'^. I 

F-HEMBA1 0053l4//Homo sapiens genomic DNA, chromosoniie 2rg.1 i .1 , segment 2/28, WORKING DRAFT SE- 
QUENCE.//0.94:226:63//AP000031 1 ':^tt^^\'^' 

F.HEMBA1 00531 5//Homo sapiens BAC810, complete sequenbeyif9.^ 
55 F-HEMBA1 00531 8//Human DNA sequence from PAC 394F1 2 on chromosome X contains EST, STS, CpG island 
cloney/2.6e-05:472:59/^83823 - r'-^'^-'":^ ■ 

F-HEMBA1 005331//Homo sapiens chromosome 17, clone hRRK.'2l4iG^8, complete sequencey/3.3e-90:300:90// 
AC005803 . 
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F-HEMBA1 005338//Homo sapiens mRNA for matrilin-4, partiaiy/1 .4e-1 51 :740:97//AJ007581 

F-HEMBA1 005353//CIT-HSP-231 ON 1 0.TR CIT-HSP Homo sapiens genomic clone 231 ONI 0, genomic survey se- 

quence.//2.1e-86:438:97//AQ016145 ' • . / 

F-HEMBA1005359//Human zinc finger protein ZNF137 mRNA,' complete cds7/1.8e-98:500:88//U0941 4 
5 F-HEMBA1005367//MUS musculus melastatin mRNA. complete (jcls://8.3e-72:577:73//AF047714 

F-HEI\/IBA1 005372//Human DNA sequence from PAC 293E1 4 contains ESTs. STS.//1 .3e-07:274:66//282900 
F-HEMBA1 005374//Homo sapiens clone 277F1 0. WORKINiS DRAFT SEQUENCE, 5 unordered piecesy/1 .9e-48: 
611:69//AC004813 ' f' l ■ " 

F-HEMBA1005382//HS_3063_B2_F11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Piate=3063 Col=22 Row=L, genomic survey sequ"ence.//l;6e-27:154:98//AQ 103204 

F-HEMBA1005389//Plasmodium falciparum telomere nucleotide. sequehce.//4.0e-07:443:6l//M231 75 
F-HEMBA1005394//C1T-HSP-2368B11 TR CIT-HSP Homo sapiens genomic clone 2368B11 , genomic survey se- 
quence.//7.6e-17:225:71//AQ076749 

F-HEMBA1005403//Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 423B22, WORKING 

15 DRAFT SEQUENCE.//4.5e-1 31 :278:98//AL034379 

F-HEMBA1005408//HS_3007_B2_G04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3007 Col=8 Row=N, genomic survey sequence.//8.0e-06:2l8:66//AQ294366 
F-HEMBA1 00541 0//Human DNA sequence from cosmid cUl20E2,,on chromosome X contains Lowe oculocere- 
brorenal syndrome (OCRL) ESTs and STS.//1 .5e-41 :432:76//Z73496 

20 F-HEMBA1005411 , ^ . > :v, . 

F-HEMBA1005423//Homo sapiens cyclin-dependent kinase irihibitoir (CDKN2C) mRNA, complete cdsT/l .Oe-169: 
537:99//AF041248 

F-HEMBA1 005426 : 

F-HEMBA1005443//Homo sapiens chromosome 19, BAC.CIT-B-i9ln6, complete sequence.//7.le-37:260:76// 
25 AC005130 ; , ; ' 

F-HEMBA1005447//CIT-HSP-2173N7.TR CIT-HSP Homo ^apienk' genomic clone 2173N7, genomic survey se- 
quence.//5.0e-1 33:631 :98//B93234 

F-HEMBA1 005468//Human DNA sequence from clone 20J23^on'chrbmosrome Xq26.2-27,2 Contains ras-related 
C3 botulinum toxin substrate 1 (P21-RAC1) (ras-like protein TC25),EST, CA repeat, STS, CpG island, complete 
30 sequence.//1.5e-118:868:83//AL022576 , " 

F-HEMBA1 005469//Homo sapiens chromosome 1 6, PI clone 96^B*(l,ANL), complete sequencey/1 .2e-1 79:838: 
99//AC005212 ! ' : •>/ 

F-HEMBA1 005472//Human DNA sequence *** SEQUENCING IN PRdGRESS *** from clone 228H13. WORKING 
DRAFT SEQUENCE.//3.4e-20: 1 87:74//AL031 985 
35 F-HEMBA1 005474//Homo sapiens genomic DNA, chromosome 21 ql 1.1, segment 12/28, WORKING DRAFT SE- 

QUENCEy/4.1e-22:445:65//AP000041 ' ' ' 

F-HEMBA1005475//CIT-HSP-2322D14TR CIT-HSP Homo sapiens genomic clone 2322D1 4, genomic survey se- 
quence7/6.7e-51 :269:97//AQ026941 

F-HEMBA1005497//HS_3097_A2_G05_T7 CIT Approved Hurnan Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3097 Col= 1 0 Row=M, genomic sun^ey sequence7/1 .4e-66:345:96//AQ1 0381 0 

F-HEMBA1 005500//Homo sapiens PAC clone DJI 09301 7 from 7q'"1 f .23-q21 , complete sequencey/5.4e-1 78:81 8: 
98//AC004957 ' /. ' ; ■ , 

F-HEMBA1005506//MUS musculus (clone 0EBF17) early B-ceil factor (EBF) mRNA, complete cdsy/2.6e-06:73: 

98//L12147 . ; 

45 F-HEMBA1005508//Homo sapiens clone hRPK.1_^A_1, complete sequencey/0.00012:455:60//AC0061 96 

F-HEMBA1005511//Homo sapiens MHC Class 1 regiony/3.3e-43:421:77//AF055066 

F-HEMBA1005513//Drosophila melanogaster males-absent on the first (mof) gene, complete cds 7/2.36-20:352: 
69//U71219 ^''I'^iS. '■■ 

F-HEMBA1 00551 7//Homo sapiens DNA for (CGG)n trinucleotide -repeat region, isolate E77/2.5e-08:431:62// 
50 AJ001216 '''' t't:i--i J 

F-HEMBA1005518//M. musculus mRNA for paladin geney/8.2e-96V651 :81//X99384 

F-HEMBA1005520//Homo sapiens clone DJ0876A24. WORKING DRAFT SEQUENCE, 6 unordered pieces7/ 
7.8e-167:755:99//AC004913 

F-HEMBA1 005526//Homo sapiens chromosome 9, clone hRPK,202lH:i3, complete sequence 7/2.4e-42:475:73// 
55 AC006241 

F-HEMBA1005528//MUS musculus mCAFI protein mRNA, complete cds7/1.2e-94:51 2:92//U2 1855 
F-HEMBA1 005530 ' J ; V 

F-HEMBA1 005548//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 970A1 7, WORKING 



1777 ■) 



EP1 074 617 A2 



DRAFT SEQUENCEy/9.4e-87:422:99//AL034431 • ! ^ . 

F-HEMBA1005552//Homo sapiens PAC clone DJ0807C1 5 from 7q34-q36, complete sequence.//6.1e-41 :486:68// 
AC004743 * ' V ^ . • 

F-HEMBA1 005558//Drosophila melanogaster DNA sequence (Pi psop837 (D87)), complete sequence.//2.9e-l 9: 
5 306:68//AC004377 / ] 

F-HEMBA1005568//Plasmoclium falciparum 3D7 chromosome' 12.PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.0093:345:60//AQ0p41.53 

F-HEMBA1 005570//Plasmodium falciparum chromosome 2, section'44 of 73 of the complete sequence.//4.2e-09: 
592:59//AE001407 

10 F-HEMBA1005576//Homo sapiens mRNA for KIAA0463 protein, partial cds 7/5. 9e-1 27:61 0:98//AB007932 

F-HEMBA1005577//HS-1004-A1-E11 -MR.abi CIT Human Genomic. Spemi Library C Homo sapiens genomic 
clone Plate=CT 498 Col=21 Row=l. genomic survey sequencey/6.0003'4:254:64//B30971 
F-HEMBA1005581//Rattus norvegicus mRNA for MEGF5. complete cds.//4.0e-57:826:65//AB011531 
F-HEMBA1005582//HS_3242_A1_B07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

15 nomic clone Plate=3242 Col=13 Row=C, genomic survey sequence,//1 .1e-13:91 :98//AQ211275 
F-HEMBA1 005583 

F-HEMBA1 005588//Homo sapiens PAC Clone DJ11 88N21 from 7ql 1 .23-q2l .1 , complete sequence.//8.7e-3l :283: 
75//AC006025 

F-HEMBA1 005593//Homo sapiens chromosome 1 7, clone hRPK.332_H_1 8, complete sequencey/8.3e-l 58:748: 
20 99//AC005746 r ' * 

F-HEMBA1005595//CIT-HSP-2309F14.TF CIT-HSP Homo sapiens genomic clone 2309F14, genomic survey se- 
quence.//6.4e-30:194:91//AQ016527 :u 

F-HEMBA1005606//CIT-HSP-2326I6.TR CIT-HSP Homo sapiens, genomic clone 232616, genomic survey se- 
quence.//0.0014:132:70/yAQ041484 ' i ^ Kv j'd ^ 

25 F-HEIVIBA1 005609//Homo sapiens clone RG31 5H11 , WORKING DRAjf T. SEQUENCE, 5 unordered piecesy/2.9e- 

33:249:85// AC005089 V&Y'p.'? 

F-HEMBA1 00561 6//Homo sapiens DNA sequence from PAC 43013 on chromosome Xq21 .1 -Xq21 .3. rab proteins 
geranylgeranyltransferase component A 1 (rab escort protein 1 )'(REP:-1 ) '(choroideraemla protein) (TOD protein)y/ 
6.5e-29:279:69//AL009175 ' M " 

30 F-HEMBA1 005621//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 33001 2. WORKING 

DRAFT SEQUENCEy/6.4e-90:158:87//AL031 731 ; , 

F-HEMBA1005627//RPCI11-34P9 TJ RPCI-11 Homo sapiens .geriorh)aclone RPCI-11-34P9, genomic survey se- 
quencey/0.014:168:67//AQ045110 ''^\'f '' 

F-HEMBA1005631//Homo sapiens PAC clone DJ1086D14, complete sequencey/1 .0e-149:736:93//AC004460 
35 F-HEMBA1 005632 

F-HEMBA1005634//Human DNA sequence from PAC 187N2ton chromosome 6p21.2-6p21 .33. Contains ESTsy/ 
6.6e-38:452:67//Z98036 

F-HEMBA1005666 . , , 

F-HEMBA1005670//Homo sapiens PAC Clone DJ0665C04 from 7pi4-pi 3, complete sequencey/5.i e-59:687:74// 
40 AC004850 

F-HEMBA1005679//Homo sapiens clone DJ0425I02, WORKING DRAFT SEQUENCE, 5 unordered pieces.//1 .Oe- 
47:357:85//AC005478 

F-HEMBA1 005680 ' ' 

F-HEMBA1005685//RPC111-23D19.TKBR RPCI-11 Homo sapiens genomic clone RPCI-11-23D19, genomic sur- 
45 vey sequencey/0.99:228:63//AQ0l3742 > V^^' 

F-HEMBA1 005699//Human ligand for eph-related receptor tyrosine kinases (EPLG8) mRNA, complete cds.//i .4e- 
72:406:92/^57001 . ^Jf-';l \ 

F-HEMBA1005705//Human (D21S172) DNA segment containing i(C A) repeat.//0.00040:190:66//X56513 
F-HEMBA1 00571 7//Plasmodium falciparum MAL3P1 , complete sequencey/0.0099:260:63//Z97348 
50 F-HEMBA1005732//Human mRNA for KIAA0003 gene, comp!ete;cds.y/8.1e-19:151 :88//Dl4697 

F-HEMBA1 00573 7//Homo sapiens PAC clone DJ1099C19 fromr7q21-q22, complete sequencey/5.6e-1 5:1 57:79// 
AC005156 ; 

F-HEMBA1005746//RPCI11-63N8.TKRPCI11 Homo sapiens genomic Clone R-63N8. genomic survey sequence.// 
1.3e-1 8:11 3:1 00//AQ238535 ^ ,.' ^ ' 

55 F-HEMBA1005755//Homo sapiens DNA sequence from PAC 95C20 on chromosome Xpl 1 .3-1 1 .4. Contains STSs 

and the DXS7 locus with GT and GTG repeat polymorphisms, complete sequencey/3.6e-56:764:70//Z97l8l 
F-HEMBA1005765//Human DNA sequence from PAC 288L1 on chromosome 22ql2-qter contains ESTs and pol- 
ymorphic OA repeat (D22S1152)y/1.1e-30:275:77//Z82196 '''' : , 
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F-HEMBA1005780//RPCI11-74E19.TJ RPC111 Homo sapiens genomic clone R-74E19, genomic survey se- 
quence.//0.0011:283:62//AQ268432 _ 

F-HEMBA1005813//Homo sapiens PAC clone DJ0167F23 from ; 7pl5, complete Sequencey/0.14:326:61// 
AC004079 i/i ' V '. ■ 

5 F-HEMBA1005815//M.musculus mRNA for skeletal muscle-specific calpain.//6.3e-10:706:59//X92523 

F-HEMBA1005822//Mouse Bac 291 G1 6, WORKING DRAFT SEQUENCE, 19 unordered pieces.//0. 87:41 7:56// 
AC003020 " . 

F-HEMBA1005829//Homo sapiens Chromosome 22qll.2 Fosmid Clone f39e1 In DGCR Region, complete se- 
quenceV/8.8e-42:370:79//AC000094 
10 F-HEMBA1 C05834//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the altema- 

tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequencey/2.1 e-42:690:67//AL022577 

F-HEMBA1005852//Rrubripes GSS sequence, clone 163A22aE9, genomic survey sequence.//4.3e-07:253:59// 
15 AL018749 

F-HEMBA1005853//CIT-HSP-2289L23.TR CIT-HSP Homo sapiens.genomic clone-2289L23, genomic survey se- 
quence.//2.2e-68:333:99//B98952 

F-HEMBA1005884//Homo sapiens chromosome 5, BAC clone 78c6 (LBNL H1 91), complete sequencey/1 .9e-57: 
331:87//AC005351 

20 F-HEMBA1005891//Homo sapiens PAC clone DJ0997N05.fr6m-7qii.23-q2l.1, complete sequencey/5.le-l82: 
864:98//AC004945 . ' Vviv : 

F-HEMBA1005894//Homo sapiens. WORKING DRAFT SEQUENCE.^ 52 unordered pieces.//3.0e-44:340:80// 
AC004086 '\ ^"i^y-V' 

F-HEMBA1005909//Homo sapiens DNA sequence from PAC 127D3 on chromosome 1q23-25. Contains FM02 
25 and FM03 genes for Flavin-containing Monooxygenase 2 arjd^RaVJri-iontaining Monooxygenase 3 (Dimethyl- 
aniline Monooxygenase (N-Oxide 3, EC1. 14.13.8, Dimethylaniline Oxidase 3, FMO II, FMO 3), and a gene for 
another, unknown, Flavin-containing Monooxygenase family protein,, Contains ESTs and GSSs, complete se- 
quence.//8.3e-12:828:57//AL021026 - . , ' > 

F-HEMBA1 00591 1//Human DNA sequence from clone 11 58E1 2 on^ chromosome Xpll. 23-1 1.4 Contains EST, 
30 STS, GSS, CpG island, complete sequenceV/l .0e-44:328:77//AL031584 

F-HEMBA1005921//Homo sapiens chromosome 17, clone hRPK.112_H_10, complete sequencey/1 .3e-41:431: 
77//AC005666 

F-HEMBA1 005931//Homo sapiens chromosome 1 2p1 3.3 cl9ne'RPC]4-761 J1 4. WORKING DRAFT SEQUENCE, 
60 unordered pieces.//l.1e-29:394:70//AC006086 
35 F-HEMBA1005934//Homo sapiens PAC clone DJ1140G11 from I4q24.3, complete sequence.//8.1e-06:1 15:80// 

AC004974 

F-HEMBA1005962//RPCI11-17O15.TV RPCI-11 Homo sapiens.genomic clone RPCI-11-17015, genomic survey 
sequence7/9.5e-36:315:84//B82821 ' ' 

F-HEMBA1005963//HS_3055_A1_E08_MR CIT /^proved Hunian Genomic Sperm Library D Homo sapiens ge- 
40 nomrc clone Plate=3055 Col=1 5 Row=l. genomic survey sequehciei7/9.3e-73:372:97//AQ 147357 

F-HEMBA1005990//Homo sapiens 1-1 receptor candidate .protein mRNA, complete cds.//1.3e-1 49:697:99// 
AF082516 ^ '^'i -' :' 

F-HEMBA1 00599i//Piasmodium falcipanjm chromosome 2j sectidri'45 of 73 of the complete sequencey/6.3e-07: 

423:60//AE001408 " -■i-".. 

45 F-HEMBA1 005999//Homo sapiens chromosome 4 clone C0026P05 map 4P1 6, complete sequencey/3.8e-09;360: 

64//AC005599 . ^ ' ^ ^ 

F-HEMBA1 006002 :3 . 

F-HEMBA1006005//Homo sapiens MLL (MLL) gene, exons.1:3; and pairtial cdsy/4.5e-83:495:90//AF036405 
F-HEMBA1 006031 ■ '! • 

50 F-HEMBA1 006035 • ./ "J * 

F-HEMBA1006036//Human (lambda) DNA for immunogloblin light chain y/2.4e-59:652:74//D87009 
F-HEMBA1006042//Homo sapiens chromosome 10 clone CIT987SK-1 057121 map 10q25, complete sequencey/ 
2. 1 0-43:330:701 1 AC005386 

F-HEMBA1006067//Plasmodium falciparum 3D7 chromosome .12 PFYAC8 12 genomic sequence, WORKING 
55 DRAFT SEQUENCE, 8 unordered piecesy/0.11 :433:59//AC004153- 

F-HEMBA1 006081 

F-HEMBA1 006090//. complete seq uence 7/4.56-1 39 :748:92//ACob5500 

F-HEMBA1006091//Homo sapiens gene encoding telethonin, exons 1 to 2, partial y/0.0091 :346:62//AJ011098 
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F-HEMBA1 0061 00//Homo sapiens chromosome 1 0 clone C IT987SK0 1 43A1 1 map 1 0q25, complete sequence.// 
2.8e-1 8:1 80:78//AC005880 

F-HEMBA1 0061 08//Human DNA sequence from clone 889N1 5 on chromosome Xq22.1 -22.3. Contains part of the 
gene for a novel protein similar to X. laevis Cortical Thymocyte-Marker CTX, the possibly alternatively spliced gene 
5 for 26S Proteasome subunit p28 (Ankyrin repeat protein), a novel gene and exons 36 through 45 of the COL4A6 

for Collagen Alpha 6(IV). Contains ESTs, STSs, GSSs and a putative CpG island, complete sequencey/0. 26:84: 
71//AL031177 

F-HEMBA1 0061 21 //Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 691 N24, WORKING 
DRAFT SEQUENCE.//5.2e-1 8: 1 47:87//AL031 672 
10 F-HEMBA1 0061 24//CIT-HSP-2355B1 7.TF CIT-HSP Homo sapiens genomic clone 2355B1 7, genomic survey se- 

quence.//0.044:225:61//AQ058966 * ^ 

F-HEMBAi006i30//ClT-HSP-386/\20.TF CIT-HSP Homo sapiens genomic clone 386A20, genomic survey se- 
quence.//8.8e-07:173:69//B55085 f ■ 

F-HEMBA1006138//Homo sapiens DNA sequence from PAC 454M7 on chromosome Xq25-26.3. Contains the 
15 0CRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-i". Contains ESTs. STSs and GSSs, complete 
sequence.//7.5e-22:164:75//AL022162 

F-HEMBA1006142//. complete sequence.//7.9e-125:586:99//AC00556o 

F-HEMBA1 0061 55//H. sapiens CpG Island DNA genomic Msel fragment, clone Il9b6, forward read 
cpg119b6.ft1ay/1.0:85:72//Z64428 ' [ ' 

20 F-HEMBA1006158//Homo sapiens transcription factor forkhead-like' 7'(FKHL7) gene, complete cdsy/1.1e-185: 

852:99//AF048693 

F-HEMBAl006l73//striatum enriched phosphatase=protein-tyrosine-phosphatase [rat, striata, mRNA, 2815 ntJV/ 
8.4e-50:642:73//S49400 -'i:,: . 

F-HEMBA1006182//Homo sapiens Chromosome 15q26.1 PAC clone pDJ105i19, complete sequencey/1 .4e-22: 

25 194:74//AC005318 ' ; \^ ' 

F-HEMBA1006198 ' '\ 'V^'-. ' 

F-HEMBA1006235//Homo sapiens clone 24422 mRNA sequencey/2.6e-175:836:98//AF070557 
F-HEMBA1006248//Pinctada fucata mRNA for insoluble protein, 'complete cdsy/8.2e-05:359:61//D86074 
F-HEMBA1 006252//Human DNA sequence *** SEQUENCING !N PROGRESS *** from clone 531 H16, WORKING 

30 DRAFT SEQUENCE.//0.98:397:58//AL031664 f, ' ' 

F-HEMBA1 006253 . J ^- ? , 

F-HEMBA1006259//HS_2231_A1_D10_MF CIT Approved Humian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2231 CoI=l9 Row=G, genomic survey sequence.//1.2e-11:233:68//AQ1 52722 
F-HEMBA1006268//Homo sapiens Xp22-132-134 BAC GSHB-590J15;(Genome Systems Human BAC library) 
35 complete sequencey/5.2e-27:1 56:85//AC004673 .! 

F-HEMBA1006272//Human endogenous retrovirus gag mRN/vy/f:ie-.ll5:B47:80//X^^^ 
F-HEMBA1006278//MUS musculus poly(A) polymerase VI mRNArcompllete cdsy/2.1e-57:665:70//U58134 
F-HEMBA1006283 . ^ . 

F-HEMBA1006284//Streptomyces fradiae tylactone synthase, starter module and modules 1-7, (tylG) gene, com- 

40 plete cdsy/9.6e-06:623:60//U78289 .. " : * . 

F-HEMBA1006291//HS_2208_A1_C03_MR CIT Approved Humap Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2208 Col=5 Row=E, genomic survey sequehcey/1.2e-13:105:92//AQ091804 
F-HEMBA1006293//Sequence 8 from patent US 5721351.//5.6e-77:580:75//l89415 
F-HEMBA1 006309//Caenorhabditis elegans cosmid F01 F1 y/1 .1 e:21 :420:63//U1 3070 

45 F-HEMBA1 00631 0//Rattus norvegicus cytosolic sorting proteiri' PACS-1 a (PACS-1 ) mRNA, complete cdsy/6.8e- 

120:748:85//AF076183 ' I. 

F-HEMBAl00632a//Homo sapiens fragile X mental retardation prptejn (ffMR-i) gene (6 alternative splices), com- 
plete cdsy/1 .5e-46:485:73//L29074 

F-HEMBA1 006334//HS-1 051 -B2-F01 -MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
50 Plate=CT 773 Col=2 Row=L, genomic survey sequencey/0.b032:6f:91//B40563 

F-HEMBA1 006344//HS-1 009-A2-B02-MRabl CIT Human Genornlc Sperm Library C Homo sapiens genomic clone 
Plate=CT331 Col=4 Row=C, genomic survey sequence.//3.3e^09:218:66//B31420 

F-HEMBA1006347//Drosophila melanogaster males-absent oa the first (mof) gene, complete cdsy/l.6e-3l:484: 

68//U71219 ■. 

55 F-HEMBA1006349//HS-1054-A1-G06-MR.abi CIT Human Geni^mib^-Spe^ Library C Homo sapiens genomic 

clone Plate=CT 776 Col=11 Row=M, genomic survey sequence.7/5t4e-1 5:95: 100//B41 671 
F-HEMBA1006359//Human ZNF43 mRNA.//1 .40-115:823 :81//X59244 . 
F-HEMBA1006364//Mouse mRNA for transforming growth factor-beta2://2.7e-10:247:71//X57413 
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F-HEMBA1006377//MUS musculus Chromosome 7, clone 19K5; complete sequencey/3.0e-57:401 :81//AC002327 
F-HEMBA1006380//CIT-HSP-2172K18.TF CIT-HSP Homo sapiens genomic clone 21 72K1 8. genomic survey se- 
quence.//1 .38-11 0:525:99//B92570 

F-HEMBA1 006381//HS-1 045-B2-F1 0-MRabl CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
5 Plate=CT 828 Col=20 Row=L, genomic survey sequence.//4.4e-05:163:70//B37813 

F-HEMBA1006398//Homo sapiens 12q24.2 BAG RPCl11-360El j :(Roswell Park Cancer Institute Human BAG 
Library) complete sequence.//3.8e-62:370:86//AC004806 ,.. ,5., . , 

F-HEMBA1 00641 6//Homo sapiens chromosome 5, PI clone ^p4^ F^b (LBNL H88), complete sequencey/3.7e-15: 

157:78//AC005179 , \ r 

10 F-HEMBA1 00641 9//Human DNA sequence from clone 71 LI 6 'on- chromosome Xpll. Contains a probable Zinc 

Finger protein (pseudo)gene, an unknown putative gene, a pseudogene with high similarity to part of antigen Kl- 

67, a putative Ghondroitin 6-Sulfotransferase LIKE gene and a kl/^0267 LIKE putative Na(4-)/H(+) exchanger 

protein gene. Contains a predicted CpG island, ESTs, STSs and^aSSs and genomic markers DXS1003 and 

DXS1 055. complete sequence.//1 .2e-39:752:63//AL0221 65 / 
15 F-HEMBA1006421//Homo sapiens chromosome I4q24.3 clone BAe270M 14 transforming growth factor-beta 3 

(TGF-beta 3) gene, complete cds; and unknown genes.//2.4e-41:438:76//AF1 07885 

F-HEMBA1006424//Human DNA sequence from clone 51J12 on chromosome 6q26-27. Contains the 3' part of 
the alternatively spliced gene for the human orthologs of mouse QKI-7 and QKI-7B (KH Domain RNA Binding 
proteins) and zebrafish 2KQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence.// 
20 0.027:293:64//AL031781 

F-HEMBA1006426//Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 292E10, WORKING 
DRAFT SEQUENCE.//1 .76-50:31 0:80//Z93930 

F-HEMBA1 006438//Liverwort Marchantia polymorpha chloroplast genome DNA.//0.051 :440:59//X04465 
F-HEMBA1 006445//Felis catus ras p21 (H-ras) mRNA, partial c"ds.//1 .0':238:59//U62088 
25 F-HEMBA1 006446//Plasmodium falciparum DNA*** SEQUENClNGrIN PROGRESS *** from MALI P6, WORKING 

DRAFT SEQUENCE.//2.4e-05:702:58//AL031749 

F-HEMBA1006461//Homo sapiens chromosome 19, cosmid ,B30676, complete sequence.//8.6e-55:409:83// 
AC004560 • 

F-HEMBA1006467//Homo sapiens chromosome 17, clone :hRPK.346^K_10, complete sequence.//1 .0:293:59// 
30 AC006120 V ' 

F-HEMBA1006471//Plasmodium falciparum 3D7 chromosome. 12. PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//1 .4e-05:73l :59//Ac6d4709 

F-HEMBA1006474//CIT-HSP-2017H3.TF CIT-HSP Homo s'apiens^genbmic Clone 201 7H3, genomic survey se- 
quence.//5.2e-60:435:83//B54247 ' 
35 F-HEMBA1006483//Homo sapiens chromosome 5, BAG clone 8e5. (LBNL H167), complete sequence.//2.9e-48: 

286:84//AC004752 " ; 

F-HEMBA1006485//Homo sapiens BAG Clone NH0044G14 fr6lTi;7q1r.23-2l.l. complete sequencey/0.96:283: 
59//AC006031 . ' ' 

F-HEMBA1006486//Human DNA sequence from clone 353H6 on' chromosome Xq25-26.2. Contains the alterna- 
te tively spliced SMARCA1 gene for SW1/SNF related, matrix' a^soblated; actin dependent regulator of chromatin, 
subfamily a. member 1 (SNF2L1 ) and a 40S RIbosomal Protein S26 p^'eudogene. Contains ESTs, STSs and GSSs, 
complete sequencey/1 .8e-14:259:67//AL022577 

F-HEMBA1006489//Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 467K1 6. WORKING 
DRAFT SEQUENCE.//6.6e-11 :595:61//AL031283 . 
45 F-HEMBA1 006492//Homo sapiens chromosome 1 7, clone hRPK.269_G_24, complete sequencey/6.0e-1 22:337: 
100//AC005828 ' ; ' " 

F-HEMBA1 006494//Homo sapiens Chromosome 7qtelo BAG Ei3,'cbmpiele sequence.//3.8e-23:459:68//AF093l 1 7 
F-HEMBA1006497//HS_3023_B2_H03_T7 GIT Approved Human Genomic Sperni Library D Homo sapiens ge- 
nomic clone Plate=3023 Col=6 Row=P, genomic survey sequence://2.3e-81 :433:95//AQ093846 
50 F-HEMBA1 00 6502//H. sapiens 7SL repeat (clones 2-1 9b)yn .6e:{3:j36:87//X62364 

F-HEMBA1006507//Homo sapiens mRNA for KIAA0666 protein, partial cdsy/2.3e-1 3 

F-HEMBA1006521//Human BAG clone RG167B05 from 7q2i :cpm|Dlete sequencey/4.3e-27:406:71//AC003991 
F-HEMBA1006530//Human DNA sequence *** SEQUENCING INf PROGRESS *** from clone 1018D12, WORK- 
ING DRAFT SEQUENCEy/2.9e-27:408:65/^L031650 , l-X . 
55 F-HEMBA1 006535//Plasmodium falciparum DNA *** SEQUENCiNGIRF^ROGRESS *** from MAL4P1 , WORKING 

DRAFT SEQUENCE.//0.028:599:60//AL034557 ^ . ^ 

F-HEMBA1006540//Homo sapiens multi PDZ domain protein MUPPI (l\ilUPPl) mRNA, complete cds.//l .4e-l71: 
654:98//AF093419 ; .J • , 
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F-HEMBA1 006546//Human DNA sequence from cosmid 232L22, between markers DXS366 and DXS87 on chro- 
mosome X contains ESTs glycerol kinase pseudogene.//3.8e-1 04:81 1:80//273986 
F-HEMBA1006559//MUS musculus PRAJA1 (Prajal) mRNA. complete cds.//4.8e-99:386:82//U 06944 
F-HEMBA1006562//Human fructose-1,6-blphosphatase (FBPI ) gene.'exon 1.//0. 01 2:322 :60//U21 925 

5 F-HEMBA1006566//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered pieces.//0.0026:580:58//ACb0!5i504 
F-HEMBA1006569//Ovls aries beta actin mRNA, complete.cdsy/6.3e=08:231 :70//U39357 
F-HEMBAl006579//CIT-HSP-2380A22TRCIT-HSPHomosapie^ 2380A22, genomic Survey se- 

quence.//0.036:250:62//'AQ197107 i - 

10 F-HEMBA1006583//Mycobacterium tuberculosis H37Rv completel genome; segment 143/1627/1.0:225:63// 

AL021841 ■ . 

F-HEMBA1006595//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 30A23. WORKING 
DRAFT SEQUENCE7/3.6e-50:689:69//AL022156 r' 

F-HEMBA1006597//Homo sapiens Chromosome 7 BAC Clone 239cl0,'WORKING DRAFT SEQUENCE, 9 unor- 
15 dered pieces.//l .9e-42:253:84//AC004l66 . " < L ' - 

F-HEMBA1006612//RPCI11-88F20TJ RPCI11 Homo sapiens genomic clone R-88F20, genomic survey se- 
quence .//1.le-51:266:98//AQ286726 . 

F-HEMBA1 00661 7//HS_2193_B2_H07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=2l93 Col=l4 Row=P, genomic survey sequenceV/l .1e-59:413:85//AQ299685 
20 F-HEMBA1006624//Human DNA sequence from clone 406A7 on chromosome 6q23-24. Contains three pseudo- 

genes similar to Elongation Factor 1 -Alpha (EF-1 -ALPHA, Statin SI ), 60S Acidic Ribosomal Protein PI and NADH- 
Ubiquinone Oxido reductase 1 5 kDa subunit, and part of the Microtuble Associated Protein E-MAP-1 1 5 gene. Con- 
tains ESTs, STSs and GSSs, complete sequence.//l .4e-35:257:89//ALq23284 

F-HEMBA1006631//Homo sapiens Chromosome 11q23 PAC c;lpne'ppj356d6, complete sequencey/9.6e-112: 
25 800:83//AC002036 ^ ^ 

F-HEMBA1006635//PlasmodiumfalcipaaimDNA***SEQUENCING IN PROGRESS **• from MAL1P2, WORKING 
DRAFT SEQUENCE./l'0.15:393:58//AL031 745 ^ 

F-HEMBA1006639//Petromyzon marinus polyadenylate binding protein (PABP) mRNA, complete cds.//9.6e-15: 

318:68//AF032896 1 / 

30 F-HEMBA1006643//Homo sapiens clone DJ0902E20. WORKINGibRAFT SEQUENCE. 1 unordered pieces.// 

0.58:254:65//AC006148 j 

F-HEMBA1 006648//MUS musculus integrin binding protein kinase mRNA; complete cdsy/1 .5e-37:108:88//U94479 
F-HEMBA1006652//Homo sapiens Chromosome 5, BAC clone S^SgjeHLsNL HI 80), complete sequenceV/l .3e- 
154:671 :96yyAC005601 -^i'^^ 
35 F-HEMBA1 006653 ,5^1;^/. 

F-HEMBA1 006659//Homo sapiens PAC Clone DJ0905J08 fr6nfi'7pl2:pii 4, complete sequence.//5.2e-1l 0:254:93// 
AC005189 ■ \ ' 

F-HEMBA1006665//Homo sapiens Xp22 BAC GSHB-590J6 (Genome Systems Human BAC library) complete 
sequenceV/l .4e- 1 4: 1 77:76//AC004554 
40 F-HEMBA1006674//Homo sapiens mRNA for nucleolar protein,hNop;56,//5.5e-15:122:90//Y12065 

F-HEMBA1006676//Homo sapiens chromosome 19, fosmid "3750^, complete sequence.//0. 098:2 18:63// 
AC004755 

F-HEMBA1006682//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 668J24. WORKING 
DRAFT SEQUENCE.//1 .48-05:71 9:57//AL034346 \ ^ 

45 F-HEMBA1006695//Homo sapiens clone DJ0935K16, complete sbquerice.//3.1 e-22: 151 :78//AC006011 

F-HEMBA1006696//CITBI-E1-2522D16.TFCITBI-E1 Homo sapiens'genomic Clone 2522D1 6, genomic survey se- 
quence.//5.6e-17:324:66//AQ280738 * ' " 

F-HEMBA1 006708 

F-HEMBA1 006709 xf;^ 
50 F-HEMBA100671 7//HomosapienscloneGS308H05, WORKING E)i=^AFTSEQUENCE.6unorderedpiecesy/3.3e- 

08:1 36:79y/AC005537 . * 'g^- . : 

F-HEMBA1 006737//Homo sapiens chromosome 1 7, clone h'RPK:2693_24, complete sequence.//5.8e-1 62:497: 
98//AC005828 r 

F-HEMBA1006744//Homo sapiens Chromosome 11p14.3 PAG cldri4ppji034g4, complete sequencey/7.4e-48: 
55 320:87y/AC004796 . ^r^S^^^ ^ 

F-HEMBA1006754//Human DNA sequence from PAC82J11 and cosmid U134E6 on chromosome Xq22. Contains 
NIK like and Thyroxin-binding globulin precursor (T4-binding.glob.uliiri, TBG) genes, ESTs and STSs7/4.1e-129: 
804:85//Z83850 i ' ' 
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F-HEMBA1006758//Homo sapiens chromosome 5, BAC clone I82a8 (LBNL H161), complete sequencey/2.2e- 
162:766:99//AC005752 

F-HEMBA1 006767//Human Xq28 cosmid U247A3 from LLOXNCOl X chromosome library, complete sequenceV/ 
1 .26-1 9:326 :69//U73465 " f'^' • 

5 F-HEMBA1006779//Human DNA sequence from clone 80119 on chrombsome 6p2l .31-22.2 Contains genes and 

pseudogenes for olfactory receptor-like proteins, STS, GSS, complete sequence.//1 .4e-1 03:355:87//AL022727 
F-HEMBA1006780//CIT-HSP-2359P7.TR CIT-HSP Homo sapiens genomic clone 2359P7, genomic survey se- 
quence.//0.072:147:68/^AQ077208 " > A{ ' ^ 

F-HEMBA1006789//nbxb0037l13r CUGI Rice BAC Library Oryza s'ativa genomic clone nbxb0037l13r, genomic 

10 survey sequence7/0. 00011 :288:63//AQ290474 . ' 

F-HEiVIBA1006795//CIT-HSP-2307E3.TF CIT-HSP Homo sapieris genomic clone 2307E3, genomic survey se- 
quence.//5. 1 e-80:420:96//AQ02051 1 

F-HEMBA1006796//Human clone 23803 mRNA. partial CdS.//4.5e-06:202:68//U79298 
F-HEMBA1006807//Homo sapiens mRNA for SP0P.//1 .2e-66:651 :73//AJ000644 
15 F-HEIVIBA1006821//Homo sapiens chromosome 17, clone hRPC.62_0_:9, complete sequencey/6.0e-11 6:541: 

99//AC004797 

F-HEMBA1006824//Homo sapiens chromosome 19, cosmid R29368. complete sequencey/0.40:l 59:66// 
AC004262 

F-HEMBA1006832//Homo Sapiens (subclone 3_g8 from Pi H25) DNA sequence, complete sequenceV/l .8e-24: 
20 323:71//AC002196 , . 

F-HEMBA1 006849//Homo sapiens genomic DNA of 9q32 anti-bncogene,of flat epitherium cancer, segment 4/1 0.// 
0.15:403:60//AB020872 

F-HEMBA1 006865//Plasmodium falciparum chromosome 2, section 6 of 73 of the complete sequence 7/0.20:472: 
57//AE001369 

25 F-HEMBA1 006877//l\/lus musculus clone OST9241 , genomic surv;ey.sequencey/3.4e-79:641 :76//AF046757 

F-HEIVIBA1006885//HS_2208_B2_G06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2208 Col=l2 Row=N, genomic survey sequence 7^^^^^ 

F-HEMBA1 006900//Human DNA sequence from clone 496N1 7 pW^chrbmosome 6pil .2-12.3 Contains EST, GSS, 
complete sequencey/5.4e-07:298:65//AL031 321 ? ' ' 

30 F-H EM BA1 00691 4//S.pombe chromosome II cosmid c16H5.//p:p0046'194:66//AL022104 

F-HEMBA1006921//Homo sapiens BAC clone GS114I09 from 7p14-p15, complete sequencey/1 .1e-174:813:99// 
AC006027 :fi.f^t..<-. - 

F-HEMBA1006926//Caenorhabditis elegans cosmid ZKl857/6.0675?i!83:65//AF036704 
F-HEMBA1006929//PfalCiparum complete gene map of plastid-like DNA (IR-A).//4.0e-06:739:57//X95275 
35 F-HEMBA1 006936 ' 

F-HEMBA1 006938//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P4, WORKING 
DRAFT SEQUENCEy/1.1e-05:733:57//AL031 747 " ' 

F-HEMBA1006941//Homo sapiens mRNA for putative thioredoxin-like proteiny/1 .39-90:437:98// AJ01 0841 
F-HEMBA1006949//Human DNA sequence from PAC 363L9 on chromosome X. contains STS and polymorphic 

40 CArepeal.//0.67:217:62//Z82205 

F-HEMBA1006973//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds.//5.6e- 143:740:94// 
AF004828 ; ' 

F-HEMBA1006976//CDNA encoding alpha 2 to 3 sialyltransferase://2.8e-101:338:89//E06058 
F-HEMBA1006993//Homo sapiens BAC clone BK085E05 from 22q12.1-qter, complete sequence.//7.1e-31 :536: 

45 66//AC003071 

F-HEMBA1006996//Human DNA sequence from Clone J428A1 31, WORKING DRAFT SEQUENCEy/9.5e-07:285: 

60//Z82209 "I 

F-HEMBA1 007002//Genomic sequence for Arabldopsis thaliaha BAG, F20N2, complete sequencey/0.99:388:58// 
AC002328 ' V 

50 F-HEMBA1 00701 7//Sequence 3 from Patent WO9416067y/0.96:220:6^/A39358 

F-HEMBA1 00701 8//G.gallus mRNA for dynein light chain-Ay/1^.3e-i:24:838:83//X79088 
F-HEMBA1 007045 '.?:;'.': ' 

F-HEMBA1 007051//Caenorhabditis elegans cosmid Y57G1 1 C; cbmpiete sequence.//0. 1 7:343:60//Z99281 
F-HEMBA1007052//Homo sapiens FSHD-assoclated repeat DNAjiproximal region.//4.3e-67:659:74//U85056 
S5 F-HEMBA1 007062//Tubulin gene.//1 .0:11 3:67//A1 8572 'V ^r- 

F-HEMBA1007066//HS_3116_/V2_A03_T7 CIT Approved Human.Gienomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=3ll6 Col=6 Row=A, genomic survey sequence.//0.80:2l4:62//AQ 140467 
F-HEMBA1 007073//Homo sapiens 1 2q1 3 PAC RPCI1 -31 6M24 (Roswell Park Cancer Institute Human PAC library) 



1783 



EP 1 074 617 A2 • 

complete sequencey/9.3e-54:51 9:68//AC004242 

F-HEIVIBA1007078//CIT-HSP-2318N6.TF CIT-HSP Homo sapiens genomic clone 231 8N6, genomic survey se- 
quence 7/8. 7e-80:387:98//AQ044076 ■ . ; , 
F-HEMBA1 007080 ' "'^f;;!^*: 

5 F-HEMBA1 007085//Streptomyces coelicolor cosmid 7A1 7/3.58-06: 496 :59//AL034447 

F-HEMBA1007087//Plasmodlum falciparum MAL3P6, complete sequerice7/7.4e-07:553:56//Z98551 
F-HEMBA1007112//HS_2171_A1_B01_T7 CIT Approved HuiTiari Genomic Spemi Library D Homo sapiens ge- 
nomic clone Plate=2171 Col=1 Row=C. genomic survey sequencb7/l. 0:1 72:61//AQ091 865 
F-HEMBA1 007113//Human DNA sequence from clone 1 044O1 7 on chromosome Xpll .3-1 1 .4 Contains GSS and 

10 STS, complete sequence.//0.54:502:56//AL023B75 

F-HEMBA1007121//Caenorhabditis elegans cosmid ZK4307/1.4e-08;265:64//U42833 
F-HEMBA1007129//CITBI-E1-2504A5.TF CITBI-E1 Homo sapiens genomic clone 2504A5. genomic survey se- 
quence7/0.97;267:62//AQ264035 

F-HEMBA1007147//HS_3208_A2_C04__T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
ts nomic clone Plate=3208 Col=8 Row^E, genomic survey sequence7/9.i e-90:466:95//AQi 76696 

F-HEMBA1007149//Homo sapiens chromosome 19, cosmid F23149, complete sequence7/6.0e-1 38:524:98// 
AC005239 

F-HEMBA1007151//CITBI-E1-2522H6.TF CITB)-E1 Homo sapiens genomic clone 2522H6, genomic survey se- 
quence 7/2 . Oe-20 : 1 57 : 87//AQ280780 
20 F-HEMBA1007174//Homo sapiens epsin 2a mRNA, complete Cds7/2.0e-62:318:97//AF062085 

F-HEMBA1007178//Homo sapiens chromosome 12p13.3 clone RPC 111 -372B4, WORKING DRAFT SEQUENCE, 
129 ordered piecesV/1 .6e-21 :205:80//AC005911 'r ; • 

F-HEMBA1007194//HS_3124_B2_H08_MR CIT Approved Hurnan Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3124 CoI=16 Row=P, genomic survey seqbencer7/i!3e-11 :87:96//AQ 187492 
25 F-HEMBA1 007203//Homo sapiens mRNA for KI/\A021 4 protein, cornplete cds7/1 .7e-1 56:478 :98//D86987 

F-HEMBA1007206//Homo sapiens chromosome 17, clone HRFJCSS/Jt, complete sequence7/0.024:342:63// 
AC004223 

F-HEMBA1 007224//Homo sapiens mRNA for KIAA0797 proteinVfiartiai;cds7/5.0e-1 76:839:98//AB01 8340 
F-HEMBA1007243//Chinese hamster hprt mRNA. complete cds.//^if3e-^ 
30 F-HEMBA1 007251//Rabbit troponin T messenger fragment (aa'Tg to '129)7/0.084:1 77:62//V00899 

F-HEIVIBA1 007256//Human DNA sequence SEQUENCING IN PRdGRESS *" from clone 328E1 9, WORKING 
DRAFT SEQUENCE7/1.3e-75:490:88//AL022240 , • . ^ ^ 

F-HEIVIBA1007267//HS_3218_A1_F07_MR CIT Approved Humah Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3218 Col=13 Row=K, genomic survey sequence7/2.9e-62:393:87//AQ181128 
35 F-HEMBA1 007273//CIT-HSP-21 71 B1 0.TF CIT-HSP Homo sapiens genomic clone 21 71 B1 0, genomic survey se- 

quence7/1 .1e-63:314:99//B95401 

F-HEMBA1007279//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-116A10, complete sequence7/3.1e- 
31:401:72//AC004638 " ' 

F-HEMBA1007281//HS_3115_A1_A11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=31l5 Col=21 Row=A, genomic survey sequence.y/5.'6e-70:372:96//AQ1 86691 

F-HEMBA1007288//Human DNA sequence from clone 422G23 on chromosome 6q24 Contains EST, STS, GSS, 
CpG island, complete sequence7/1 .2e-l52:727:98//AL031003.'. :: ' 

F-HEMBA1 007300//Canis familiarls PDE5 mRNA for 3',5'-Cycli6 (3MP Phosphodiesterase, complete cds7/2.1 e- 

21:542:63//AB008467 " V ' " ^ 

45 F-HEMBA1 007301//COL1 A1 =type I collagen pro alpha 1 (I) ch^irip/opeptide {3' region} [human, fetal cells 86-237, 
86-146, 88-251. mRNA Partial Mutant. 855 nt].//1.7e-08:388:61//S6|'596 
F-HEMBA1 00731 9//Genomic sequence from Mouse 9, compleMse9uence.//6.0e-84^ 
F-HEMBA1 007320 '^\t'%^' \ 

F-HEMBA1007322//Homo sapiens BAC clone RG118E13 from 7pi5-p21, complete sequence.//0.091:260:64// 
50 AC004485 ^ j 

F-HEMBA1007327//Plasmodium falciparum 3D7 chromosomeJ2i:Pf^ genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered pi eces 7/0. 12:472 :59//Ac6b5|4p - 

F-HEMBA1007341//Homo sapiens chromosome 17, clone hRPK.346^K_lO, complete sequence7/1.5e-1 8:408: 
64//AC006120 ■ i J 

55 F-HEMBA1007342//Homo sapiens Clone DJ1136G02, WORKING DRAFT SEQUENCE, 4 unordered pieces.// 
8.7e-25:500:62//AC005377 

F-HEMBA1 007347//Homo sapiens chromosome 5, BAC clone 7g1 2 (LBNL HI 26), complete sequence7/0.75:269: 
61//AC005738 
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F-HEMBB1000005//Homo sapiens chromosome Y, clone 264;m,20, complete sequence.//5.0e-05:441 :60// 
AC004617 

F-HEMBB1000008//Homo sapiens BAG Clone RG139P11 from7c|lJ>q2l ..complete sequence.//! .Oe-44:41 7:77// 
AC004491 ; V. \* 

5 F-HEMBB1 00001 8//HS_2l 79_B2_E04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2179 Col=8 Row=J, genomic survey sequencey/0.012:87:77//AQ023250 
F-HEMBB1000024//Human DNA sequence from PAC 106120 Ion chromosome 22q12-qter contains NADH pseu- 
dogene. ESTs. STSy/8.1e-11:461:61//Z81369 

F-HEMBB1000025//CIT-HSP-2348F3.TR CIT-HSP Homo sapiens genomic clone 2348F3, genomic sun/ey se- 

10 quence.//0.96:198:62//AQ062938 

F-HEMBB1000030//Homo sapiens DNA sequence from PAC 32F7 on chromosome X, Contains NUCLEOSOME 
ASSEMBLY PROTEIN 1 -LIKE 3. ESTs7/0.00049:276:64//AL009173 

F-HEMBB1000036//H.sapiens chromosome 22 CpG island- DNA,genomic Msel fragment, clone 302e2, reverse 
read 302e2.r.//0.0057:66:81//Z79857 ^ * 

15 F-HEMBB1000037//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cdsy/l.9e-l 00:450: 
98//AF084928 

F-HEMBB1000039//HS_2167„B1_F12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2167 Col=23 Row=L, genomic survey sequence.//0.022:108:69//AQ092404 
F-HEMBB1000044//Borrelia burgdorferi (section 50 of 70) of the^cbmplete genomes/I .0e-07:486:61//AE001164 
20 F-HEMBB1 000048//Plasmodium falciparum 3D7 chromosome;.! 2' PFY>fi^CB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces.//5.3e-05:585:58//Abbo55p'f ; ' 

F-HEMBB1000050//Homo sapiens DNA sequence from clone 501 Ni 2 on chromosome 6p22. 1-22.3 Contains a 
gene almost identical to four genes of unknown function, a pseudb'gene, three (pseudo?) genes similar to genes 
of unknown function, an unknown gene similar to a rat EST, a PX1^ UKE pseudogene and another unknown gene. 
25 Contains ESTs. STSs and GSSs, complete sequence 7/5.86-38: 5?9:67//AL022 170 

F-HEMBB1000054//Homo sapiens Xp22 PAC RPCI1-167/\22 (from;Roswell Park Cancer Center) complete se- 
quence.//7.0e-98:328:83//AC002349 ' ■ 

F-HEMBB1000055//Homo sapiens genomic DNA for centromeric ehd of MHC class I region on chromosome 6, 
COSmId clone: TY2F10, WORKING DRAFT SEQUENCE.//3.7eT05:6'60:58//AB000880 
30 F-HEI\1BB1000059//Homo sapiens Clone RG339C12, WORKING DRAFT SEQUENCE, 10 unordered piecesV/ 
1 .3e-48:472:78//AC005096 

F-HEMBB1 000083 • 

F-HEMBB1 000089//PIasmodium falciparum DNA *** SEQUENClNjG'IN PROGRESS *** from MALI PI , WORKING 
DRAFT SEQUENCE.//0.0036:679:56//AL031744 
35 F-HEMBB1 000099//Homo sapiens chromosome 1 8 BAC RPCHi -12801 4 (Roswell Park Cancer Institute Human 

BAC Library) complete sequence 7/1 .1e-15:312:68//AC005909 

F-HEMBB1000103//Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Human BAC Library) com- 
plete sequence7/1 .0e-37:31 6:74//AC00621 0 . ; 

F-HEMBB1 00011 3//Homo sapiens chromosome 21 q22.3 cosmld 01 1 Ml 5, complete sequence7/3.1 e-25:259:76// 
40 AF045450 ; '".^ " ' I 

F-HEMBB1 00011 9//Homo sapiens ASMTL gene.//1 .2e-137:65|:.^$//!/^^ 

F-HEMBB1000136//Mycobacterium tuberculosis H37Rv complete- genome; segment 1 27/1 62.//0.59:21 7:66// 

Z74697 ' ' ; X 

F-HEMBB1000141//Homo sapiens DNA from choromosome I9qf3.'l cbsmid f14121 containing ATP4A and 

45 GADPH-2 genes, genomic sequence7/8.4e-31:113:88//AD000090 ; • ^ 

F-HEMBB1000144//Human BAC clone RG114A06 from 7q31rcbrn^lete:sequence7/4.4e-58:339:87//AC002542 
F-HEMBB1000173//Homo sapiens I2q24 BAC RPCI11 -l62P23-(RoswVir Park Cancer Institute Human BAC li- 
brary) complete sequence7/9.4e-160:562:93//AC002996 ; " ; "I 
F-HEMBB1000175 , : ■[ 

50 F-HEMBB1000198//HS_3071_/V2_A10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3071 Col=20 Row=A, genomic survey sequence.V/0.99:261:61//AQ1 37388 
F-HEMBB1000215//Homosapienschromosome 17, clone hRPK.481_C_4, complete sequence.//6.7e-17:138:86// 
AC005839 

F-HEMBB1000217//Arabidopsis thaliana ubiquitin activating enzyme (UBA1) gene, complete cds7/0.00083:287: 
55 60//U80808 

F-HEMBB1 00021 8//Caenorhabditis elegans cosmid C52A1,1 , complete sequence.//0.90:337:56//Z46792 
F-HEMBB1000226//Human DNA sequence from cosmid RJ14'from'a contig from the tip of the short arm of chro- 
mosome 16, spanning 2Mb of 16p13.3. Contains ESTs and CpG island.//1 .7e-90:175:92//Z69890 
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F-HEMBB1 000240//Human G-protein-coupled inwardly rectifying potassium channel (KCNJ3) gene, polymorphic 
repeatsequence.//0.16:171:62//U07918 

F-HEMBB1000244//Homo sapiens Clone DJ1129E22. WORKIiSIGpRAFT SEQUENCE, 7 unordered pieces.// 
4.8e-08:355:63//AC005522 ' *' ' 

5 F-HEMBB1000250//Homo sapiens protein associated with Myc mRNA, complete cds.//6.6e-1 55:735:98// 

AF075587 ^, . 

F-HEMBB1000258//Human adenosine monophosphate deanriinase.l (AMPD1) gene, exons 1-167/0.58:396:59// 
M98818 

F-HEMBB1 000264//Human clone C3 CHL1 protein (CHLR1 ) mRNA;' alternatively spliced, complete cdsy/4.4e-32: 
10 100:100//U7596B 

F-HEMBB1000266//Homo sapiens Xp22 BAG GSHB-433024 (Genome Systems Human BAG library) complete 
sequence.//3.8e-16:176:78//AG004470 

F-H EM BB1 000272//Plasmodium falciparum chromosome 2, section 6 of 73 of the complete sequence J/0 .01 1 :379: 
58//AE001369 

15 F-HEMBB1 000274//Arabidopsis thaliana DNA chromosome'4; BAG clone T5K1 8 (ESSAII project).//0.92:272:61// 

AL022580 ^ i: ;;; v ': 

F-HEMBB1000284//Human Xp22 BAG GT-285115 (from GalTech/Research Genetics) . PAG RPGI1-27G22 (from 
Roswell ParkGancerGenter), and Gosmid U35B5 (from Lawrence! Livermore), complete sequencey/0.00071 :568: 
57//AG002366 

20 F-HEMBB1000307//Human DNA sequence from PAC 29K1 on chromqsome 6p2l. 3-22.2. Contains glutathione 
peroxidase-like; zinc finger, ESTs, mRNA, STS, tRNAs, olfactofy'receptorpseudogene.//3.0e-13:439:65//Z98745 
F-HEMBB1000312//Homo sapiens clone GS051M12, complete sequence .//0.031:252:65//AC005007 
F-HEMBB1 00031 7//Fugu mbripes GSS sequence, clone 060J22a'Ei 6, genomic survey sequencey/0.00033:173: 
65//AL026242 '' ' ' j 1 

25 F-HEMBB1 00031 8//HS_3244_B2_H10_T7 GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3244 Col=20 Row=P, genomic survey sequence.//3.9e-85:438:95//AQ252951 
F-HEMBB1000335//Homo sapiens chromosome 18, clone hRPK.24_A_23, complete sequence.//0. 63:285:61// 
AC005968 . Hv.., • . 

F-HEMBB1 000336 

SO F-HEMBB1000337//Homo sapiens chromosome 4 clone B208G5'map 4q25, complete sequencey/0.001 4:309: 

64//AC004051 ' 

F-HEMBB1000338//HS_3108_A2_F07_T7 GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3108 Col=14 Row=K, genomic survey sequericey/3.8e-09:331 :63//AQ 140356 
F-HEMBB1000339//Homo sapiens I2q24 PAC RPCI1-46F2 (Roswell. Park Cancer Institute Human PAC library) 
35 complete sequencey/1 .2e-52:295:77//AC002351 ' ' ''^'^ ■ * ' 

F-HEMBB1 000341 . 'fj,-: ^ 

F-HEMBB1000343//Plasmodium falciparum MAL3P3, complete seqi^ 

F-HEMBB1000354//Human DNA sequence from clone 1 92^9 on chrorripsome Xpl 1 .23-11 .4. Contains a pseudo- 
gene similar to rat Plasmolipin, ESTs and GSSs, complete sequenQ^7/9^l e-34:596:66//AL020989 
40 F-HEMBB1000369//Genomic sequence from Human 17, complete sequence.//O.0i2:298:60//AG00209O 

F-HEMBB1000374//Human Xp22 contig of 3 PACS (R7-39D12/R7-134G1, R7-185L21) from the Roswell Park 
Cancer Institute, complete sequence./^9.3e-69:294:89//U96ip9, 

F-HEMBB1000376//Human DNA sequence from clone 751 H9 on chrorriosome 6q13. Contains part of an unknown 
gene, ESTs. STSs and GSSs, complete sequencey/3.5e-54:352:88//ALp34377 
45 F-HEMBB1 000391/Arrichotheclum roseum internal transcribed spacer 1,, 5.8S ribosomal RNA gene; and Internal 

transcribed spacer 2, complete sequence.//0.011:168:67//U,5l:982- .,1;;^.^/^ - 

F-HEMBB1000399//Homo sapiens Rad17-like protein (RAD17):'iiiRNA, complete cdsy/2.6e-1 63:762:98// 
AF076838 

F-HEMBB1000402//Homo sapiens Xq28 BAG PAC and cosmid clones containing FMR2 gene exons 1 ,2, and 3, 
50 complete sequencey/7.7e-15:466:63//AC002368 ] 

F-HEMBB1000404//Homo sapiens mRNA for myosin-lXA.//3.5er65:324:98//AJ001714 
F-HEMBBl000420//244Kb Contig from Human Chromsome;l;ipi5:5\spanning D11S1 through D11S25, complete 
sequence.//0.01 3:399:62// AC001 228 ' " ' 

F-HEMBB1000434//Homo sapiens PAG clone 278G1 9 from 12q, complete sequence y/6.1e-83:571:84//AC004263 
55 F-HEMBB1000438//RPCI11-21E14.TP RPCI-11 Homo sapiens [gehomic clone RPCI-11-21E14, genomic survey 
sequence.//0.0030:295:63//B83110 - .'r:<V '>t. 

F-HEMBB1 000441//Homo sapiens Chromosome 22ql 2 Cosmid Clone Il47g1 1 , complete sequencey/2.5e-33:372: 
72//AG000035 v;.«^r:<« ^ 
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F-HEMBB1000449//Human DNA sequence from PAC 296K21 on chromosome X contains cytokeratin exon, delta- 
aminolevulinate synthase (erythroid); 5-aminolevulinic acid synthase. (EC 2.3.1.37). 6-phosphofructo-2-kinase/ 
fructose-2.6-bisphosphatase (EC 2.7.1.105. EC 3.1.3.46), ESTs and STS.//1.3e-51:534:72//Z83821 
F-HEMBB1000455//Saccharomyces cerevisiae mitochondrion origin of replication (ori6) and olil gene, complete 
5 cds.//0.016:522:58//L36899 
F-HEMBB1 000472 
F-HEMBB1 000480 

F-HEMBB1000487//Human DNA sequence "* SEQUENCINGJN PROGRESS *** from clone 12803. WORKING 
DRAFT SEQUENCE.//0.00013:314:64//Z98742 } 
10 F-HEMBB1 000490//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 11 85N5. WORKING 

DRAFT SEQUENCE.//4.1 e-11 0:529:98//AL034423 . 

F-HEMBB1000491//Plasmodlum falciparum chromosome 2, section 25 of 73 of the complete sequence.//0.10: 
187:65//AE001388 - 

F-HEMBB1000493//Human DNA sequence from clone 353H6 on chrohiosome Xq25-26.2. Contains the alterna- 

15 tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 

subfamily a, member 1 (SNF2L1 ) and a 408 Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequence.//3.7e-06:637:58//AL022577 

F-H EM BB1 00051 0//Homo sapiens chromosome 17, clone hRPK.112^j'_9, complete sequence .//3.1e-96: 737:81// 
AC005553 i 
20 F-HEMBB1 00051 8//Homo Sapiens Chromosome X Clone bWXpi 71; WORKING DRAFT SEQUENCE, 1 ordered 
pieces.//0.00014:163:68//AC004676 V^; - 

F-HEMBB1000523//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-105, com- 
plete sequence.//0.41 :349:56//AL010212 

F-HEMBB1 000530//H. sapiens mRNA for extracellular matrix protein collagen type XIV, C-terminusy/6.6e-37:1 38: 
25 96//Y11710 

F-HEMBB1000550//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 3/11 .//3.9e-56:683:71//AB02086,0 . 

F-HEMBB1 000554//Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCEy/2.2e- 
51:282:84//AJ011929 

30 F-HEMBB1 000556//Homo sapiens mRNA for KIAA0750 protein ■• Complete cdsy/6.1 e-32: 537:6 5//AB01 8293 

F-HEMBB1 000564 

F-HEMBB1 000573//Homo sapiensclone RG228D1 7, WORKIPsJCbRAFT SEQUENCE, 2 unordered pieces7/8.2e- 
33:268:73//AC005077 . i : . _ 

F-HEMBB1000575//Human DNA sequence from clone 323M22 dh'chrbmosome 22ql3.l-13.2. Contains the 5' 
35 part of the human ortholog of chicken P52 and mouse H74, and a hovel gene coding for a protein similar to 

KIAA01 73 and worm Tubulin Tyrosine Ligase. Contains ESTs/ STSs; GSSs, genomic marker D22S418 and puta- 
tive CpG islands, complete sequence .//5.8e-47:734:66//AL022476' ' ' 
F-HEMBB1000586//H.sapiens highly polymorphic microsatellite'DNA://6.030:147:67//X79883 
F-HEMBB1 000589//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-279B1 0, complete sequence.//6.3e- 
40 41 :278:83//AC002300 . ■ ' ' ' 

F-HEMBB1000591//Homo sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Genome Systems Human BAC Library) 
complete sequence.//1. 1e-1 82:871 :9a//AC0051 84 ^ »; ' " 

F-HEMBB1 000592//Hepatitis C virus genomic RNA, 3' nonstranslated region, partial sequence, clone #1 97/0.012: 
185:64//AF009074 ^ ^ 

45 F-HEMBB1000593//Homo sapiens chromosome 7q22 sequence, complete sequence.//1.2e-1 31:353:93// 

AF053356 : 

F-HEMBB1000598//Homo sapiens I2pl3.3 BAC RPCI3-488H23 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequence.//9.le-58:600:72//AC006207 

F-HEMBB1000623//CDN A encoding Coliolus manganese peroxidase:.//0.89:284:62//E12284 
50 F-HEMBB1000630//MUS musculus Clone NSAT47 nonsatellite RNA sequence.//l .9e-15:129:87//U26231 

F-HEMBB1000631//Sequence 26 from patent US 57081 57,//3.2e;27: 180:88//! 80057 
F-HEMBB1000632//Human mRNA for KIAA0351 gene, complete cds.//1.6e-48:8 11 :65//AB002349 
F-HEMBB1000637//Homo sapiens clone DJ0425I02, WORKING. DRAFT; SEQUENCE. 5 unordered piecesy/4.1e- 
58:649:73//AC005478 ' * 

55 F-HEMBB1000638//HS_3051_A1_G01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3051 Col=1 Row=M, genomic survey sequence.7/o!o032:497:56//AQ1 55234 
F-H EM BB1000643//Homo sapiens clone RG228D1 7. WORKING DB AFT SEQUENCE, 2 unordered piecesy/2.4e- 

50:791 :68/^AC005077 ; jf.^vj^' 

. 7I 

1787 ' 
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F-HEMBB1000649//Homo sapiens Chromosome 16 BAC clone. Clf987-SK502C10, complete sequence7/5.2e- 
64:775:69//AC003009 , , ! 

F-HEMBB1000652//Homo sapiens chromosome 10 clone CRi-JC2d48 map 10q22.1, WORKING DRAFT SE- 
QUENCE. 4 unordered piecesy/2.7e-52:334:89//AC006 186 ^ • 
5 F-HEMBB1000665//Human DNA sequence from clone 452 Ml 6 on chromosome Xq21. 1-21 .33 Contains capping 

protein alpha subunit isoform 1 pseudogene, STS, GSS, and CA repeat, complete sequence.//0.0062:426:60// 
AL024493 . ' . • 

F-HEMBB1 000671 //Human DNA sequence from PAC 93H18 on chromosome 6 contains ESTs heterochromatin 
protein HPIHs-gamma pseudogene, STS and CpG islandy/9.6e-95:399:78//Z84488 

10 F-HEMBB1 000673//HS_3039_A2_C08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3039 Col=16 Row=E, genomic survey sequence.//3.8e-50:293:92//AQ155121 
F-HEIVIBB1 000684//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 222E1 3. WORKING 
DRAFT SEQUENCE.//8.0e-65 :282:83//Z93241 . • :/.W t 

F-HEMBB1000693//Homo sapiens neuroani mRNA, complete cds.//1.6e-118:575:97//AF040723 

15 F-HEMBB1 000705//Plasmodlum falciparum 3D7 chromosome 1 2 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE. 9 unordered pieces.//8.6e-07:251:61//AC005507 

F-HEMBB1 000706//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 53G14, WORKING 
DRAFTSEQUENCE.//2.9e-20:434;64//AL031118 ■ ^ ' " • 

F-HEMBB1000709//Human DNA sequence *** SEQUENCING iHfJJOGRESS *** from clone 994L9, WORKING 
20 DRAFT SEQUENCE.//a.26:184:65//AL034554 , 'CU.'M' 

F-HEMBB1000725//Raltus norveglcus GTPase RabSb (Rab'8b)"mRKlA. c^ cdsV/l .8e-129:692:93/AJ53475 
F-HEMBB1000726//Human Chromosome 16 BAC clone CIT9874l^rA-363E6, complete sequence 7/2. 7e-40:304: 
80//U91321 

F-HEMBB1000738//Human Xq28 cosmids U126G1, U142F2, IJ69B6, U145C10, U169A5, U84H1, U24D12, 
25 U80A7. U153E6. L35485, and R7-163A8 containing iduronate 2^sulfatase gene and pseudogene, complete se- 

quence.//8.9e-35:582:63//AF01 1 889 

F-HEMBB1000749//Homo sapiens chromosome 11 clone CIT-HSP-1337H24. WORKING DRAFT SEQUENCE. 
9 unordered pieces.//6.2e-46:262:89//AC005849 ' ' ' 

F-HEMBB1000763//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 537K23, WORKING 

30 DRAFT SEQUENCE.//1 .66-99:31 6:98//AL034405 ' 

F-HEMBB1 000770//Human DNA sequence from clone 8011 9 on chromosome 6p21 .31 -22.2 Contains genes and 
pseudogenes for olfactory receptor-like proteins. STS. GSS, complete sequence.//0.044:325:60//AL022727 
F-HEMBB1 000774 ; . ; 

F-HEMBB1000781//Sequence 3 from patent US 5753446.//i.2e-92:599:86//AR008277 

35 F-HEMBB1000789//Homo sapiens mRNA for KI/VA0677 protein, complete cdsy/9.3e-64:672:71//AB014577 

F-HEMBB1000790//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence.//2.4e-41 :460:74//AC004801 . ; 

F-HEMBB1000794//HS_^3034_B2_D12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3034 Col=24 Row=H, genomic survey seqiience^/l .8e-74:378:97//AQ1 17099 
40 F-HEMBB1 000807//H. sapiens CpG island DNA genomic Msel. fragment.'clone 39d7, reverse readcpg39d7.rt1 a.// 

8.5e-14:95:97y/Z58412 " ' '^V ^^'^ ' -: 

F-HEMBB1 00081 0//H.sapiens Chromosome 22 CpG Island DNA genomic Msel fragment, clone 303a8, complete 
read.y/3.2e-05:138:71//Z79983 rf''^'' V: 

F-HEMBB1000821//HS_216831_A12_MF CIT Approved Hunian" GWonfiic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2168 Col=23 Row=B, genomic survey sequence.//p.85 :208:60//AQ086361 

F-HEMBB1 000822//Human BAC clone GS1 1 3H23 from 5p1 5,2,,cp'mg!6te sequencey/3.0e-06:361 :60//AC00301 5 
F-HEMBB1 000826//Human BAC Clone RG1 80F08 from 7q31 - complete sequenc .1 e-27:360:69//AC002431 
F-HEMBB1 000827 , , 

F-HEMBB1 000831 /"i jr. ' -' 

so F-HEMBB1 000835//Human DNA sequence from clone 45l4,onxhromospme 6q24.i -24.3. Contains two putative 
unknown genes, ESTs, STSs and GSSs, complete sequence.//6.dob98:234:63//AL02358l 
F-HEMBB1000840//Human Chromosome 11 Cosmid cSRL97a6, complete sequence.//4.5e-61:328:79//U73649 
F-HEMBB1 000848//Homo sapiens DNA sequence from PAC 20601 5 on chromosome 1 q24. Contains a Reduced 
Folate Carrier protein (RFC) LIKE gene, a mitochondrial ATP Synthetase protein 8 (ATP8. MTATP8) LIKE pseu- 
55 dogene, an unknowngeneandthelastexonof the JEMI gene codirig for the Basic-Leucine Zipper nuclear factor 
JEM-1. Contains ESTs, an STS and a BAC end sequence (GSS), .complete sequencey/9.7e-1 44:809:87// 
AL021068 

F-HEMBB1000852//Plasmodium falciparum 3D7 chromosome ,12 tPFYAC293 genomic sequence. WORKING 

1788 > .M. .■-C. J .. 
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DRAFT SEQUENCE, 9 unordered pieces7/0.12:492:58//AC00.4157 

F-HEMBB1000870//Plasmodium falciparum 3D7 chromosome •12>FYAC293 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces.//0.0024:212:67//AC004157 
F-HEMBB1000876//Homo sapiens ELISC-1 mRNA. partial cds.//1 .5e-32:200:94//AF085351 
5 F-HEMBB1000883//HS_3065_B2_C04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3065 Col=8 Row=F. genomic survey sequence.//0,001 7:1 52 :66//AQ 137687 
F-HEMBB1 000887 . 

F-HEMBB1 000888//CIT-HSP-2329A1 OTR CIT-HSP Homo sapiens genomic clone 2329A1 0, genomic survey se- 
quence.//1 .5e-31 :1 72:98//AQ044369 ; • 

10 F-HEMBB1 000890 ' 

F-HEMBB1000893//Plasmodium falciparum MAL3P2, complete sequencey/9.5e-06:768:56//AL034558 
F-HEMBB1000908//Homo sapiens Clone DJ1119N05, complete sequence.//4.5e-21:199:82//AC004968 
F-HEMBB1 00091 0//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 . WORKING 
DRAFT SEQUENCE.//0.72:366:59//AL034557 ; - 

15 F-HEMBB1 00091 3//HS_3078_B1_C02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3078 Col=3 Row=F, genomic survey sequence.//9i9e-1 2:221 :63//AQ1 44507 
F-HEMBB1 00091 5//Homo sapiens DNA for (CGG)n trinucleotide repeal region, isolate P4.//1.2e-49:252:99// 
AJ001215 ,.• 

F-HEMBB1 00091 7//Homo Sapiens chromosome 5, Pi clone 254f1l (LBNL H62), complete sequencey/2.3e-42: 
20 316:76//AC006077 .:<V;f: 

F-HEMBB1000927//Human BDR-2 mRNA for hippocalcin, completexdS.//3.6e-30:528:65/D16593 
F-HEMBBlO0O947//CpGO856B CplOWAgDNAl Cryptosporidium, parviim genomic, genomic survey sequence.// 

0.81:262:62//AQ254493 ' 

F-HEMBB1 000959//Human DNA sequence *** SEQUENCING WPRQCaRESS *** from clone 34606, WORKING 
25 DRAFT SEQUENCE.//1.2e-43:454:75//Z84487 

F-HEMBB1 000973//MUS musculus SChlafen2 (Slfn2) mRNA, cpmpl^te CdS.//8.3e-42:458:72//AF099973 
F-HEMBB1000975//Arabidopsis thallana genomic DNA, chfomojsorrije 5^, Pi clone: MBK5, complete sequence.// 
0.98:196:63//AB005234 ' ''f' fi': i'-; 

F-HEMBB1 000981 

30 F-HEMBB1000985//Homo sapiens chromosome 19, cosmid R29388, complete sequence.//2.9e-06:566:57// 

AC004476 

F-HEMBB1000991//Human DNA sequence from PAC 238J17 on'chrorriosome 6q22. Contains EST and STS.// 
0.099:391 :57y/Z98753 ^ j. i- . ' 

F-HEMBB1 000996//Human DNA sequence from BAC gggo^l 6 on cllifbniosome 22q1 3.3. Contains two BAC end- 
35 sequences (GSSs).//6.2e-33:227:80//Z94802 

F-HEMBB1001004 . 

F-HEMBB1 001 008//Human Chromosome 1 6 BAC clone ClT987SI<->^^-951 C11 , complete sequencey/4.0e-1 3: 1 64: 
79//AC002551 ' ' v"^ ' ;* 

F-HEMBB1 001 011//Human Chromosome 1 6 BAC clone CIT987SK-A-635H 1 2, complete sequencey/7.5e-1 3:229: 
40 69//AC002310 .. • . ; 

F-HEMBB1001014//Homo sapiens chromosome 16, BAC cioriV375Gl2 (LANL), complete sequencey/0.32:474: 
58//AC005751 ; ■ ; 

F-HEMBB1001020//Homo sapiens BAC Clone 255A7 from Sq^i^'cdhtaining NBS1 gene, complete sequence.// 

2.6e-39:218:80//AF069291 //V,/'" 
45 F-HEMBB1 001 024//Homo sapiens BAC clone 393122 from 8fl21 ..complete sequencey/5.3e-05:656:59//AF07071 7 

F-HEMBB1001037//CIT-HSP-2358K16TF CIT-HSP Homo sapiens genomic clone 2358K16, genomic survey se- 
quencey/6.6e-05:228:64//AQ080539 ^ ... _ 

F-HEMBB1001047//Homo sapiens cosmids Qc14E2, Qc12H;12';QcnF9, Qc10G9, LA1733 and Qc17B8 from 
Xq28, complete sequencey/4.0e-27:385:7l//U8267l : ; ^ ' 

50 F-HEMBB1001051//H.sapiens mRNA for FAN proteiny/1 .2e-27:i60:98//X96586 

F-HEMBB1001056//Homo sapiens clone DJ0953A04, WORKING DRAFT SEQUENCE, 5 unordered piecesy/ 
2.3e-89:180:91//AC0060l4 

F-HEMBB1001058//Homo sapiens 3p22-8 PAC RPCI4-736H12 (Rqswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/1 .2e-41 :468:74//AC006060 . : 
55 F-HEMBB1001060//Human Tiggerl transposable elementjt gpmplete consensus sequence.//4.3e-1 22:785:86// 
U49973 ' * ' - • ' * 

F-HEMBB1001063//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 523G1, WORKING 
DRAFT SEQUENCEy/7.1e-162:770:99//AL034375 • , , < 



1789 



EP1 074 617A2 



F-HEMBB1001068//Homo sapiens Iiprin-beta2 mRNA, partialcdsV/aife-^ 

F-HEMBB1001096//Buchnera aphidicola genomic fragment cohtalnjrig (chaperone Hsp60) groEL, DNA biosyn- 
thesis initiating protein (dnaA), ATP operon (atpCDGAHFEB), and putative chromosome replication protein (gidA) 
genes, complete cds; and tennination factor Rho (rho) gene, partial cds.//0.00088:690:57//AF008210 
5 F-HEMBB1001102//Homo sapiens huntingtin interacting protein HYRH mRNA, partial cdsy/2.1e-76:368:99// 

AF049612 

F-HEMBB1001105//CIT-HSP-2185N1.TR CIT-HSP Homo sapiens genomic clone 2185N1, genomic survey se- 
quence.//1 .09-09: 1 36:76//AQ002987 

F-HEMBB1001112//Rattus rattus sec61 homologue mRNA, complete cds.//1.0e-108:909:76//M96630 
10 F-HEMBB1001114//Homo sapiens chromosome 17, clone hRPK.795_F_17, complete sequence y/7.2e-07:459: 
59//AC005284 ; ' 

F-HEMBB1001117//HS_2178_B1_E12_MR CIT Approved-Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2178 Col=23 Row=J. genomic survey sequence7/7.8e-50:331:86//AQ068244 
F-HEMBB1001119//Human collagen type XII alpha-1 precursor (C0L12A1) mRNA, complete cdsy/1.6e-25:150: 
15 98//U73778 ' v'" ' 

F-HEMBB1001126 

F-HEMBB1001133//Homo sapiens Xp22-132-134 BAG GSHB-590J15 (Genome Systems Human BAG library) 

complete sequencey/2.8e-24:228:80//AC004673 • ; 

F-HEMBB1001137 

20 F-HEMBB1001142//Homo sapiens chromosome Y, clone 264,M,20, complete sequencey/1 .0e-40:23l :76// 
AC004617 

F-HEMBB1 001 1 51//Rattus norveglcus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cdsy/ 
2.9e-47:640:67//AF015264 ^ r ^ 

F-HEMBB1 0011 53//CIT-HSP-2359K11 .TR CIT-HSP Homo sapiens genomic clone 2359K11 , genomic survey se- 

25 quencey/0.76:136:67//AQ075724 ; 

F-HEMBB1001169//Human DNA sequence from PAG 84F12 on; chromosome Xq25-Xq26.3. Contains glypican-3 
precursor (intestinal protein OCI-5) (GTR2-2), ESTs and GA re'pekt:)/9.9e-63:259:79//AL008712 
F-HEMBB1001175//Human mRNA for ankyrin motif, complete cdsy/2.2e-34:509:66//D78334 
F-HEMBB1001177//GIT-HSP-2321 117.tr CIT-HSP Homo sapiens genomic clone 2321117, genomic survey se- 

30 quencey/5.9e-27:320:75//AQ036473 • • 

F-HEMBB1 001 1 82//RPG1 1 1 -30J5.TV RPCI-1 1 Homo sapieris geribnlic clone RPGI-1 1 -30J5, genomic survey se- 

quence.//5.7e-06:62:96//B85188 J'-oJ,, * 

F-HEMBB1001199 

F-HEMBB1001208//HS_2026_B1_G07_T7 GIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=2026 Col=13 Row=F, genomic survey sequenfee7/0.00018:134:70//AQ229237 

F-HEMBB1 001 209//GITBI-E1 -2521 F23.TF CITBI-E1 Homo sapiens'genomic Clone 2521 F23, genomic survey se- 
quence y/l.4e-95:464:98//AQ278357 

F-HEMBB1001210//HS_3102_A2_F09_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3102 Gol=1 8 Row=K, genomic survey sequencey/2.6e-90:446:98//AQ11 91 96 
40 F-HEMBB1001218//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 796F18, WORKING 

DRAFT SEQUENGEy/1 .Oe-31 :315:72//AL031291 ^, . ^ • . 

F-HEMBB1001221//Plasmodium falciparum 3D7 chromosome i 2" PFYAG 1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered piecesy/9.7e-17:770:59//AG005504 

F-HEi\/IBB100i234//H.sapiens CpG island DNA genomic Msel-fragrnent/clone 39f9, forward read cpg39f9.ft1e// 
45 4.09-30:171 :97//Z65435 ' / ' ' 

F-HEMBB1001242//Homo sapiens mRNA for LAK-1 , complete cdsy/3.8e-30:458:67//AB005754 

F-HEMBB1 001 249//GIT-HSP-2375N 1 9.TF CIT-HSP Homo sapiens genomic clone 2375N1 9. genomic survey se- 

quence.//0.0076:250:63;/AQl 09087 • \>' \ S^^^ '* 

F-HEMBB1001253//Homo sapiens genomic DNA, chromosome 2iqli.Y, segment 3/28, WORKING DRAFT SE- 
50 QUENCEy/0.0097:89:80//AP000032 

F-HEMBB1001254//C1T-HSP-2320E5.TF CIT-HSP Homo sapiens genomic clone 2320E5, genomic survey se- 
quencey/3.7e-54:284:97//AQ037173 " 

F-HEMBB1 001 267//Homo sapiens chromosome 1 7. clone hRPK.488:_LjLl . complete sequencey/3.5e-30:236:78// 
AC005303 " i : ' 

55 F-HEMBB1001271//HS_3011_A1_G02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3011 Col=3 Row=M, genomic survey sequencey/5.2e-07:364:62//AQ214217 
F-HEMBB1001282//GIT-HSP-2356J20.TF CIT-HSP Homo sapjehs genomic clone 2356J20; genomic survey se- 
quencey/1 .8e-l 6:1 09 :97//AQ060969 • ' 
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F-HEMBB1001288//R.norvegicus mRNA for gephyrin.//3.4e-18:194:77//X66366 

F-HEMBB1001289//Genomic sequence from Human 9q34, complete sequence.//4.8e-66:434:74//AC000387 
F-HEMBB1001294//HS_303931_D01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3039 Col=l Row=H, genomic survey sequence.//2.0e-90:437:99//AQ 155035 
5 F-HEMBB1001302 

F-HEMBB1001304//CIT-HSP-2053E15.TF CIT-HSP Homo sapiens genomic clone 2053E15, genomic survey se- 
quence.//2.2e-07:370:61//B69144 t 

F-HEMBB1001314//MUS musculus OIM/EBF-like-3 transcription factor (O/E-3) mRNA, complete cds.//5.7e-116: 

663:85//U92703 

10 F-HEMBB1001315//Homosapienschromosome10cloneLA10NC01_40_G_3 map 10q26.1-10q26.2, WORKING 

DRAFT SEQUENCE, 1 ordered piecesy/2.5e-33:328:77//AG0p6b96 

F-HEMBB1001317//Homo sapiens Xp22-150 BAG GSHB-309PT5;(i3enome Systems Human BAG Library) com- 
plete sequence.//l .4e-l22:680:91//AC0062l 0 

F-HEMBB1001326//Homo sapiens BAG clone RG136N1 7 froni 7p15-p21 , complete sequence.//2.8e-09:518:60// 
15 AG004129 ' • 

F-HEMBB1 00 1331//MUS musculus mRNA for hepatoma-derivedgrov/th factor, complete cds, strain :BALB/c 7/3. 7e- 
56:458:79//D63850 

F-HEMBB1001335//HS_3055_A1_H10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3055 Col=19 Row=0, genomic survey sequence.//1.0:222:63//AQ1 47384 
20 F-HEMBB1001337//Human PAG clone DJ0093I03 from Xq23/compiete sequence.//1 .06-74:31 9:85//AG003983 

F-HEMBB1001339//Homo sapiens FSHD-associated repeat DNA, proximal region.//4.0e-135:856:87/AJ85056 

F-HEMBB1001346//Human familial Alzheimer's disease (STM2) gene, complete cds.//3.3e-44:481 :74//U50871 
F-HEMBB1 001 348//Homo sapiens BAG clone NH0491 B03 from 7fj21 -pi 5, complete sequence.//1 .8e-1 7:21 0:73// 
AC006041 

25 F-HEMBB1001356//Homo sapiens clone RG252P22, WORKING DRAFT SEQUENCE, 3 unordered piecesy/1 .0: 
386:59//AG005079 

F-HEMBB1001364//Homo sapiens Chromosome 17, clone hRPC,842_A_23, complete sequence.//0,97:349:61// 
AG004662 ' 

F-HEMBB1001366//Homo sapiens chromosome 10 clone G,IT987SK-1188I5 map 10p11 .2-10p12.1 , complete se- 
30 quence.//5.5e-161:766:98//AC005876 * ' : 

F-HEMBB1001367//Homo sapiens chromosome 17, clone hRPG.906_A_24, complete sequencey/3.0e-55:510: 
76//AC004408 

F-HEMBB1001369//Homo sapiens BAG clone RG163Kil fro'm1.7q31, complete sequencey/0.046:244:64// 
AG005192 '/'r 
35 F-HEMBB1001380//Homo sapiens PAG Clone DJ11 02B04 from 7qii .23-7q2l , complete sequencey/2.5e-26:257: 

78//AG006204 V'-.h= 

F-HEMBB1001384//MUS musculus G0P9 complex subunit 4 (C0PS4)'mRNA, complete cdsy/5.le-99:571 :89// 
AF071314 

F-HEMBB1001387//Leishmaniatarentolae mitochondrial 12S ribospnr|al RNA geney/7.1e-05:546:58//X02354 
40 F-HEMBB1 001 394//Homo sapiens BAG clone GS421 103 from'Xq25^q26i. complete sequencey/4.0e-1 29:788:88// 
AG005023 1 r ' [ 

F-HEMBB1 00141 0//Homo sapiens wbscrl (WBSGR1 ) and r^epjication factor G subunit 2 (RFC2) genes, complete 
Cdsy/4.8e-11 :632:59//AF045555 

F-HEMBB1001424//MUS musculus Chromosome 4 BAG clone ^BacB'6,- complete sequencey/0.001 2:435:59// 
45 AG003019 ' ' ,5 V ^ ^ 

F-HEMBB1001426//Homo sapiens clone DJ0736H05. WORKING.bRy^FT SEQUENCE, 5 unordered piecesy/ 
3.8e-1 7:360:64//AG005482 ' ' 

F-HEMBB1001429//Ieucine aminopeptidase [cattle, kidney, mRNA. 2056 nt]y/4.1e-114:668:88//S65367 
F-HEMBB1001436//Homo sapiens FUT2 gene, intron 1, complete sequencey/2.3e-37:438:74//AB000931 
50 F-HEMBB1001443//BOS taurus pyruvate dehydrogenase phosphatase mRNA, complete cdsy/9. 16-92:550:88// 
L18966 t 

F-H EM BB1 00 1 449//Homo sapiens chromosome 5, PAG clone 228ig9 (LBNL H 1 42), complete sequence y/0 .00024: 
385:62//AC004768 

F-HEMBB1001454//Homo sapiens chromosome 19, cosmid: R34169, complete sequence.//0.84:577:57// 
55 AC005790 

F-HEMBB1001458//Human Chromosome 11 pac pDJ197h1 7,' WORKING DRAFT SEQUENCE, 11 unordered 
piecesy/8.0e-40:377:78//AC000382 . ' ' i' V 

F-HEMBB1001463//Human Chromosome 16 BAG clone CIT987SK-A;270G1 , complete sequence.//O.Ol 1:482: 
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59//AF001549 

F-HEMBB1001464//Human Chromosome I6pl 3 BAG clone CIT987SK-3H8 complete sequence.//O.Ol 9:263:61// 
U9132a 

F-HEMBB1001482//Rattus norveglcus OIM/EBF associated Zn finger protein Roaz mRNA, alternativety spliced 
5 form, complete cds.//1.0e-30:521:66//U92564 

F-HEMBB1001500//Homo sapiens clone DJ0742P04. WORKING DRAFT SEQUENCE. 6 unordered pieces.// 
1.3e-31:479:71//AC004873 , ^ 

F-HEMBB1001521//Homo sapiens clone RG269P13, WORKINGDRAFT SEQUENCE, 6 unordered piecesy/3.7e- 
51:680:70//AC005080 
10 F-HEMBB1001527 ' ; 

F-HEMBB1001531//Homo sapiens Chromosome 22ql1.2 Cosmid Clone 89h In DGCR Region, complete se- 
quence.//1 .3e-79:696:79//AC000089 : ■ -v 

F-HEMBB1001535//0.aries DNA for polymorphic marker 'OV IN RAO V (339 bp) .//0. 00034:2 17:62//X89268 
F-HEMBB1001536//Homo sapiens PAC clone DJ1182N03 from 7q11.23-q21.1 , complete sequence 7/0.54:266: 
15 60//AC004548 

F-HEMBB1001537//Homo sapiens chromosome 19, cosmid R29368, complete sequence.//4.6e-25:784:61// 
AC004262 * ;A \ 

F-HEMBB1001555//Homo sapiens Chromosome 16 BAG clone' CIT987SK-A-248F7, complete sequencey/6.9e- 
50:21 3:80//AC004605 - ■> 

20 F-HEMBB1 001 562//Homo sapiens clone NH0523H20, complete sequehce.//0.46:269:60//AC005041 

F-HEMBB1 001 564//Human DNA sequence from clone 1 92P9 on chromosome Xpl 1 .23-1 1 .4. Contains a pseudo- 
gene similar to rat Plasmolipin, ESTs and GSSs, complete sequencei/l .7e-1 07:620:83//AL020989 
F-HEMBB1001565//Homo sapiens BAC clone RG437L15 from 8q21. complete sequence.//2.4e-50:734:67// 
AC004003 1; 

25 F-HEMBB1 001 585//Human DNA sequence from clone 790B6 on chromosome 20p1 1 .22-1 2.2. Contains STSs and 

GSSs, complete sequence.//1.4e-166:816:97//AL031677 "* 
F-HEMBB1001586 \ 

F-HEMBB1001588//Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequenceV/l .6e-21 :41 9:65// 
AC005261 . V 

30 F-HEMBB1001603 * 

F-HEMBB1001618//Homo sapiens DNA sequence from PAC. 142L7 on chromosome 6q2l. Contains a Laminin 
Alpha 4 (LAMA4) LIKE gene coding for two alternatively spliced transcripts, a Tubulin Beta LIKE pseudogene, a 
Connective tissue growth factor (NOV, GIG) LIKE gene, A predicted CpG island, ESTs, STSs and genomic marker 
D6S41 6, complete sequence7/4.5e-29:422:72//Z99289 ; .'^ 

35 F-HEMBB1001619//HS_3079_B1_A04_MR CIT Approved l^unian Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3079 Col=7 Row=B, genomic survey sequence.//0.ppi b:77:79//AQ 123388 
F-HEMBB1001630//Homo sapiens clone RG315H11 , WORKING DRAFT SEQUENCE. 5 unordered pieces,//3.2e- 
12:667:59y7AC005089 ^.^ ■ y^-^y-^^^. 

F-HEMBB1001635//Plasmodium falciparum MAL3P7, complete sequence.//3.8e-05:475:57//AL034559 
40 F-HEMBB1001637//Homo sapiens DNA sequence from PAC 934G17 on chromosome 1p36.21 . Contains the al- 

ternatively spliced CLCN6 gene for chloride chanel proteins CLC-6A (KIAA0046) -B, -C and -D, the alternatively 
spliced NPPA gene coding for Atrial Natriuretic Factor ANF precursor (Atrial Natriuretic peptide ANP, Prepronat- 
riodilatin), the NPPB gene for Brain Natriuretic Protein BNP" and a pseudogene similar to SBF1 (and other Myo- 
tubularin-related protein genes). Contains ESTs, STSs and the genomic marker D1S2740, complete sequence.// 
45 9.2e-13:168:76//AL021155 

F-HEMBB1001641//Arabidopsis thaliana genomic DNA. chromosome 5, PI clone: MP01 2, complete sequence.// 
0.00097:721 :58//AB006702 : "* V 

F-HEMBB1001653//Homo sapiens chromosome 2 clone 101 B6 map 2p11, complete sequence.//0. 15:276:63// 
AC002038 

50 F-HEMBB1 001 665//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete cds.//0.43:393:61//L1 4320 

F-HEMBB1001668//F16C15-T7 IGF Arabidopsis thaliana genomip .clone F16C15, genomic survey sequence.// 
0.040:275:60//B12308 " J ' 

F-HEMBB1001673//Homo sapiens mRNA for KIAA0646 prdtein) ■coiii^^^^ cdsy/7.2e-171:803:98//AB014546 
55 F-HEMBB1 001 684//Sequence 1 from patent US 57009277/7r#f 2'4:883:81//I86429 

F-HEMBB1001685//CIT-HSP-2287O9.TF CIT-HSP Homo sapiens genomic clone 228709, genomic sun/ey se- 
quence.//2.3e-34:191:97//B99261 '/-/S ^ 

F-HEMBB1001695//Human DNA sequence from clone 431 P23'on" chromosome 6q27. Contains the first coding 



1792 ' . 



EP1 074 61 7 A2 



exon of the MLLT4 gene for myeloid/lymphoid or mixed-llneageil^Mkemia (trithorax (Drosophila) honfiolog); trans- 
located to, 4 (AF-6, Afadin, MLLT-4, ALL-1 fusion partner), and'S^'Serihe Palmitoyltransferase 2 (EC 2.3.1 .50. Long 
Chain Base Biosynthesis protein 2, LCB-2, SPT-2) pseudogene. Contains ESTs, STss, GSSs, and a putative CpG 
island, complete Sequence.//0.0091:334:63//AL0091 78 /. , 

5 F-HEMBB1 001 704//Human DNA sequence from clone 931 El 5 on' chromosome Xq25. Contains STSs, GSSs and 

genomic marker DXS8098, complete sequencey/l .2e-17:l44:87//AL023575 
F-HEMBB1001706 

F-HEMBB1001707//Guinea pig CD19 mRNA, complete cds.//6.57:232:62//M62543 

F-HEMBB1001717//Saccharomyces cerevisiae mitochondrial tBNA-Tyr, tRNA-Asn, & amp; tRNA-Met genes.// 
10 1.le-13:723:58//AJ223323 > / . 

F-HEMBB1001 735//Human PAC clone DJ0596O09 from 7p15, complete sequence.//1 .3e-36:427:73//AC003074 
F-HEMBB1001736//S.pombe chromosome II cosmid c4B4.//0.0085:479:57//AL023706 
F-HEMBBiooi747//Homo sapiens PAC Clone DJ1002N02 from 7p2i-p22, complete sequencey/4.oe-i 12:532: 
84//AC005376 

15 F-HEMBB1 001 749//Homo sapiens Chromosome 1 7, clone hRPK.259_G__i 8, complete sequenceV/l .3e-98:395: 

82//AC005829 

F-HEMBB1001753//S.maximus repeat region, 342bp.//4.2e-11:69:85//Z78099 
F-HEMBB1001756//Homo sapiens full-length Insert cDNA clone ZD86A11 7/0.001 5 :302:62//AF088064 
F-HEMBB1001760//P.falciparum complete gene map of plastid:llke DNA (IR-A).//0.011:615:56//X95275 
20 F-HEMBB1001762//CIT-HSP-2290J16.TF CIT-HSP Homo sapiens genomic clone 2290J16, genomic survey.se- 

quence.//0.84:208:64)7AQ005184 ^v , * 

F-HEMBB1001785//Plasmodium falciparum DNA"*SEQUENCIN.GJN PROGRESS*** from MALI P3, WORKING 
DRAFT SEQUENCE.//0.0019:469:60//AL031 746 ' ft^Ci^ ' *1 

F-HEMBB1001797//Human heterogenous nuclear RNA W16WV/g:00di'2:.83:86^^^ 
25 F-HEMBB1 001 802//Plasmodium falciparum MAL3P7, complete seqUence.//1 .8e-1 1 :538:60//AL034559 

F-HEMBB1001812//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 356B8. WORKING 
DRAFT SEQUENCE.//1 .0e-56:304:84//Z98882 1* "| 

F-HEMBB1001816//Homo sapiens chromosome 19, cosmid* F24b'63. complete sequence.//3.6e-75:300:87// 
AC005204 J 
30 F-HEMBB1001831//Homo sapiens PAM COOH-tenninal interactor protein 1 (PCIP1) mRNA, complete cdsy/2.3e- 

1 62:763:98//AF056209 • ''. ' 

F-HEMBB1001834//CIT-HSP-2291012.TF CIT-HSP Homo sapiens genomic clone 2291012. genomic survey se- 
quence.//7.6e-08:73:94//AQ004168 ' ' : j. 

F-HEMBB1001836//Homo sapiens I2q13.1 PAC RPCI1-228P16 tRoswell Park Cancer Institute Human PAC Li- 
35 brary) complete sequencey/5.7e-30:297:79//AC004801 

F-HEMBB1001839//Human Chromosome X. complete sequence;//0.016:293:63//AC004073 
F-HEMBB1001850//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence. WORKING 
DRAFT SEQUENCE, 3 unordered pi eces 7/0. 0027:81 2 :58//AC00550.4 

F-HEMBB1001863//Human Chromosome 15q26.1 PAC clone pDJ460g16, WORKING DRAFT SEQUENCE, 3 
40 unordered piecesy/8.3e-43:520:72//AC004581 

F-HEMBB1001867//Human proto-oncogene tyrosine-protein kinase (ABL) gene, exon la and exons 2-10, com- 
plete cds.//1 .7e-56:399:86//U07563 . ; ' /; ' . 

F-HEMBB1001868//Rattus norvegicus clone 923 polymeric immijhoglobulin receptor mRNA 3' untranslated re- 
gion, GA rich region, and microsateilites with GGA-triplet and;GAi§(-fnplet repeats .//6.1e-08:234:67//U01 145 
45 F-HEMBB1 001 869//Homo sapiens full-length Insert cDNA clorie-YT86F:01 .//7.4e-87:432:97//AF085974 

F-HEMBB1001872 J • 

F-HEMBB1 001 874//Homo sapiens clone DJ241 P17. WORKINd D'^Ri^FT SEQUENCE, 7 unordered piecesy/3.4e- 
1 4:631 :61//AC005000 ' , 7: f : )^''=^f 

F-HEMBB1001875//Human DNA sequence from clone J428A1 31.. .WORKING DRAFT SEQUENCEy/0.93:415: 
50 57//Z82209 ^ ' • 

F-HEMBB1001880//Human genomic DNA sequence from clone 30 801 on chromosome Xp11.3-11.4. Contains 
EST CA repeat, STS, GSS, CpG islandy/1.0e-1 8:729 :60//Z93403, < ,.• 

F-HEMBB1001899//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from contig 4-10, com- 
plete sequencey/0.0038:425:58//AL01 021 6 . r : yy ' " 
55 F-HEMBB1 001 905//S.pombe chromosome III cosmid c330y/1 .1 e-23:520:62//AL031 603 
F-HEMBB1001906 

F-HEMBB1001908//Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cdsy/3.7e-82:672: 
81//U47742 ' 
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F-HEMBB1001910//Plasmodlum falciparum 3D7 chromosome l2v.PFyACl 81 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces7/0.0033:566:55//AC005505 

F-IHEMBB1001911//Arabidopsis thaiiana chromosome II BAG F26C24 genomic sequence, complete sequence.// 

1.0:581 :58//AC004705 

5 F-HEMBB1001915//Caenorhabditls elegans cosmid T05H10, coniplete,*sequence7/1 .2e-16:283:67//Z478l2 

F-HEMBB1001921//Homo sapiens chromosome 17, clone hClt.123_J_1 4. complete sequence .//3.4e-07:803:58// 
AC003950 . • 

F-HEMBB1 00l922//Plasmodium falciparum chromosome 2, section28 of 73 of the complete sequence.//5.0e-06: 
756:56///AE001391 . 
10 F-HEMBB1001925//Human DNA sequence from PAC 212P9 on chromosome 1p34.1-1p35. Contains delta opiate 

receptor, CpG island, OA repeat.y/3.1e-45:609:73//AL009181 

F-HEMBB1001930//Homo sapiens genomic DNA of 8p2l .3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment lO/ll.//3.2e-i58:745:99//ABp20867 
F-HEMBB1001944//, complete sequence.//4.1e-60:638:73//AC(305815 

15 F-HEMBB1001945//HS_31 85_B1_G05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=31 85 Col=9 Row=N, genomic survey sequence.//1 .0:280:58//AQ1 88882 
F-HEMBB1 001 947//Human mRNA for KIAA0392 gene, partial cds7/5.6e-20:333:66//AB002390 
F-HEMBB1001950//Human llpocortin (LIP) 2 gene, upstream region 7/0. 0094:1 80 :63//M62899 
F-HEMBB1001 952//Human DNA sequence *** SEQUENCING IN. PROGRESS "* from clone 101 A4, WORKING 

20 DRAFT SEQUENCE.//54e-19:329:70//Z93341 . <; 

F-HEMBB1001953//Homo sapiens chromosome 17, clone hRPK.795_F_1 7, complete sequence7/0. 11: 589:58// 
AC005284 ^'i'? . .. 

F-HEMBB1 001 957//Human DNA sequence from PAC 204E5 ofrcferombsome 1 2. Contains exon similar to Wilms' 
Tumour-related protein QM-like P2X-like receptor, ATP ligand gated'ion channel, ESTs, CpG island7/9.8e-25:446: 
25 67//Z98941 ^■l^/'^'^''' 

F-HEMBB1001962//Homo sapiens Chromosome 16, BACclone 462G18 (LANL), complete sequence7/2.8e-l47: 
727:97//AC005736 '.. ' ^ " " 

F-HEMBB1001967//Homo sapiens done DJ1102A12, WORKING DRAFT SEQUENCE, 15 unordered pieces7/ 
3.2e-56:650:71//AC004963 

30 F-HEMBB1 001 973//Homo sapiens chromosome 12p1 3.3-clone RPGIIi -350L7, WORKING DRAFT SEQUENCE, 

72 unordered pieces7/1.2e-42:327:84//AC005844 j ; 

F-HEMBB1001983//CIT-HSP-2315M4.TF CIT-HSP Homo sapiens genomic clone 2315M4, genomic survey se- 
quence7/8.8e-35:198:96//AQ028071 

F-HEMBB1001988//D.polychroa microsatellite sequence (clone Dp 1C e12)7/4.5e-07:337:62//X92189 
35 F-HEMBB1001990//HS_3234_A1_G08_T7 CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3234 Col=15 Row=M, genomic survey sequence7/0.039:279:59//AQ204689 
F-HEMBB1001 996//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 191J1 8, WORKING 
DRAFT SEQUENCE.//0.18:392:58//AL024507 ; ' '• 

F-HEMBB1001997//Homosapiensclone RG140B11 , WORKING DRAFTSEQUENCE, 1 unordered pieces.//1 .3e- 
40 43:446:71//AC005069 ^ . [ 

F-HEMBB1002002//Plasmodium falciparum 3D7 chromosome' 12 'PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces7/0.077:444:58//ACGQ41 53. 

F-HEMBB1 002005//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 963K23, WORKING 
DRAFTSEQUENCE.y/3.4e-16:173:78//AL031685 - ^ .) 

45 F-HEMBB1002009//Plasmodium falciparum 3D7 chromosome 1-2 ;PFY^ genomic sequence, WORKING 
DRAFTSEQUENCE, 7 unordered pieces7/0.00033:790:56//AC'o555d6;; ; 

F-HEMBB1 00201 5//Homo sapiens genomic DNA, chromosome 21 q1 1 segment 27/28, WORKING DRAFT SE- 
QUENCE7/6.7e-05:126:76//AP000056 " . ' *:- / "v"^ 

F-HEMBB1002042//Oncorhynchus mykiss cytochrome P450 |QYfS4\/li) mRNA, partial cds7/6.4e-33:402:69// 
50 AF046012 

F-HEMBB1 002043 . ' . 

F-HEMBB1002044//Homo sapiens Chromosome 5p, BAC clone 5pg2l^(LBNL H154), complete sequence.//3.0e- 
167:809:97//AC005740 ^ ,'[1 ^v- 

F-HEMBB1 002045 ' ■• 

55 F-HEMBB1002049//Homo sapiens chromosome 17, clone hRPC.l6l_P_9, complete sequence7/0.87: 177:65// 
AC006237 

F-HEMBB1 002050//Streptomyces coelicolor cosmid D787/8.5e-08:644:58//AL034355 
F-HEMBB1002068//Homo sapiens mRNA for KIAA0612 protein, partial cds.//2.5e-05:402:61//AB014512 
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F-HEMBB1 002069 H j 

F-HEMBB1 002092//"* SEQUENCING IN PROGRESS *** Homb: sapiens Chromosome 4. BAG clone B33108; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 10 unordered pieces7/7.8e-104:550:83//AC004064 
F-HEMBB1 002094//Homo sapiens genomic DNA, 21 q region, clone: 1 25H6N2. genomic survey sequencey/2.9e- 
5 49:302:83//AG001 476 ' . 

F-HEMBB1 00211 5//Homo sapiens chromosome 16, cosmid clone 378E2 (LANL), complete sequencey/0.00023: 
542:61//AC004035 

F-HEMBB1002134//Human h-neuro-d4 protein mRNA, complete cds7/7.3e-43:533:70//U43843 
F-HEMBB1 0021 39//HS-1 048-A2-B02-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
10 Plate=CT 831 Col=4 Row=C. genomic sun/ey sequence.//0.055:228:66//B387l4 

F-HEMBB1 0021 42//Plasmodium falciparum DNA *** SEQU ENCING IN PROG RESS *** from MALI P5, WORKING 
DRAFT SEQUENCE.//0.a095:276:64//AL031748 

F-HEMBB1002152//Human Chromosome X, WORKING DRAFT:SEQUENCE, 4 unordered piecesy/0.055:520: 
57//AC002421 > . 

15 F-HEMBB1 0021 89//Homo sapiens cosmid ICRFcl 04I0935Q8 from'Xq28, complete sequencey/2.6e-05:31 1 :63// 

AF002998 

F-HEMBB1002190//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered piecesy/5.4e-05:647:59//AC005140 
F-HEMBB1002193//Sequence 5 from patent US 5709858y/1 .8e-34:179:100//l80846 

20 F-HEMBB1 00221 7//Homo sapiens mRNA for zinc finger protein ^07/1 .2e-23:405:67//X52332 

F-HEMBB1 00221 8//HS_2056_Bl_C09_T7 CIT Approved HuTflari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2056 Col=17 Row=F, genomic survey sequence7/3.3e-45:245:97//AQ24471l 
F-HEMBB1002232//Human chromosome 11 72g7 cosmid, complete sequence7/1.9e-21 :314:70//U73648 
F-HEMBB1 002247 ■■.[J;?!^'* ' 

25 F-HEMBB1 002249//Homo sapiens DNAsequence from BAG 3418 on^chromosome 6p21 .3-22.1 . Contains ZNF1 84 

gene coding for Kruppel related Zinc Finger protein 184, a hnRNP core-protein A1 (mouse Fli-2, rat helix desta- 
bilizing protein, mouse Topoisomerase-inhibitor suppressed gene TIS)^ LIKE pseudogene. a HB15 (CD83 antigen 
precursor) LIKE pseudogene, Ser-tRNA. Glu-tRNA and Met-tRNA (Met-tRNA-l gene 1) genes. Contains ESTs, 
STSs and GSSs, complete sequencey/4.le-45:327:83//AL02i9l8 ' 

30 F-HEMBB1002254//Human Chromosome 16 BAC clone LANL co'smid-440E5, WORKING DRAFT SEQUENCE, 

2 unordered pieces y/9.8e-40;315:82//AC002506 1 '.^ 

F-HEMBB1002255//Plasmodium falciparum MAL3P3, complete s6q u'ericey/0. 0035:31 2 :62//298547 
F-HEMBB1002266//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces7/0.013:469:59//AC0p.5504 
35 F-HEMBB1 002280//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-259H 10, complete sequencey/5.3e- 
18:527:61//AC004682 '! \ 

F-HEMBB1002300//Human Chromosome 11 Cosmid cSRL30hH, complete sequencey/8.6e-l 39:81 8:88// 
U73642 

F-HEMBB1002306//HS_3109_/^_H01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3109 Col=2 Row=0, genomic survey sequence.7/1.3e-75:371:98//AQ1 481 64 

F-HEMBB1002327//HS_3235_B2_G10_T7 CIT /Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3235 Col=20 Row=N, genomic survey sequience.//3r3e-83:4l 8:97//AQ209752 
F-HEMBB1002329//CITBI-E1-2503J7.TR CITBI-E1 Homo sapiens geripmic Clone 2503J7, genomic survey se- 
quence7/3.3e-31:220:88//AQ263402 ' 
45 F-HEMBB1 002340 ''Tt V '- V 

F-HEMBB1002342//Homo sapiens mRNA for putative thiored0xin'-like^p)rotein7/4.1e-154:724:98//AJ010841 
F-HEMBB1002358//Human thymidylate kinase (CDC8) mRNA, boniplete cds7/3.3e-36:192:98//L16991 
F-HEMBB1002359//Human Rev interacting protein Rip-1 mRNA, complete cds7/1.8e-1 3:96 :96//U55766 
F-HEMBB1002364//Human DNAsequence *** SEQUENCING iN^PF^OGRESS *** from clone 376D21, WORKING 
50 DRAFT SEQUENCE7/7.5e-24:202:71//Z98946 " , ^' 

F-HEMBB1002371//Plasmodium falciparum 3D7 chromosome 12:PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces7/1 .9e-06:674:56//AC0Ci41 53^^ 

F-HEMBB1 00238l//Homo sapiens Chromosome 1 6, cosmid clone RTl 63 (LANL), complete sequence7/0.34:238: 
61//AC005222 
55 F-HEMBB1 002383 

F-HEMBB1002387//CIT-HSP-2173E20.TR CIT-HSP Homo sapiens genomic Clone 2173E20, genomic survey se- 

quence7/5.2e-17:434:66//B91052 ' . > 

F-HEMBB1002409//Human DNA sequence from PAC 84F12 on chromosome Xq25-Xq26.3. Contains glypican-3 
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precursor (intestinal protein OCI-5) (GTR2-2), ESTs and CA repeat.//l .2e-56:324:88//AL008712 

F-HEMBB1 00241 5//Human DNA sequence SEQUENCING JN PROGRESS *** from clone 36411, WORKING 

DRAFTSEQUENCE.y/8.9e-35:334:75//AL031319 '^^'^ 

F-HEMBB1002425//Chromosome 22q13 BAG Clone CIT987SKt384D8 complete sequence.//1 .00-36:317:76// 
5 U62317 

F-HEMBB1002442//Rattus norvegicus lin-10 protein homolog. (lin-10) mRNA, complete ccls.//4,3e-88:296:92// 
U92010 

F-HEMBB1002453//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 86D1 , WORKING 
DRAFT SEQUENCE.//2.7e-43:419:78//AL034349 
10 F-HEMBB1002457//Homo sapiens Clone DJ0982E09, WORKiNG pRAFT SEQUENCE, 3 unordered pieces.// 

1.3e-27:542:68//AC005534 . ' \ [ 

F-HEMBB,1002458//HS_3246_/\2_G05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3246 Col=lO Row=M, genomic survey sequence.//3.2e-51 ;257:99//AQ2 17993 
F-HEMBB1002477//Human Grt2-associated binder-1 mRNA, complete cds. //1 .9e-87:493:92//U43885 
15 F-HEMBB1 002489 - r 

F-HEMBB1002492//Arabidopsis thaliana BAC T15B1 67/0.028:51 6:57//AF1 0491 9 

F-HEMBB1002495//Homo sapiens chromosome 17, clone.hRPk.421_E_14, complete sequencey/1.1e-1 6:297: 
68//AC006141 

F-HEMBB1002502//Homo sapiens clone DJ1163L11 . complete becjuencey/1 .1e-91 :675:82//AC005230 
20 F-HEMBBl 002509//Homo sapiens Chromosome 1 6 BAC clone GIT987SK-A-248F7, complete sequencey/2.7e- 

1 1 :648:6Q/^C004605 , J/ ; 

F-HEMBB1002510//HS_3236_B1_H11_MR CIT Approved Human CaS^iibmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3236 Col=21 Row=P. genomic survey sequenceV/l .2e-06:67:94//AQ205992 
F-HEMBBl 002520//Homo sapiens BAC done NH0004N07 "Ifforri ^JV^,' complete sequence.//1 .2e-70:580:72// 
25 AC006152 

F-HEMBBl 002522//Homo sapiens Xp22 bin 150 clone GSHB-223PTt (Genome Systems Human BAC library) 
complete sequencey/5.6e-22:516:64//AC004553 F-HEMBBl 002531^ : 

F-HEMBBl 002534//Human DNA sequence *** SEQUENCING' IN PROGRESS "* from clone 668J24. WORKING 
DRAFT SEQUENCE.//6.9e-62:265:87//AL034346 
30 F-HEMBBl 002545//Human BAG clone RG128M16 from 7q2l-7q22. complete sequence7/2.7e-44:200:82// 

AC000059 ,^^4 

F-HEMBBl 002550//Homo sapiens PAG clone DJ0910I17 from 7c|t1.21-q11 .23, complete sequence.//0.22:161: 
68//AG004927 ; ^ ^ • 

F-HEMBBl 002556//Homo sapiens PAG Clone DJ0696N01 from 7p21-p22, complete sequence.//7.5e-43:306:77// 
35 AG004861 

F-HEMBBl 002579 ' 

F-HEMBBl 002582//Human DNA sequence *" SEQUENCING iN PROGRESS *** from clone 349A1 2, WORKING 
DRAFT SEQUENGEy/0.0001 8:431 :61//AL033520 '\ ^ ' . 

F-HEMBBl 002590//Yeast (S.cerevisiae) mitochondrial apocytdcfirbme b gene, 3' flank.//0.78:147:64//J01471 
40 F-HEMBB1 002596//Human DNA sequence *** SEQUENGINGJN .PROGRESS "* from clone 9E21 , WORKING 

DRAFT SEQUENGEy/3.6e-50:692:69//AL008639 ' " 

F-HEMBBl 002600//Homo sapiens tetraspan NET-5 mmA'ciirnpiei^C^sM 

F-HEMBB1002601//Human BAC Clone RG020D02 from 7q22, complete sequencey/1 .5e-07:416:60//AC002381 
F-HEMBBl 002603//Human BAG clone GS552A01 from 7q21 -q22; compjete sequencey/0.40:341 :60//AG002454 
45 F-HEMBB1 002607//Mus muscuius homeobox containing nuclear' tfaHscn factor Hmxl (Hmxl) gene, com- 

plete CdS.//0.0042:460:60//AF009614 ''S^^^-^;^^! 

F-HEMBBl 00261 0//Homo sapiens Chromosome 1 2q24 PAG RPC|3-^62p2 (Roswell Park Cancer Institute Human 
PAG library) complete sequencey/6.3e-23:559:63//AC003029 . • ' . 

F-HEMBBl 00261 3//Homo sapiens Chromosome 22ql 2 BAC Clone 5i56cl , complete sequencey/4.2e-l 7:441 :63// 
50 AG000025 ■ - 

F-HEMBBl 00261 4//Plasmodium falciparum chromosome 2, section 54 of 73 of the complete sequencey/0.013: 
324:56//AE001417 

F-HEMBB1002617//Homo sapiens chromosome 16 BAG clone'Glt987SK-334D 11 complete sequencey/2.1e-07: 
441:60//AF001550 V 
55 F-HEMBBl 002623//C.hyalina microsatellite marker DNA (id ATCG4).//0.57:1 06:66//Z95304 

F-HEMBBl 002635//Human JNK3 alpha2 protein kinase (JNK3A2ymRNA, complete cdsy/4.8e-22:127:100// 
U34819 

F-HEMBBl 002664//HS_2265_Al_H06_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

< - v: r .• : 
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nomic clone Plate=2265 Col=11 Row=0, genomic survey sequence//0:54:115:67//AQl 01557 
F-HEMBB1002677//Homo sapiens (subclone 3_d1 from P1 H25j''DNA' sequence, complete sequencey/2.2e-49: 
784:68//L81774 

F-HEMBB1002683//Homo sapiens type IV collagen 5a chain (COL4A5) gene, exon 237/1 .0:112:63//U04492 
5 F-HEMBB1 002684//HS-1 050-A2-G06-MF.abl CIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 772 Col=l2 Row=M, genomic survey sequence.//4."4e-67:86:84//B39748 

F-HEMBB1 002686//HS-1 023-B2-F1 0-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 802 Col=20 Row=L, genomic survey sequencey/b.98':i83:61//B34077 

F-HEIVIBB1002692//Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 11 08H3. WORKING 
10 DRAFT SEQUENCE.//0.00039:408:60//AL033525 

F-HEMBB1002697//Homo sapiens clone DJ1087M19, WORK iKlGi 'DRAFT SEQUENCE. 7 unordered pieces.// 
7.36-35:323 :74//AC004955 

F-HEMBB1002699//MUS musculus D6l\/iM5e protein (D6Mm5e)-and DOK protein (Dok) genes, complete cds; and 
L0R2 protein (Lor2) gene, partial cdsy/0.031 :325:62//AF084363 ; 

15 F-HEMBBl002702//HS-1025-A2-D0l-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT 804 Col=2 Row=G, genomic survey sequehcey/l .8e-25:158:95//B34720 
F-HEMBB1 002705//Homo sapiens DNA, chromosome 21 q22.2, PAG clone 25P1 6 complete sequence, encoding 
carbonyl reductase and carbonyl reductase 3 (complete cds)y/l!7e-137:534:96//AB003151 
F-HEMBB1 00271 2//Human DNA sequence from cosmid cU 11 5G 11. .between markers DXS6791 and DXS8038 

20 on chromosome X contains ESTs and STS.//0.001 9:61 2:58//Z7J 187 , 

F-MAMMA1000009//Human chromosome 1 BAC 308G1 genonnic sequence, WORKING DRAFT SEQUENCE, 3 
unordered pieces.//6. 1 e-43:354:81//AC0031 1 7 

F-MAMMA1000019 " J,J'n ■ 

F-MAMMA1000020//H.sapiens mRNA for flavin-containing morVobxygeriase 5 (FMO5).//2.0e-40:185:97//Z47553 
25 F-MAMMA1000025//Homo sapiens PAC clone DJ0806A17 from 7p13-p14, complete sequence.//1 .0:21 1 :65// 

AC005483 

F-MAMMA1000043//Human angiotensin l-converting enzyme (ACE) gene, intron 12.//0.075:204:65//M73275 
F-MAMMA1000045//Human DNA sequence from clone 142F18 oh chromosome Xq26.3-27.2 Contains part of a 
gene similar to melanoma-associated antigen, EST, GSS andean ihyerted repeat, complete sequencey/4.1e-122: 

30 495 :79//AL03 1073 ' ^' ' 

F-MAMMA1000055//M.musculus mRNA for testln.//2.1e-35;559:66//X78989 

F-MAMMA1 000057//Homo sapiens chromosome 1 7, clone hRPK.259_G_1 8, complete sequencey/5.5e-121 :703: 
89//AC005829 . 

F-MAMMA1000069//Homo sapiens minisatellite cebl repeat r;egion.//0.Q0013:329:60//AF048727 
35 F-MAMMA1 000084//Homo sapiens DNA sequence from PAC 05j3Bi3 oft bhromosome Xp22.1 1 -Xp22.22. Contains 
ESTs STS and CpG island.//2.1e-53:445:79//Z93023 \ ^; : ^ ;. 
F-MAMMA1000085//Caenorhabditis elegans cosmid Y23H5A;//b/pQ17:164:64//A 

F-MAMMA1 000092//Homo sapiens BAC clone GS465N 1 3 from 7p\1 5-*p21 . complete sequenceV/l .2e-70:598:78// 
AC004744 

40 F-MAMMA1 0001 03//Homo sapiens chromosome 1 7, clone hCIT;9V Jl4, complete sequenceV/l .1 e-1 56:857:92// 
AC003976 ; ,V;T^'.J"' " 

F-MAMMA1 00011 7//HS_3223_B2_D08_T7 CIT Approved Hurtikn Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3223 Col=16 Row=H, genomic survey sequencey/5.*4e-100:527:94//AQ221160 
F-MAMMA1000129//ryanodinereceptory/0.055:492:59//A20359.- . ; • 

45 F-MAMMA1000133 . k; 

F-MAMMA1000134//HS_3078_B1_C02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3078 Col=3 Row=F, genomic survey sequence .//2.1 e-93:462:97//AQ 144362 
F-MAMMA1000139//Homo sapiens Xp22 PAC RPCI1-5G11 (from Roswell Park Cancer Center) complete se- 
quence.//3.3e-14:322:65//AC002369 '"'''f; . 

50 F-MAMMA1000143//Homo sapiens mRNA for KIAA0685 protein, cdmplete cdsy/6.9e-25:148:97//AB0 14585 

F-MAMMA10001 55//Homo sapiens homeobox transcription fact6r'barx2 (BARX2) mRNA, complete cdsy/1 .Oe-29: 

219:87//AF031924 

F-MAMMA1000163 

F-MAMMA1000171//Homo sapiens chromosome 19, CIT-HSP 'B;A6-'470n8, complete sequence.//6.3e-1 4:92:88// 
S5 AC005393 ; ' 

F-MAMMA1000173//MUS musculus SH3-containing protein 'SH3P/ mRNA, complete cds. similar to Human 

Drebriny/2.2e-114:698:87//U58884 ; '^l''''"-^. '" 

F-MAMMAI 0001 75//HS_3050_Bl _B03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Ptate=3050 Col=5 Row=D. genomic survey sequerice.//6.2e-73:357:99//AQ 102678 
F-MAMMA1000183//HunianDNAsequence"*SEQUENCING(N PROGRESS*** from clone Y313F4. WORKING 
DRAFT SEQUENCEy/4.6e-94:904:73//AL023808 ' ,i\k"^.^.'- i 

F-MAMMA1000198/yZ.dlploperennis repetitive DNA (clone ZEAR 266)7/0. 18:1 52:70//X53610 
5 F-MAMMA1000221//Human Chromosome 15qll-q13 PAC clonejppj778a2, complete sequencey/0.01 7:99:75// 

AC004583 

F-MAMMA1 000227//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 467K1 6. WORKING 
DRAFT SEQUENCE.//0.36:312:62//AL031283 

F-MAMMA1000241//HS_3217_B1_B02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3217 Col=3 Row=D. genomic survey sequence7/1 .9e-94:456:98//AQ 193401 

F-MAMMA1000251//Homo sapiens NF2 gene.//0.00092:270:64//Y18000 

F-MAMMA1 000254//Plasmodlum falciparum 307 chromosome 1 2 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pleces7/0.0034:777;57//AC005i40 

F-MAMMA1000257//Homo sapiens DNA sequence from PAC 201 D7 on chromosome 6p22.1 -22.3. Contains EST 
IS andSTS7/0.00036:230:65//AL022717 

F-MAMMA1000264//Homo sapiens (subclone 9_f5from PI H17) DNA sequence, complete sequence7/1 .5e-30: 
499:68//L81612 

F-MAMMA1000266//Bacillus lynceorum strain pMEL12 Bag320 satellite DNA7/0.28:218:64//AF034430 

F-MAMMA1000270//Human Chromosome 16 BAC clone CIT987SK-A-270G1, complete sequence7/l .4e-l57: 
20 788:96//AF001549 ' 

F-MAMMA1000277//Mycobacterium tuberculosis H37Rv complete genome; segment 48/1627/0.70:320:61// 

AL021897 ,^ ; 

F-MAMMA1000278//Sequence 23 from patent US 57081 577/93^rfp3:540:95//l80055 

F-MAMMA1 000279//Human DNA sequence from clone 769D20 oh^dfiromosome Xp21 .1 -21 .3 Contains EST, STS, 
25 GSS, complete sequence.//2.4e-49:262:77//AL031 643 . ^'v 

F-MAMMA1000284//CSRL-165E12-U cSRL flow sorted Chrom6sbm.e 11. specific cosmid Homo sapiens genomic 

clone cSRL-1 65E12, genomic survey sequence7/l .1 e-30:324':75//Bb36o4 

F-MAMMA1000287//Homo sapiens, clone hRPK.l5_A_1, cpmplete;sequence7/2.7e-54:401:83//AC006213 
F-MAMMA1000302//Drosophila melanogaster complete mitochohdriat 'geriome.//0.005l :307:61//U37541 
30 F-MAMMA1000307//Homo sapiens chromosome 12p13.3 clone;RPCI5-1154L15, WORKING DRAFT SE- 

QUENCE. 67 unordered pieces7/0.15:449:59//AC006205 ^ ^ v-'- v v 
F-MAMMA1000309//CDNA coding human apo lipoprotein E3y/6;pOO'j 0:691 :58//E00359 

F-MAMM A1 00031 2//H uman DNA sequence *** SEQUENCING IN PROGRESS *** from clone 798A1 7, WORKING 
DRAFT SEQUENCE.//0.27:301 :60//AL031274 /' 
35 F-MAMMA1000313 . • - 

F-MAMMA1 000331//Human Chromosome 1 6 BAC clone Clt987SK-A-735G6, complete sequence7/9.8e-06:151 : 

71//AC002400 
F-MAMMA1 000339 

F-MAIVIMA1 000340//HS_21 81_B2_F07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
<o nomic clone Plate=2i8l Col=l4 Row=L, genomic survey seque.nce;//4.3e-05:l8l :68//AQ024288 

F-MAM1VIA1000348//Homo sapiens chromosome 17, clone <,HRPC843B9, complete sequence.//5.3e-30:575:66// 
AC004139 

F-MAMMA1000356//Homo sapiens clone RG038K21. WORKING DRAFT SEQUENCE. 3 unordered pieces7/ 
1.8e-52:264:76//AC005052 ■ - v 

45 F-MAMMA1 000360//Homo sapiens PAC Clone DJ0755G1 7 from 7p21 -p22, complete sequence.//6.5e-91 :569:88// 

AC004879 ^' . !• 

F-MAMMA1000361//Human DNA sequence from PAC 50711 5 :6n chromosome Xq26.3-27.3. Contains 60S ribos- 
omal protein L44 (L41, L36) like gene, ESTs, STSs and a pplyiTip^^^^^^^ repeat.//1.4e-42:315:83//Z98950 
F-MAMMA1000372//Human DNAsequence*** SEQUENCING IN PROGRESS *** from clone Y738F9, WORKING 
50 DRAFT SEQUENCE.y/2.9e-11 4:51 6:89//AL022345 .V/liv*;^ - 

F-MAMMA1000385//CITBI-E1-2517E13TF CITBI-E1 Homo sapiens genomic clone 2517E13, genomic survey 
sequence7/6.9e-26:377:71//AQ279944 . . ; 

F-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous Kruppetlike factor, complete cds 7/3. 7e- 148:710: 
98//AB015132 ' ; ' ' 

55 F-MAMMA1 000395 

F-MAMMA1000402//Homo sapiens clone DJ0718N17, complete sequence.//4.0e-115:845:85//AC005999 
F-MAMMA1 00041 0//HS_3245_A1_C02„MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3245 Col=3 Row=E, genomic survey sequence.//9.6e-42:350:80//AQ205768 
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F-MAMMA1000413//HS_3223_B2_F01_MR CIT Approved. Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3223 Col=2 Rowi=L, genomic survey sequence.//l .6e-48:318:89//AQ 188456 
F-IVIAMMA1 00041 4//HS_2027_B2_C04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2027 Col=8 Row=F. genomic survey sequence;y^1;,4e-46:286:92//AQ231369 
5 F-I\/IAMMA1 00041 6//Drosophila melanogaster DNA sequence'(P1 s DSO'7528 (D1 69) and DS06665 (D220)), com- 

plete sequence.//9.4e-33:310:72//AC004640 >. 

F-MAMMA1000421//Homo sapiens clone DJ1129D05, complete sequence.//3.3e-29:223:64//AC005630 
F-MAMMA1 000422 

F-MAMMA1000423//Drosophila yakuba mitochondrial DNA mlbletule.//2.2e-10:639:57//X03240 
10 F-MAMMA1000424//Homo sapiens DNA from chromosome 19, BAG 33152, complete sequencey/4.6e-47:556: 

68//AC003973 

F-IVIAMMA1000429//MUS musculus SDP8 mRNA, complete cdsV/8.6e-99: 545: 92//AF062484 
F-MAMIVIA1000431//Homo sapiens clone DJ1039L24, WO RK IN G -DRAFT SEQUENCE, 3 unordered pieces.// 
4.8e-41 :289:79//AC005283 

15 F-MAMMA1000444//Human DNA sequence from clone 714B7 on chromosome 22q12.2-l3.2 Contains CYTO- 
CHROI\^E C OXIDASE VIIB precursor like pseudogene and ESTs, complete sequence.//2.3e-34:291:80//299755 
F-MAMMA1 000446 

F-MAMMA1000458//MUS musculus Clone OST9003, genomic survey sequence .//5.0e-53:231 :84//AF046620 
F-MAMMA1000468//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 291J10. WORKING 
20 DRAFT SEQUENCE.//0.75:303:60//293017 

F-MAMMA1000472//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 414D7, WORKING 
DRAFT SEQUENCE.//4.0e-41:403:77//AL033543 ... ; * 

F-MAMMA1000478//Homo sapiens clone RG270D13. WORKING' DRAFT SEQUENCE, 18 unordered pieces.// 
9.5e-54:369:77//AC005081 * l^^--?'*-;' " 

25 F-MAMMA1 000483//Homo sapiens Chromosome 1 6 BAG clone ;GII987SK-44M2, complete sequence.//3.6e-34: 

332:77//AC004381 ' • ' ^^/X * 

F-MAMMA1000490//Homo sapiens 12ql3.1 PAC RPCI1-90J4 (IRosWell Park Cancer Institute Human PAC library) 
complete sequencey/8.9e-1 28:822:87//AC003686 

F-MAMMA1000500//CIT-HSP-231905.TF CIT-HSP Homo sapiens genomic clone 231905, genomic survey se- 
30 quence.//4.8e-29:175:94//AQ044812 ,i>,:t ^ 

F-MAMMA1000501//Homo sapiens DNA sequence from clone'78F24 on chromosome 22q12.1-12.3. Contains 
one exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequence.// 
5.7e-45:334:82//AL022336 .a,^. 

F-MAMIVIAI 00051 6//Human DNA sequence from PAC 50A13 on chromosome Xpll. Contains ATP SYNTHASE 
35 LIPID BINDING PROTEIN PI (P2, P3) precursor (ATPSG1 , AtP5G2, Af P5G3) like pseudogene, ESTs and STSs. 
Contains polymorphic CA repeat.//2.9e-43:529:69//Z92545 

F-MAMMA1000522//Human DNA sequence from clone 20J23 on chromosome Xq26.2-27.2 Contains ras-related 
C3 botulinum toxin substrate 1 (P21-RAC1) (ras-like protein Tc'25) EST, CA repeat, STS, CpG island, complete 
Sequence.//2.0e-14:380:63//AL022576 , Y 

40 F-MAMMA1000524//Homo sapiens chromosome 10 clone"Clf-HSP-l338F24 map I0pll.2-I0pl2.l, complete 
sequence.//1 .4e-22:420:66//AC0061 01 

F-MAMMA1000559//Human HepG2 3' region cDNA, Clone hmd3f08.//5.4e-29:168:97//D16922 
F-MAMMA1 000565//RPCI1 1 -61 K6.TJ RPCI11 Homo sapiens g'ehbhiic clone R-61 K6, genomic survey sequence.// 
1.7e-120:561:100//AQ194238 ; . • ; • . 

45 F-MAMMA1000567//Human DNA sequence from PAC 1 79D3, bfetw^^ markers DXS6791 and DXS8038 on chro- 

mosome X contains S10 GTP-binding protein, ESTs and CpG island://3 Je-43:387:80//Z81370 
F-MAMMA1000576//Homo sapiens BAC Clone RG442F18^ifrpru;2^«'. complete sequence.//! .29-30:237:75// 
AC005104 . 

F-MAMMA1000583//RPCI11-60M22.TJ RPCI11 Homo sapiens -ge^norTiic Clone R-60M22, genomic survey se- 
50 quencey/9.6e-102:487:99//AQ1 98091 . , 

F-MAMMA1000585//Homo sapiens clone UWGC:djs14 fr6m'7p14-15; complete sequencey/5.2e-39:370:78// 
AC006195 ^ -^ v ; 

F-MAM1\/IA1000594//Homo sapiens chromosome 19, cosmid' R31 646, complete sequence.//3.9e-43:328:83// 
AC005338 - 
55 F-MAI\/IMA1000597//Homo sapiens chromosome 17, clone HRPK.481_C_4, complete sequencey/1 .5e-32:259: 
82//AC005839 ' ' "^'\ 

F-MAMMA1000605//Human DNA sequence *** SEQUENCING IN "PROGRESS *** from clone 97P20. WORKING 
DRAFT SEQUENCE.//2.4e-59:31 8:83//AL031 297 
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F-MAMMA1 00061 2//HS_2188_A2_D02_MF CIT Approved Hurnan Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2188 Col=4 Row=G, genomic survey sequence.//4.8e-30:171 :96//AQ116793 
F>I\/IAMMA1000616//HS_3176_A1_E06_T7 CIT Approved Human.Genpmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3176 Col=11 Row=l, genomic survey sequence.//4.7e-28:287:79//AQ300310 
5 F-MAMMA1 000621//Human DNA sequence *** SEQUENCING IN,RRQGRESS *** from clone 273F20, WORKING 

DRAFT SEQUENCE.//0.01 5:478:58//AL034371 

F-MAMMA1 000623 < - K s V; 

F-MAMMA1000625//DNA encoding Hepatitis C virus antigen.//0,93:196:61//E06898 
F-MAMMA1000643//Homo sapiens nephrocystin (NPHP1) mRNA, partial cdsy/0.95:365:59//AF023674 
10 F-MAMMA1 000664//HS_3096_B1 _C02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3096 Col=3 Row=F, genomic survey sequence .//2.7e-51:257:99//AQ 1451 37 
F-MAMMA1000669//Homo sapiens chromosome 19, cosmid ^26908, complete sequence.//2.0e-66:586:67// 
AC004785 

F-MAMMA1000670//HS_2243_B2_A08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
15 nomic clone Plate=2243 Col=1 6 Row=B, genomic survey sequence.//8.7e-05:94:80//AQl 53650 

F-MAMMA1000672//MUS musculus Clone OST8270, genomic survey sequence.//3.9e-64:471 :81//AF046705 
F-MAMMA1000684//Suid herpesvirus 1 Rsp40 mRNA, partial cdS-Z/l .2e-07:186:67//U27489 
F-MAMMA1000696//Human oligodendrocyte myelin glycoprotein (6mG) exons 1-2; neurofibromatosis 1 (NF1) 
exons 28-49; ecotropic viral integration site 2B (EVI2B) exons 1 -2; ecotropic viral integration site 2A (EVI2A) exons 
20 1 -2; adenylate kinase (AK3) exons 1 -2y/3.0e-53:653:70//L0.5367 ^ 

F-MAMMA1 000707//CIT-HSP-230201 9.TR CIT-HSP Homo sapieris 'genomic Clone 230201 9, genomic survey se- 
quence.//1 .86-08:131 :77//AQ017947 . v.- , ,^ 

F-MAMMA1 00071 3//Rattus norveglcus clonel polymeric imrTiuhog|idbulin receptor mRNA 3' untranslated region, 
GA rich region, and microsatellites with GGA-triplet and GAA-tnpiet;yepeats7/0.062:l34:67//U007^^ 
2S F-MAMMA1 00071 4//Chicken hsp90 gene for 90 kDa-heat shock firbtein^^ 

F-MAMMA1 00071 8//CIT-HSP-21 71 B10.TF CIT-HSP Homo sapieriVgenpmic clone 21 71 B10. genomic survey se- 
quence.//3.6e-05:289:60//B95401 •--•:tv"*vy> 

F-MAMMA1000720//Homo sapiens chromosome 19, cosmid R33632, complete sequence .//4.4e- 184:842:98// 
AC005781 ' ;■ ! 

30 F-MAMMA1 000723//Homo sapiens clone DJ0892G1 9, com*plete^s6(^uence.//8.8e-05:430:60//AC00491 7 

F-MAMMA1000731//Drosophila melanogaster DNA sequence (Pl^ 01507049 (0133)), complete sequencey/3.8e- 

55:796:66//AC004274 '.^ :^ " 7. 

F-MAMMA1 000732//Homo sapiens chromosome 21 q22.3 PAC. 14,1 B3, complete sequence, containing ribosomal 
protein homologue pseudogene L23a.//6.6e-77:555:74//AF664859 '-'f' 
35 F-MAMMAI O00733//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P6, WORK- 

ING DRAFT SEQUENCEy/0.98:479:58//AL031749 

F-MAMMAI 000734//Homo sapiens SEC63 (SEC63) mRNA, complete cdsy/7.3e-168:B02:98//AF100141 
F-MAMMAI 000738//S.cerevisiae chromosome XIV reading frame' ORF YNL132w7/8.6e-31:626:63//Z71 408 
F-MAMMAI O00744//Gorilla Alu-repetitive sequence in beta-globin gene.clustery/2.7e-54:410:82//X06123 
40 F-MAMMAI 000746//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-10F4, complete sequencey/3.7e- 
109:779:83//AC004158 

F-MAMMAI O00752//Homo sapiens clone RG219E16, WORKING DRAFT SEQUENCE. 3 unordered piecesV/ 

1 .2e-20:444:63//AC005075 

F-MAMMA1 a00760//Homo sapiens Clone RG015P03, complete ,sequericey/1 .5e-44:403:79//AC005048 
45 F-MAMMAI 00076l//Homo sapiens Chromosome 7 BAC'ClorJe]23^^^^^ WORKING DRAFT SEQUENCE, 9 un- 

ordered pieces./y2.3e-22:159:81//AC004166 ^ !f 

F-MAMMAI 000775//Homo sapiens chromosome 17, clone hRPoiglN.is, complete sequencey/1.3e-51:789: 
68//AC005703 I'^^-r ^'M 

F-MAMMA1000776//Human DNA sequence from BAC 57G9 on chromosome 22q 12.1 Contains ESTs, OA repeat, 

50 GSS.//5.7e-40:238:78//Z951 1 6 " ^ 

F-MAMMAl 000778//Human DNA sequence *** SEQUENCING irH.PRQ.GRESS *** from clone 153G14, WORKING 

DRAFT SEQUENCE.//7.6e-29:222:84//AL0311 18 , ' • f S ' ' 

F-MAMMA1000782//Human 2,4-dienoyl-CoA reductase gene ^ exon?9 7/0.90: 137:62//U94987 

F-MAMMAI 000798//*** SEQUENCING IN PROGRESS *** EPM.1/APECED region of chromosome 21, clones 

55 A68E8, B127P21. B173L3. B23N8. C1242C9, C579E2, A70B6,yil5|9G9/B175D10, B52C10, C124G1 Note: Se- 

quencing in this region has been discontinued by the Stanford Human Genome Center, WORKING DRAFT SE- 
QUENCE. 50 unordered piecesy/0.00058:163:71//AC003656 

F-MAMMAI 000802//Homo sapiens chromosome 19, cosmid .R33729, complete sequencey/6.3e-1 51:71 4:99// 
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F-MAMMA1000824//Honio sapiens 12p13.3 BAG RPCI1l-543Pl|iRqswell Park Cancer Institute Human BAG 
Library) complete sequence.//4.2e-104:503:99//AC00591 2 '^.^•^zi 

F-MAMMA1000831//Homo sapiens clone UWGC:g1211a139. complete . sequence.//0.76:302:58//AC005502 
5 F-MAMMA1 000839//Human BAG clone RG01 3L03 from 7q2r, complete sequence.//l .9e-54:322;68//AG002456 

F-MAMMA1 000841//Human DNAsequence *** SEQUENCING iNfRbGRESS *** from clone 968D22. WORKING 

DRAFT SEQUENCEy/6.7e-140:647:92//AL023755 ' 
F-MAMMA1 000842//. complete sequence 7/0. 006B:499:59///VCqC]^58y7^! ' 

F-MAMMA1000843//Plasmodium falciparum 3D7 chromospmf 12Jrj^^ genomic sequence, WORKING 
10 DRAFT SEQUENCE, 2 unordered pieces.//0.13:439:59//AcW47lX ' 

F-MAMMA1000845//Plasmodium falciparum DNA SEQUENCING IN PROGRESS *** from MAL4P1 , WORK- 
ING DRAFT SEQUENCEy/2.2e-05:208:64//AL034557 

F-MAMMA1000851//Gallus domesticus filamin gene 5' region, partial cds.//0.86:193:63//U00146 
F-MAMMA1000855//Human minisatellite region detected by myoglobin 33-repeat probe, clone lambda 33.107/ 
15 0.081 :229:62//M30549 ... . ; jj:' 

F-MAMMA1000856//B.taurus microsatellite marker ETH8 (D6S3j DNA7/0. 0024:253 :60//Z22747 
F-MAMMA1000859//Sequence 6 from Patent W097226957/2.3e-79:533:82//A63553 
F-MAMMA1 000862 ' 

F-MAMMA1000863//Homo sapiens genomic DNA. chromosome 21 q1 1.1 , segment 21/28. WORKING DRAFT SE- 
20 QUENCE7/1,0e-28:439:64//AP000050 : . 

F-MAMMA1 000865 : S'" ^ 

F-MAMMA1000867//CIT-HSP-2385J8.TR.1 CIT-HSP Homo sapiens genomic clone 2385J8, genomic survey se- 
quence.//0.00017:158:70//AQ240906 c if -j-^/i;' 

F-MAMMA1000875//Homo sapiens DNA sequence from PAC 232G24 'on' chromosome Xq27.1-q27.3. Contains 

25 two exons similar to MAGE gene family, EST, CA repeat, STS„ complete sequence7/l .0:121 :68//AL022l52 
F-MAMMA1000876//Homo sapiens Clone HS19.6 Alu-Ya5 sequence^//8 4iB-41 :185:90//AF015152 
F-MAMMA1000877//Homo sapiens DNA sequence from clone78F24jPn^c 22ql2.l-l2.3. Contains 

one exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contaihs^'GSSs and an STS, complete sequence7/ 
8.3e-57:522:75//AL022336 - ; J ■ 

30 F-MAMMA1000880//Homo sapiens full-length insert cDNA clone 2D54/\10.//5.2e-26: 143:1 00//AF086327 

F-f^AMMA1 000883//Human DNA sequence from clone 786D3'on ch|bjTipsome 22ql 3.31 -33 Contains GSS, com- 
plete sequence.//0.99:225:63//AL023801 u*. . * 
F-MAMMA1000897//R.norvegicus mRNA for plasma protein7/4.8e-07:479:58//Y11283 
F-MAMMA1 000905//F26L5TRB IGF Arabidopsls thaliana genomic.clone F26L5, genomic survey sequence .//0.94: 

35 115:66//B61433 , \ 

F-MAMMA1000906//HS_3110_B2_A11_MR CIT Approved Hurnaii Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3110 Col=22 Row=B, genomic survey sequehce7/2.5e-63:548:78//AQ182819 
F-MAMMA1000908//Human DNAsequence *** SEQUENCING IN' PROGRESS *** from clone27K12, WORKING 
DRAFT SEQUENCE.//5.2e-80:480:90//AL033397 ,^ / 

40 F-MAMMA1 00091 4//P[asmodium falciparum MAL3P8, complete 'siequence 7/7. 6e-09:596:58//AL034560 

F-MAMMA1000921//C1T-HSP-21 71D8.tr CIT-HSP Homo'sapiens genomic clone 2171D8, genomic survey se- 
quence.//6.6e-07:249:66//889575 . J 

F-MAMMA1000931//Homo sapiens clone DJ0892G19, complete' seqWnce. 

F-MAMMAlo00940//HS-l056-/^-E02-MF.abi CIT Human Genomic; "'s perm Library C Homo sapiens genomic 
45 clone Plate=CT 778 Col=4 Row=l, genomic survey sequence7/6.i e:44:235:78//B47296 

F-M AM ^4A1 000941 //Homo sapiens Chromosome 16 BAG cidn6 £i.lf987-SKA-ll3A6 complete genomic se- 
quence, complete sequence.//9.4e-48:443:75//AC002299 . ;;./ l?- r ; 

F-MAMMA1000942//Human DNA sequence from clone 9l4Pr4-ori.chrorTi6some Xq23 Contains calpain-like pro- 
tease gene, DCX (doublecortin) ESTs, CA repeat, GSS, complete'seqyence.//l .8e-14:l75:76//AL031l17 
50 F-MAMMA1000943//Plasmodium falciparum 3D7 chromosorrie 12'PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE. 5 unordered pieces 7/0. 0082 :684 :56//AC0053b8 ' 

F-MAMMA1000956//Homo sapiens chromosome 16, cosmid iilqne 3i63E3.(LANL), complete sequence7/3.3e-30: 
530:67//AC004643 ^'"'^ |- f V 

F-MAMMA1 000957//HS_3039_A2_G08„MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=3039 GoI=1 6 Row=E, genomic survey sequence.//! .3e-72:390:94//AQ1 551 21 

F-MAMMA1000962//Homo sapiens clone DJ0756H11. WORKING .DRAFT SEQUENCE. 5 unordered pieces.// 
1. 86-58:31 8:86//AC006001 ^ /' ; 

F-MAMMA1 000968//Homo sapiens DNA sequence from clone 5^ 1 B24 on chromosome 20q1 1 .2-1 2. Contains the 
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T0P1 gene forTopoisomerase I, the PLCG1 gene for 1 -Phosphatidylinositol-4,5-Bisphosphate Phosphodiesterase 
Gamma 1 (EC 3.1.4.11, PLC-Gamma-1, Phospholipase C-Gamma-1 PLC-II, PLC-I48),the KIAA0395 gene for a 
probable Zinc Finger Homeobox protein and a 60S Ribosomal Protein L23 LIKE pseudogene. Contains a predicted 
CpG island, ESTs. STSs and GSSs. complete sequence.//1.4e-18:396:65//AL022394 
5 F-MAMMA1 000975//Human DNA sequence from clone 34417 on chromosome Xpl 1 .21 -1 1 .3. Contains a Keratin, 

Type II Cytoskeletal 8 (Cytokeratin 8, CYK8. KRT8) pseudogene, ESTs and a GSS, complete sequencey/i .4e-79: 
690:77//AL024458 ) 
F-MAMMA1000979//Homo sapiens PAC clone DJ1186C01 from 7q21.2-q31.1, complete sequencey/0.089:21 4: 
66//AC004991 

10 F-MAMMA1000987//Human PACclone DJ527C21 from Xq23, complete sequence .//1.le-58:458:82//AC0001 14 

F-MAMMA1000998//Human DNA sequence from PAC 997K18 on chromosome 20p12. Contains ESTs and CA 
repeat.//1.le-05:439:62//AL021406 .\. - 

F-MAMMA1001003//Homo sapiens DNA sequence from PAC 93L7'.on.chromosome Xq2l. Contains part of the 
CHM (TCD, REP1) gene coding for RAB Escort protein 1 (REP-1. RAB proteins geranylgeranyltransferase com- 
15 ponent A 1 , Choroideraemia protein, Tapetochoroidal Dystrophy (TCD) protein). Contains ESTs and an STS. com- 
plete sequence.//0.24:166:68//AL022401 

F-MAMMA1001008//Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE.// 
1.6e-1 03:1 39:99//AJ01 1929 ; ' 

F-MAMMA1 001 021 //Homo sapiens clone 24544 beta-dystrobrevin mRNA, partial cds.//6.5e-48:465:76// 
20 AF070567 - 

F-MAMMA1001024//CITBI-E1-2501L21.TF.1 CITBI-E1 Homo'sapiehs genomic clone 2501 L21. genomic sun/ey 
sequence.//! .0:1 75:62//AQ241 701 

F-MAMMA1 001 030//Homo sapiens G protein-coupled receptor LGR5 (LGR5)mRNA, complete cds.//1.1e-30:753: 
6//1AF061444 ^ 
25 F-I\/1AMMA1001035//Human Chromosome 16 BAC clone Clf&87SK-A-l000D7, complete sequence.//7.9e-24: 
256:76//AC002990 ]^ 

F-MAMMA1001038//CIT-HSP-2284N21 .TFCiT-HSP Homosapiehs genomic Clone 2284N21, genomic sun/eyse- 
quence.//0.96:78:75//AQ000903 

F-MAMIVIA1001041//chicken mRNA for alpha-actinin, complete pds7/2.8e-09:355:63//D26597 
30 F-MAMMA1001050//Homo sapiens BAC clone RG060P12 from 7q21, complete sequence.//2.6e-40:378:76// 

AC002457 

F-MAMMA1001059//Mouse RNA helicase and RNA-dependent'ATPase from the DEAD box family mRNA, com- 
plete cdS.//4.8e-97:661 :83//L25125 ' " ' ' 

F-MAMMA1001067//Homo sapiens genomic intron breakpoint sequence of MLL rearrangement, 285 bpy/2.8e- 

35 1 8:11 0:1 00//AJ0001 69 ' '^^ ■ 

F-MAMMA1 001 073//HS_3046_A2_G08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=3046 Col=l6 Row=M. genomic survey sequerice.//i :0:142:68//AQ098420 
F-MAMMA1C01074//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 455J7, WORKING 
DRAFT SEQUENCE.//1 .2e-23:386:70//AL031 733 ' 

40 F-MAMMA1 001 075//Homo sapiens (clone F4) transmembrane protein niRNAsequence.//1.1e-27:55 

F-MAMMA1001078//Homo sapiens chromosome 17, clone hRPK:346_!k_l0, complete sequence,//2.0e-22:334: 
69//AC006120 , 

F-MAMMA1001080//Human immunoglobulin heavy chain variabferegion (VH III family) from IgM rheumatoid fac- 
tor.//6.4e-58:327:92//L291 55 

45 F-MAMMAiooi082//Homo sapiens Xp22 GSHB-314C4 (Genome Systems Human BAC library) complete se- 
quence.//3.8e-87:695:77//AC004087 . r . 

F-MAMMA1001091//Homo sapiens chromosome 19, cosmid F21967; complete sequence.//7,0e-05 :594:60// 

AC005256 , r.^'.;;^ . 

F-MAMMA1 001 092//Human DNA sequence from PAC 49023 lori chromosome X contains malate dehydrogenase 
so pseudogene and STSy/1 .6e-91 :1 74:87//Z93019 

F-MAMMA1001105//Homo sapiens OVO-like 1 binding protein,(pyOL1) mRNA. complete cds.//6.4e-23:507:66// 
AF0 16045 "'\ ' 

F-MAMMA1001110//Homo sapiens chromosome 19, cosmid .-Rl 681 5, complete sequence.//0.77:316:60// 

AC004637 " -v / 

55 F-MAMMA1001126//Homo sapiens PAC 50H2 in the CUTLI locus, complete sequence.//3.3e-2l :237:73// 
AF047825 -^ 

F-MAMMA1 001133//Human DNA sequence from BAC 57G9 on chro^nqsonie 22q12.1 Contains ESTs, CA repeat, 
GSS.//0.97:202:63//Z95116 r=c 
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F-MAMMA1001139//tricart)oxylate carrier [rats, liver. mRNA Partial. 2986 nt].//l.6e-84:406:82//S70011 
F-MAMMA1001143//Homo sapiens DNA sequence from cosmid*N75B3 on chromosome 22 Contains EST, exon 
trap, complete sequence7/1.3e-14:182:76//AL022339 

F-MAMMA1001145//Human DNA sequence from cosmid cU115G11, between markers DXS6791 and DXS8038 
5 on chromosome X contains ESTs and STSy/5.2e-87:714:78//Z71187 

F-MAMMA1 0011 54//CIT-HSP-2341 Dl 3.TF CIT-HSP Homo sapiens genomic clone 2341 D1 3 genomic survey se- 
quencey/0.00051:249:61//AQ055735 

F-MAMMA1 0011 61//Homo sapiens Chromosome 14, BAG CITB-135H1 7 containing the RAD51 L1 gene, complete 
sequence.//2.2e-30:41 0:70//AC00451 8 ' ; - - 

10 F-MAMMA1 001 162//Homo sapiens full-length insert cDN A clone ZA79C01.//2.4e-1 3:87:1 00//AF0861 23 

F-MAMMA1001181//MUS musculus C2C12 unknown mRNA, partiarcdsy/9.3e-15:432:60//U31629 
F-MAMMA1001186//Homo sapiens chromosome 17, clone hRPk.74_E_22, complete sequencey/6.8e-57:670: 
72//AC005696 .'^•t'Su. ' 

F-MAMMA1001191 

15 F-MAMMA1001198//MUS musculus epslSR mRNA, complete cds.//1 .5e-11 7:759: 84/AJ29 156 

F-MAMMA1001202 - J 

F-MAMMA1001203//Homo sapiens chromosome 17, clone hRPK.22^NJ2, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//1 .5e-1 61 :764:98//AC005412 -s ' 

F-MAMMA1001206//Homo Sapiens chromosome 17, clone HCIT421K24, complete sequence.//5:le-30:535:65// 
20 AC004099 ' ' 

F-MAMMA1001215//Homo sapiens chromosome 19, CIT-HSP BAC 470n8, complete sequencey/8.4e-l 82:860: 
98//AC005393 

F-MAMMA1001220//Homo sapiens PAC Clone DJ0745K06 from' 7q3i, complete sequencey/7.7e-58:690:70// 
ACa04875 [ : 

25 F-MAMMA1 001222//IVlouse lorlcrin mRNA, complete cdsy/2.7e-07:624:58//M34398 

F-MAMMA1001243//Homo sapiens chromosome 17, clone hRPK:!l§2:_H_23, complete sequence y/0.91 : 177:66// 
AC005726 

F-MAMMA1001244 : r-/ 

F-MAMMA1 001249//Human 28S ribosomal RNA psuedogenes and alu repeat region sequence y/6.7e-09: 502:58// 
30 U67616 \ . ; V j ' 

F-MAMMA1001256//Human DNA sequence from clone 441J1.on"ch/orriosome 6p24 Contains STS, GSS, com- 
plete sequencey/5.0e-37:342:80//Z99495 ' ' " 7- " 
F-MAMMA1 001259 ^ -r?;!-:— - 

F-MAMMA1001260//Homo sapiens mRNA for KI/VA0661 protein, complete cdsy/8.7e-40:659:64//AB014561 
35 F-MAMMA1 00l268//Homo sapiens PAC clone DJ0844F09 from 7pi 2'-p1 3. complete sequencey/4.9e-43:265:8l// 
AC004453 

F-MAMMA1001271//Salmo salar DNA for a cryptic repeaty/2ie-b6:3il :63//AJ0 12206 
F-MAMMA1001274//Homo sapiens Clone DJ0607J02, WORKING DRAFT SEQUENCE, 12 unordered piecesy/ 
6.6e-70:327:83//AC004840 ' ; \ • / 

40 F-MAMMA1 aoi280//Homo sapiens Xp22 bins 87-93 PAC RPCl.f-122K4 (Roswell Park Cancer Institute Human 
PAC Library) complete sequencey/1 .Oe-05 :276:66//AC003035 ; * ] 

F-MAMMA1001292//Human DNA sequence from clone 1170K4 ori chromosome 22q12.2-13.1. Contains three 
novel genes, one of which codes for a Trypsin family protein with class A LDL receptor domains, and the IL2RB 
gene for Interleukin 2 Receptor, Beta (IL-2 Receptor, CD122 antigen). Contains a putative CpG island, ESTs, and 
45 GSSs. complete sequencey/3.6e-98:199:98//AL02231 4 » 

F-MAMMA1 001296//RPCI1 1 -38B4.TV RPCI-11 Homo sapiens genomic clone RPCI-1 1 -38B4, genomic survey se- 
quencey/4.7e-33:292:71//AQ030084 ' , ■ 

F-MAMMA1 001 298//Homo sapiens chromosome 1 7, clone hRPK.849_N_1 5, complete sequencey/1 .6e-1 82:860: 
98//AC005703 

50 F-MAMMA1001305//Human DNA sequence from clone 116F5 oh chromosome 22ql3. Contains part of an un- 
known gene and part of a RhoGAP (CDC42 GTPAse Activating Prdtein) LIKE gene. Contains ESTs, STSs. GSSs, 
genomic marker D22S1168 and a CA repeat polymorphism, complete sequencey/1 .9e-70:1 63 :97//Z93244 
F-MAMMA1 001 322//Human DNA sequence from clone 774I24*bri bhrpmosome 1 q24. 1 -24.3 Contains protein sim- 
ilar to pregnancy-associated plasma protein A precursor neuronal migration protein astrotactin, ESTs, STS and 

55 GSS, complete sequence.//2.6e-19:379:68//AL031290 - ■\ , 

F-MAMMA1001324//Human DNA sequence *** SEQUENCING J.N PROGRESS *" from clone 197L1 , WORKING 
DRAFT SEQUENCEy/4.5e-1 31 :751:90//AL031 390 ' ' ' 

F-MAMMA1001330 , ^ 
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F-MAMMA100134V/SUS ScrofaV/l .6e-36:420:73//Z46906 

F-MAMMA1001343//Plasmoclium falciparum DNA *** SEQUENCING IN PROGRESS **' from MALI P1 . WORK- 
ING DRAFT SEQUENCEy/1.1 6-05:81 8:58//AL031 744 
F-MAMMA1001346 " 
5 F>MAMMA1001383//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered pieces .//2.0e-44:505:74// 

AC004086 'j'^'^ 

F-MAMMA1 001 388//Human IGF binding protein complex acid-labile subunit a mRNA, complete cdsV/l .5e-07:41 5: 
58//M86826 ; ;\ 

F-MAMMA1001397//Human DNA sequence from clone 462C)8 oh chromosome 22q 11 .21-12.1 Contains EST, STS 

10 and GSS, complete sequencey/1.6e-23 :209:75//AL022332 

F-MAMMA1001408//HS_3242_A1_H11_T7 GIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3242 Col=21 Row=0. genomic survey sequence7/2.7e-07:181:69//AQ207300 
F-MAMMA1 001 411 //Homo sapiens autosomal dominant polycystic kidney disease type II protein (PKD2) gene, 
exbn 147/0.98:1 20:68//AF004872 . :;■ 

15 F-MAMMA1001419//HS_2053_B1_F12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2053 Col=23 Row=L, genomic survey sequence.//1 .9e-75 :424:93//AQ244585 
F-MAMM A1 001 420//Homo sapiens chromosome 4 clone B203C23 map 4q25, complete sequencey/2.4e-09:1 99: 
70//AC004049 

F-MAMMA1001435//Homo sapiens chromosome 16p11 .2 BAG clone CIT987SK-2011O4, WORKING DRAFT SE- 
20 QUENCE, 4 unordered pieces.//5.1 e-42:558:69//AC004529 F-MAMMAl 001 442//Plasmodium falciparum chromo- 

some 2, section 37 of 73 of the complete sequenceV/O.OOl 9:51 6:56//AE001 400 

F-MAMMAl 001 446//Homo sapiens Xp22 BAC GSHB-519E5 (Genome Systems Human BAG library) complete 
sequence.//3.6e-42:486:70//AG003684 ^ 

F-MAMMA1001452//RPCI11-48022.TJ RPC111 Homo sapiens' genomic clone R-48022, genomic survey se- 
25 quence.//5.3e-87:423:98//AQ1 99294 • _ , iJ- 

F-MAMMAIOOUeS/ZHuman DNA sequence *** SEQUENCING IN PROGRESS *" from clone 414D7, WORKING 
DRAFT SEQUENCE.//0.00038:1 1 4:75//AL033543 ^ ' , ; 

F-MAMMAl 001 476//MUS musculus uridine kinase mRNA, partial cds.//4.1e-99:604:87//L31 783 
F-MAMMAl 001 487//Homo sapiens clone DJ1070G24, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
30 1.0e-13:158:77//AG005486 , 

F-MAMMAl 001 501//Human mRNA for calcium activated neutfaV'pfpteas^ large subunit (muCANP, calpain, EC 
3.4.22.17).//9.6e-52:438:81//X04366 ^" ' ' ? 

F-MAMMAl 001 502//Human DNA sequence *** SEQUENCING:iN PSCJ^G *** from clone 356B7, WORKING 
DRAFT SEQUENCE.//3.7e-1 52:720:99//AL031 714 ^ f T 

35 F-MAMMAl 001 51 0//Human PAG clone DJ43804 from 22qi 2.1 -qteri "complete sequence.//l.le-05:371:6l// 
AG002378 ' : '.^ j^^ 

F-MAMMA1001522 ^1?''^ 
F-MAMMA1001547 " ; ; 

F-MAMMAl 001 551//Homo sapiens mRNA for KIAA0462 proteiii', partial cdsy/2.3e-1 28:61 4:98//AB007931 
40 F-MAMMA1 001 575//Human Chromosome 1 6 BAC clone CIT987SK-A-81 5A9. complete sequence.//0.97:1 54:68// 
AF001548 ' . ' ■ ' ' 

F-MAMMA1001576//Human gamma-tubulin mRNA, complete cds.//l.8e-95:529:91//M61764 
F-MAMMA1 001 590//Human DNA sequence from clone 1 25H2 on chromosome 22q11 -12 Contains part of myosin 
heavy chain gene, EST, GA repeat. STS, GSS, complete sequence.//1.8e-07:104:84//Z98949 
45 F-MAMMAl 001 600//HS_3022_/V2_H01_T7 GIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3022 Gol=2 Row=0, genomic survey sequence.//1.6e-66:405:90//AQ1 63791 
F-MAMMA1001604//Human DNA sequence from clone 1114G22 on chromosome 1q24-25 Contains EST, OA re- 
peat, Ninenin like sequence, complete sequence.//0.00043:715:58//AL008626 

F-MAMMAl 001 606//jdil 4 Trypanosome Shotgun Ml 3 genomic Trypanosoma brucei brucei genomic clone 2G6, 
50 genomic survey sequence.//0.19:266:62//B1 3685 ,vv*' ' ^^i 

F-MAMMA1001620//Homo sapiens monocyte/neutrophil elastase'inhibitbr gene, complete cds 7/9.76-54:442: 69// 
AF053630 . (■ 

F-MAMMAl 001 627//X.borealiS ribosomal spacer DNA, with a bNasei-hypersensitive sitey/0.14:221 :62//M29833 
F-MAMMAl 00 1630//Homo sapiens chromosome 17. clone hRPK.22^N^12, WORKING DRAFT SEQUENCE, 2 
55 ordered pieces.//2.0e-47:611:71//AG00541 2 'i:)rj!^:'' 

F-MAMMA1001633//Human zinc finger protein (LD5-1) mRNA. complete cds7/1.1e-42:611 :67//U57796 
F-MAMMAl 001 635//Human BAC clone RG072E11 from 7q2l-7q22, complete sequence .//4.0e-35:407:70// 
AG000118 ; , . . 
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F-MAMMA1001649//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequencey/0.44:245:63//AL022577 / ; • 

5 F-MAMMA1001 654//Mouse transcriptional control e le me nt.//0^ 0025:1 89:63//M1 7284 

F-MAMMA1 001 663//CIT-HSP-21 65E1 6.TR CIT-HSP Homo sapiens, genomic clone 21 65E1 6, genomic survey se- 
quence.//9.7e-05:146:66//B95491 . ' V / . 

F-MAMMA1001670//HS_3136_A1_G06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3136 Col=11 Row=M, genomic survey sequenQey/3.1e-28:237:85//AQ1 48779 
10 F-IVIAMMA1001671//Homo sapiens chromosome 19, cosmid F23269, complete sequence.//3.3e- 181:863:98// 
AC005614 

F-MAMMA1001679//HS_3054_A1_H11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=21 Row=0. genomic survey sequence.//1 .0:89:70//AQ106118 
F-MAMMA1001683//Spenmatozopsis similis mRNA for 90 kD basal apparatus-protein.//8.3e-07:480:62// 
15 AJ224970 

F-MAMMA1001686//HS_3219_B1_A03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3219 Col=5 Row=B, genomic survey sequencey/0.00072:1 80 :65//AQl 80345 
F-MAMMA1001692//HS_3047_B1_B10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3047 Col=l9 Row=D, genomic survey sequence.//2.5e-94:459:98//AQl34228 
20 F-MAMMA1001711//Homo sapiens clone DJ0635O05, WORKING^DRAFT SEQUENCE. 7 unordered pieces.// 

1 .2e-42:316:82//AC004845 

F-MAMMA1 001 71 5//CIT-HSP-2347A1 4.TF CIT-HSP Homo sapiens genomic clone 2347A1 4, genomic survey se- 
quence.//1 .1e-60:413:87//AQ059125 

F-MAMMA1 001 730//Homo sapiens brain and nasopharyngeal carcinoma susceptibility protein NSG-x mRNA, par- 
25 tialcds.//1.8e-133:646:97//AF095687 

F-MAMMA1001735//chicken brain tubulin beta chain mrnay/3/5e-1T0:740:84//J00913 
F-MAMMA1001740//Human DNA sequence from PAC 13601 7bn':chromosome X contains ESTs and STS 7/0.98: 
416:57//272001 ^ '^H5;^i>^r 

F-MAMMA1001743//Homo sapiens clone DJ0981O07, complete sep.ueiice.//3.2e-l6:i94:75//AC0060l7 
30 F-MAMMA1001744//Homo sapiens DNA sequence from clone 466l-8'.bri chromosome Xqll .1-13.2. Contains an 

unknown gene similar to Coagulation Factor V (Activated Protein C-Cof actor), Coagulation Factor VIII (Procoag- 
ulant Component) and Ceruloplasmin (EC 1.16.3.1, Ferroxidase). -Contains ESTs and an STS, complete se- 
quence.//0.0036:181:66//AL030998 ^ . 

F-MAMMA1001745//Homo sapiens BAG clone 529F11 from ;8c|2i; complete sequence.//1 .26-60:822:68// 
35 AF070718 \- 

F-MAMMA1001751//Human potassium channel KCN01 mRNA, complete cds 7/1 .2e-35:583:65//U 90065 
F-MAMMA1001754//BOS taurus vacuolar proton pump subunit SFD alpha isoform (SFD) mRNA, complete cds.// 
8.4e-1 02:627:87//AF041 338 

F-MAMMA1001757//HS_2058_B2_C04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=2058 Col=8 Row=F, genomic survey sequence.//1 .7e-24:173:88//AQ243865 

F-MAMMA1001760//Human DNA sequence from clone 354N19 on chromosome 6q22. Contains the 3' part of the 
gene for Mannosyl-Oligosaccharide Alpha-1 ,2-Mannosidase> (Man(9)-alpha-mannosidase, EC 3.2.1 .113), a Cyto- 
chrome C Oxidase Polypeptide I (EC 1.9.3.1) pseudogene and a pseudogene similar to 60S Ribosomal Protein 
L13A. Contains genomic markers D6S287 and D6S1 696, ESTs, STSs, GSSs and two CA repeat polymorphisms, 
45 complete sequencey/6.6e-76:349:87//AL022722 . . 

F-MAMMA1001764//Saccharomyces douglasii mitochondrial cytcithVome c oxidase subunit I (COXI) gene, com- 
plete Cds.yy0.23:633:57//M97514 ^v.. ^ ^ * 
F-MAMMA1001768//Boyine herpesvirus 1 complete genome.//2ibe:1^ :547:60//AJ004801 
F-MAMMA1001769//Homo sapiens 12q13.1 PAC RPCI1-228Pj 6'.(^^ Park Cancer Institute Human PAC Li- 
so brary) complete sequencey/1.1e-76:509:78//AC004801 ' . 

F-MAMMA1001771//M.musculus mRNA for semaphorin B7/2.'7e-rip'6^7.44:82/^^ 
F-MAMMA1001783//Human PAC done 127H14from 12q, complete seq^ 
F-MAMMA1001785 ' < \ - 

F-MAMMA1001788//Human DNA sequence from clone 425Cl''4 on chromosome 6q22 Contains the HSF2 gene 
55 for Heat Shock Factor 2 (Heat Shock Transcription Factor 2, HSTF ?) arid.an unknown gene similar to the placental 
protein DIFF33 gene. Contains ESTs, STSs and GSSs, complete sequence.//5.0e-05:152:74//299129 
F-MAMMA1 001 790//Homo sapiens chromosome 1 2p1 3.3 clone RPCI3-454B23, WORKING DRAFT SEQUENCE, 
48 unordered pieces.//4.5e-53:318:80//AC005845 V.. [ 
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F-MAMMA1001806//Honio sapiens chromosome 19. cosrifiid' R29368, complete sequencey/1 .0:131:67// 
AC004262 

F-MAMMA1001812//Human Chromosome X clone bWXD187, complete sequence .//3.0e-34:257:83//AC004383 
F-MAMMA1001815//Homo sapiens PAC Clone DJ0850G01 from 7q21.2-q22, complete sequencey/5.2e-61:516: 
5 79//AC004128 

F-MAMMA1001817//Homo sapiens 12q24PAC RPCI1-261P5 (Roswell ParkCancer Institute Human PAC library) 
complete sequencey/3.1 e-32:295:78//AC004031 

F-MAMM A1 001 81 8//Homo sapiens chromosome 21 q22.3, PAC clones 31 4N7. 225L1 5, BAG clone 7B7, complete 
sequence bases 1.333303.//0.71:179:67//AJ011930 

10 F-MAMMA1001820//Rattus norvegicus mRNA for PAG608 gene.//3,0e-91:726:79//Y13148 

F-MAMMA1001824//HS_3108_A1_G12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3108 Col=23 Row=M, genomic sun/ey sequence.//3.4e-05:1l9:74//AQ 107508 
F-MAMMA1001836//Homo sapiens Chromosome 18, clone hRPK.537„E_1, complete sequencey/3.4e-45:3l2: 
85//AC006211 • 

15 F-MAMMA1 001 837//Rattus norvegicus zinc finger protein Y1 (RLZF-Y) mRNA. complete cds.//4.5e-51 :480:75// 

AF052042 - . 

F-MAMMA1001848//C1TB1-E1-2516P17.TF CITBI-E1 Homp sapiens genomic Clone 2516P17, genomic sun/ey 
sequence.//1.0e-100:486:98//AQ279620 ' " 

F-MAMMA1001851//Human DNA from overlapping chromosome/.19-speciflc cosmids R30072 and R28588, ge- 
20 nomic sequence, complete sequence.//5.1e-07;197:67//AC002396 ; 

F-MAMMA1 001 854 ' i * " ■ 

F-MAMMA1001858//RPCI11-11L22.TP RPCI-11 Homo saplens.geripmte clone RPCI-1 1-1 11-22, genomic survey 
sequence.//0.091:161:65//B75631 T.*". .' ' ' 

F-MAMMA1001 864//Human PAG clone DJ0205E24 from Xq23; bomplete sequencey/2.6e-09:397:61//AC003013 
25 F-MAMMA1 001 868//HS_2l 96_B2_A1 2_MR CIT Approved Human Geriomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2196 Col=24 Row=B, genomic survey seqDence.//5:8e-13:86:l00//AQ032455 
F-MAMMA1 001 874//H .sapiens CpG island DNA genomic Msel fragment, clone 63h5, reverse read cpg63h5.rtla.// 
1.0:127:63//Z62129 • * ' 

F-MAMMA1 001 878//Human DNA sequence from BAG 999D1 0 on chromosome 22q1 3.3. Contains two BAC end- 
30 sequences (GSSs).//1.7e-19:372:67//Z94802 V 

F-MAMMA1001880//RPCI11-90K3.TJ RPCI11 Homo sapiens geriomic Clone R-90K3, genomic sun/ey sequenceV/ 

6.6e-11:362:62//AQ283465 ^ ' 

F-MAMMA1 001 890//Human DNA sequence *** SEQUENCING IN'PROGRESS *** from clone 508115, WORKING 
DRAFT SEQUENCE.//1 .80-45:31 7:86//AL021 707 
35 F-MAMMA1 001 907//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 424J1 2, WORKING 

DRAFT SEQUENCE.//2.7e-23:255:77//282207 , ' ' ] 

F-MAMMA1001908//HS_2225_A1_A03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2225 Col=5 Row=A, genomic survey sequence.y/5.4e-08:264:62//AQ301597 
F-MAMMA1 001931//HS_3049_B2_D09_MR CIT Approved Hurrian Genbmic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3049 Col=18 Row=H, genomic survey sequence.//1 .7e-47:295:90//AQ100157 

F-MAMMA1 00 1956//H .sapiens DNA sequence.//0.056:233:66//Z22493:V . 

F-MAMM A1 00 1963//Homo sapiens adenylosuccinate lyase gen'e^complete cds.//0.99:173:68//AF1 06656 
F-MAMM A1 001 969//Human DNA sequence from cosmid 232L22, between markers DXS366 and DXS87 on chro- 
mosome X contains ESTs glycerol kinase pseudogene.//5.3e'63:479;78//Z73986 
45 F-MAMM A1 001 970//Homo Sapiens BAC clone BK085E05 fronii.22ql 2;.1 rqter, complete sequenceY/l .4e-1 26:699: 

93//AC003071 . ' ■:■ '* 

F-MAMMA1001992//HS_3078_A1_A09_MF CIT Approved Human Geriomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3078 Col=17 Row=A, genomic survey sequence.7/3.i3e-08:257:65//AQ 143646 
F-MAMM A1002009//Homo sapiens chromosome 17, clone hRPK.2'lVo_l, complete sequenceV/l .5e-07:244: 
50 62//AC005224 

F-MAMMA1 00201 1//HS_3252_B1_.B05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3252 Col=9 Row=D, genomic survey sequence.//1.3e-07:170:69//AQ304711 
F-MAMMA1002032//Homo sapiens chromosome 12p13.3, WORKING DRAFT SEQUENCE, 37 unordered piec- 
es.//2.1e-34:315:79//AC004803 . . , 

S5 F-MAMMA1002033//HS_3023_/V2_G04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3023 Col=8 Row=M, genomic survey sequence.//4.3e-69:366:94//AQl 05493 
F-MAMMA1002041//Genomic sequence from Human 9q34, comjDleie sequencey/5.3e-85:439:82//AC00l227 
F-MAMMA1002042//Homo sapiens chromosome 3, clone hRPK.165LLl6, complete sequence.//1 .4e-20:3 14:70// 
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AC005669 

F-MAMMA1002047//Homo sapiens 12p13.3 BAG RPCII1-429A20 (Roswell Park Cancer Institute Human BAG 

Library) complete sequence.//6.8e-l4:526:62//AC005906 " - • 

F-MAMMA1002056//Human DNA sequence from clone 11 89B24. on chromosome Xq25-26.3. Contains NADH- 
5 Ubiquinone Oxidoreductase MLRQ subunit (EC 1 .6.5.3, EC 1 .6.99.3, CI-MLRQ). Tubulin Beta and Proto-oncogene 

Tyrosine-protein Kinase PER (EC 2.7.1.112, P94-FER, C-FER, TYK3) pseudogenes, and part of a novel gene 
similar to hypothetical proteins S. pombe C22F3.14C and G. elegans G16A3.8. Contains ESTs, an SIS and GSSs, 
complete sequencey/1 .le-47:648:71//AL030996 

F-MAMMA1002058//Homo sapiens PAG clone DJ0732G22 from 7pl1 .2-pl3. complete sequencey/2.4e-1 9:256: 
10 74//AC004869 

F-MAMMA1002068//Homo sapiens, clone hRPK.2_A_1 , complete sequence.//5.4e-41:407:78//AC006197 
F-MAMMA1002078//Human DNA sequence from PAG 106120 on chromosome 22q12 Contains ESTs and STS, 
complete sequencey/0.021 :333:64//Z8i 31 3 
F-MAMMA1 002082 - ■ 

15 F-MAMMA1002084//Caenorhabditis elegans cosmid F28C12; corhplete sequence.//0.032:469:58//Z93380 

F-MAMMA1002093//HS_3050_B1_F06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone P!ate=3050 Col=11 Row=L, genomic survey sequence.//l. 0:77:71 //AQI 05997 
F-MAMMA1002108//Homo sapiens anion exchanger 3 gene, exons1> and 2 and complete 5'UTR7/8.3e-1 0:464: 
60//AF017308 - *- ^ ^^'V 

20 F-MAMMA1002118 ' ; ' 

F-MAMMA1002125//Homo sapiens chromosome 17, clone HeiT2 171110, complete sequence.//1 .06-35:619:68// 
AC003962 I 

F-MAMMA1002132//RPCI11-78F11.TJ RPCI11 Homo sapiens genomic clone R-78F11, genomic survey se- 
quence.//1.0e-90:357:97//AQ286460 >; \ 

25 F-MAMMA1002140//Homo sapiens I2q24 PAC RPCI1-66E7 (Roswell Park Cancer Institute Human PAC library) 
complete sequenceV/l .6e-45:583:64//AC0042l 6 \ / 

F-MAMMA1002143//Human serum constituent protein (MSE55) mRNA, complete cds.//6.0e-11 :192:70//M88338 
F-MAMMA1002145//Human DNAsequence"* SEQUENCING IN PROGRESS *** from clone 1 02D24, WORKING 
DRAFT SEQUENCE.//0.0028:570:59//AL021391 ' 

30 F-MAMMA1002153//HS_3005_A1_D04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3005 Col=7 Row=G, genomic survey sequerice.//4.9e-41 :213:99//AQ132213 
F-MAMMAl 0021 55//Human DNAsequence *** SEQUENCING'iN PROGRESS *** from clone 462023, WORKING 
DRAFT SEQUENCE.//1 .26-45:303 :78//AL03 1431 
F-MAMMAl 0021 56 • ' ^^^'^'^ 

35 F-MAMMAl 0021 58//GITBI-E1-2508P18.TR CITBI-E1 Homo sapiens genomic clone 2508P18, genomic sun^ey 
sequence.//7.1e-42:255:92//AQ266l65 . 

F-MAMMAl 0021 70//Homo sapiens chromosome 17, clone, H(5itV87M2, complete sequence.//2.0e-8 1:604:81// 

AC004448 ' ^^: '!Sv 

F-MAMMAl 0021 74//Homo sapiens clone UWGC:y67c126: froni ^6p2i; complete sequence.//3.2e-43:333:83// 

40 AC004212 ' f ^ ^ 

F-MAMMA1002198//H .sapiens thiol-specific antioxidant protein mRivJA.//1 .Oe-34:121 :96//Z22548 
F-MAMMA1002209//HS_2197_B1_E07_MR CIT Approved Human Geripmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2197 Col=13 Row=J, genomic survey sequence.//9.6e- 18:1 63:84//AQ2 10058 
F-MAMMAl 00221 5//Homo sapiens anion exchangers gene, axons 1 and 2 and complete 5'UTRy/6.3e-08:435: 

45 60//AF017308 " 

F-MAMMAl 00221 9//Rattus norvegicus rexo70 mRNA, complete cds7/l,8e-124:752:87//AF032667 
F-MAMMA1002230//Plasmodium falciparum 3D7 chromosome 1'2!PFYAC588 genomte sequence, WORKING 
DRAFT SEQUENCE, 2 unordered pieces.//0.67:356:59//AC0047lb' 

F-MAMMAl O02236//Rattus norvegicus initiation factor elF-2B gamma subunit (eiF-2B gamma) mRNA, complete 

50 cds.//9.3e-140:836:87//U38253 ^ ' 

F-MAMMAl 002243//Homo sapiens chromosome 17, clone hRPk.112_H_10, complete sequencey/1.4e-1 45:691 : 
98//AC005666 . ^- ■ v, 

F-MAMMAl 002250//Homo sapiens chromosome 16, PI clone 109-9G (LANL), complete sequence 7/6. 06-138: 
660:98//AC005600 * ' ' 

55 F-MAMMAl 002267//Homo sapiens Chromosome 2, Pi clone 777H5^(LBNL H27), complete sequencey/0.066:333: 
60//AC003676 

F-MAMMAl 002268//MUS musculus sphingosine kinase (SPHK1 a) hhRNA, partial cds.//1 .1 e-39:404:74//AF068748 
F-MAMMAl 002269//HS_3163_Bl_D03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Plate=3l63 Col=5 Row=H, genomic survey sequence.//i.p;i50:63//AQi7i576 
F-MAMMA1002282//Human Chromosome 16 BAG clone CIT987SK-327024, complete sequencey/l.5e-22:3l5: 
67//AC003108 / '[ ' 

F-MAMMA1002292//B.garinii (strain TIsI) p83/100 gene (partial) 7/0. 73 :200:64//X81 533 
5 F-MAMMA1002293//Homo sapiens Clone DJ1147A01, WORKING DRAFT SEQUENCE, 25 unordered pieces.// 

1 .6e-56:408:75//AC006023 

F-MAMMA1 002294//Sequence 2 from Patent W0951 67797/1 .8e-06:401 :62//A45258 
F-MAMMA1 002297 ' 

F-MAMMA1002298//Homo sapiens DNA from chromosome j9,'Cosmid R2gi44, complete sequence7/0.0056: 
10 525:61//AC004221 ' 

F-MAMMA1002299//CIT-HSP-2345B2.TR CIT-HSP Homo sapiens genomic clone 234582. genomic survey se- 

quence7/1 .2e-90:446:98//AQ053994 

F-MAMMA1 002308//Human DNA sequence *** SEQU ENCING IIN/PRQGRESS from clone 850H21 , WORKING 
DRAFT SEQUENCE7/1.3e-35:329:78//AL031680 . 7^^^^ ■ 

15 F-MAIVIMA1 00231 0//Human gastric (H+ + K+)-ATPase gene, dorripl^te cds7/0.0060:301 :60//J05451 

F-MA[\iMA1002311//Human Chromosome 15q11-q13 clone pDj276c12 from the Prader-Willi/Angelman syn- 
drome region. WORKING DRAFT SEQUENCE, 3 unordered pieces://8,6e-50:327:69//AC004737 
F-MAMMA1 00231 2//Homo sapiens DNA sequence from PAC 43501; oh chromosome Xq25. Contains ESTs and 
STS7/1 .36-09:741 :58//Z86064 

20 F-MAMMA1002317 ' ' ix- . : 

F-MAMMA1 00231 9//Homo sapiens chromosome 19, fosmid :3&347, complete sequence7/i.9e-l 58:746:99// 
AC005756 t : ; 

F-MAIVIMA1002322//Homo sapiens Chromosome 11 pi 4.3 PAC clone pDJl034g4. complete sequencey/5.3e-52: 
617:70//AC004796 ' T 

25 F-MAMMA1002329//Homo sapiens RaP2 interacting protein ^8-(RPIP8) mRNA, complete cdsy/0.22:143:67// 

U93871 ' 

F-MAMMA1002332//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 30G7. WORKING 
DRAFT SEQUENCEy/1.6e-31:287:74//AL034402 . ! 

F-MAMMA1002333//Mycobacterium tuberculosis H37Rv complete genome; segment 148/162.//2.5e-09:674:59// 
30 AL022022 . ' ' 

F-MAMMA1002339//Homo sapiens chromosome 21q22.3, *cdsmid^clone Q4H9 complete sequence bases 
1 .41 6047/2.1 e-57:522:77//AJ011 932 

F-IVIAMMA1002347//Homo sapiens SAC done RG136N17from 7p15-p21 , complete sequence.//2.0e- 14:258:69// 
AC004129 J 
35 F-MAMMA1002351//Human DNA sequence *** SEQUENCINd IN PROGRESS *** from clone 1059H15, WORK- 

ING.DRAFT SEQUENCE7/7.8e-1 32:723:91 //AL0221 00 ' ; ^i':.;-:. ^' - ' 

F-MAMMA1 002352//Human DNA sequence *" SEQUENCING' i[3'PR0GRESS *** from clone 1 2803. WORKING 
DRAFT SEQUENCE7/5.8e-17:326:70//Z98742 ' j: / ' ^ 

F-MAMMA1002353//Homo sapiens clone DJ0292L20, WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
40 1.1e-14:399:63//AC004825 '.'w: 

F-MAMMA1002355//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 1 09G6, WORKING 
DRAFT SEQUENCE7^.7e-43:420:75//AL023879 ; ''^< i ■ v 

F-MAMMA1002356//Plasmodlum falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces7/0.0022:534:59//AC004153 . 
45 F-MAMMA1002359//Homo sapiens 12p13.3 PAC RPCI5-1180Df2;(R6swell Park Cancer Institute Human PAC 

Library) complete sequence.//5.3e-1 8:1 56:75// AC005831 " " ' * ' 

F-MAMMA1002360//Human DNA sequence from cosmid lJ2i*F12B;^'Huhtington's Disease Region, chromosome 
4p16.3. contains EST7/4.9e-43:353:69//Z68885 

F-MAMMA1002361//Human DNA sequence from clone 342B11 on chromosome 22q12.l-l2.3. Contains ESTs 
50 and a GSS, complete sequence.//l .8e-22:282:74//AL00871 9 . « 

F-MAMMA1002362//Platemys spixii CRMike LINE, partial sequerice7/0,00058:83:79//D82938 
F-MAMMA1 002380//CIT-HSP-2383K24.TF CIT-HSP Homo sapiens genomic clone 2383K24, genomic survey se- 
quence. //4.4e-10:85:92//AQ 196889 ' *: ? ' ' 

F-MAMMA1002384//RPCI11-80J20.TV RPCI11 Homo sapiens genomic clone R-80J20. genomic survey se- 
55 quence.//2.7e-56:286:98//AQ2841 34 ' ' 

F-MAMMA1002385//CIT-HSP-2328Gl3TFCIT-HSPHomp^sapjen%genomic Clone 2328G13, genomic survey se- 
quence7/5.5e-46:335:84//AQ043985 \y' 

F-MAMMA1002392//Homo sapiens PAC Clone DJ0797C05 from:.7fl31. complete sequence.//8.5e-29:273:78// 
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AC004888 

F-MAMMA1 002411 //Human DNA sequence from clone 1 04401 7 on chromosome Xpl i .3-1 1 A Contains GSS and 
STS, complete sequencey/8.2e-09:287:63//AL023 875 

F-MAMMA1 00241 3//Plasmodium falciparum (strain Dd2) variant-specific surface protein (vari) gene, complete 
5 Cds.//9.6e-08:730:57//L40608 

F-MAMMA1 00241 7//Human DNA sequence *** SEQUENCING IN RROGRESS from clone 30G7, WORKING 
DRAFT SEQUENCE.//4.1 e-06:1 81 :72//AL034402 

F-MAMMA1 002427//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4. BAG clone C0366H07; 
HTGS phase 1 , WORKING DRAFT SEQUENCE. 28 unordered pieces.//1 .3e-51 :593:72//AC004604 
10 F-MAMMA1 002428 

F-MAMMA1002434//Homo sapiens DNA sequence from PAG 958B3 on chromosome Xp22.ll-Xp22.22. Contains 
ESTs STS and CpG islandy/7.3e-56:388:81//Z93023 . 

F-MAMMA1002446//CIT-HSP-2324O22.TR CIT-HSP Homo sapiens. genomic clone 2324022, genomic survey 
sequence.//2.3e-56:302:95//AQ027479 
15 F-MAMM A1 002454//Homo sapiens PAC clone DJ 1 1 36G1 3 from 7q35-q36, complete sequence.//1 , 1 e-54: 1 90:94// 
AC005229 

F-MAMMA1002461//Rattus norvegicus calcium channel alpha-1 isubunit gene, partial cds.//0.00045:457:60// 
U 14005 

F-MAMMA1002470//Saccharomyces cerevisiae chromosome Vlll cosmid 9205.//9.7e-33:709:60//Ul0556 
20 F-MAMMA1002475//Homo Sapiens 12p13.3 PAC RPCI3-340I3 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence.//0.092:506:58//AC004671 

F-MAMMA1002480//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2-unordered pieces.// 

0.025:100:76//AC005077 

F-MAMM A1002485//Homo sapiens stanniocalcin-2 (STC-2) mRNA, -complete cds.//2. 9e- 11 8:560: 98//AF055460 
25 F-MAMMA1 002494//Homo sapiens Xp22-1 75-1 76 BAG GSHB-484017 (Genome Systems Human BAG Library) 

complete sequence.//1 .5e-22:297:73//AC005913 

F-MAMMA1002498//Human PAC clone DJ327A19 from Xq25-q26, complete sequence.//7.2e- 10:330:64// 
AC002477 

F-MAMMA1002524//Homo sapiens huntingtin gene, partial exon.//0.0080:124:72//L49359 
30 F-MAMMA1 002530//Homo sapiens cytosolic phospholipase A2 gamma\cPLA2 gamma) mRNA, complete cds.// 

1.4e-160:775:97//AF065214 

F-MAMMA1002545//Homo sapiens chromosome 17, clone hRPK.74_E_22 complete sequence7/1 .9e-41 :345:80// 

AC005696 

F-MAMMA1 002554 

35 F-MAMMA1 002556 :^;o^r..v 

F-MAMMA1 002566 • 

F-MAMMA1 002571//CIT-HSP-2296N1 7.TR CIT-HSP Homo sapieHs gen'omic clone 2296N1 7, genomic survey se- 
quence.//1 .7e-07:76:90//AQ006579 

F-MAMMA1002573//Homo sapiens DNA, trinucleotide repeats regibn, clone GAA C27.//2.7e-08: 195:70// 
40 AB018507 

F-MAMMA1 002585 ' ' . T ' ''\ 

F-MAMMA1 002590//Homo sapiens SAC clone GS250A1 6 fror^i 7p2T-p22, complete sequence.//2.1 e-26:361 :69// 
AC005019 

F-MAMMA1 002597//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 1 03G7, WORKING 
45 DRAFT SEQUENCE.//1.3e-34:550:69//AL034548 , 

F-MAMMA1002598//H.sapiens mRNA for ribosomal protein L7.//r;1e-i21:123:100//X57958 
F-MAMMA1002603//Homo sapiens Chromosome 20. BAG clone 99 (LBNL H80), complete sequence 7/0.001 8: 
358:61//AC005220 

F-MAMMA1 00261 2//Homo sapiens PAC Clone DJ0696N01 from 7p21-p22. complete sequence.//2.1 0-13:336:63// 
50 AC004861 

F-MAMMA1 00261 7//Homo sapiens clone DJ1070G24, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 

0.14:229:64//AC005486 * 

F-MAMMA1002618 

F-MAMMA1 00261 9//Homo sapiens chromosome 21 PAC RPCIP764E1 41 35027/9.56-71 :319:85//AJ010598 
55 F-MAMMA1002622//Homo sapiens advillin mRNA. complete cds7/1 :5e-20:157:90//AF041449 

F-MAMMA1002623//Homo sapiens T-cell receptor alpha delta locus-frpm bases 501613 to 752736 (section 3 of 
5) of the Complete Nucleotide Sequence.//8.3e-06:i37:72//AE000660 

F-MAMMA1 002625//Human DNA sequence *** SEQUENCINGJN.PROGRESS *" from clone 1 056L3. WORKING 
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DRAFT SEQUENCE.//1 .9e-171:819:98//AL031727 

F-MAMMA1002629//Human BAG Clone RG385F02 from 7p15, complete sequence.//4.8e-85:478:78//AC003093 
F-MAMMA1 002636//Human POD daomain factor (Brn-3a) gene, exoh 2, complete cdsy/5.6e-09:499:62//U1 0063 
F-MAMMA1002637//MUS musculus kinesin lightchaln2(Klc2)mRNA;^completecds.//3.6e-115:785:82//AF055666 
5 F-M AMMA1 002646//Honrio sapiens chronnosome 2 clone 1 0i 86 map 2pi 1 , complete sequence.//! .5e-45:291 :90// 

AC002038 

F-MAMMA1002650//Homo sapiens candidate tumor suppressor HlC-1 (HIC-1) gene, complete cdsy/6.6e-06:66l : 
59//L41919 ' . ^. ^ 

F-MAMMA1002655//HS_2003_A2_A11_MR CIT /Vpproved Hurnan Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=2003 Col=22 Row=A, genomic survey sequence.//9.0e-l5:l98:74//AQ224233 
F-MAMMA1 002662 ^ V \ i -*: 

F-M AMMA1 002665//Homo sapiens BAG clone GS588G1 8 from.7pi2-p1 4, complete sequence.//! .4e-37:235:84// 
AG005029 

F-MAMMA1002671//Human Gdk-inhibitor p57KIP2 (KIP2) mRNA. complete cds 7/0.00027:272 :64//U22398 
15 F-MAMI\/IA1 002673 

F-MAMMA1002684//Homo sapiens mRNA for KIAA021 4 protein, complete cds.//3.7e-161 :752:99//D86987 
F-MAMMA1 002685//Human DNA sequence *** SEQUENGING IN PROGRESS *** from clone 39417, WORKING 
DRAFT SEQUENCE.//6.2e-45:510:70//AL023585 

F-MAMMA1002698//HS_3024_B1_C06_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=3024 Col=i1 Row=F, genomic survey se,quence.//,1 .7e-10:l55:75//AQ0722l 4 

F-MAMMA1002699//Rattus norvegicus EH domain binding protein Epsih mRNA, complete cds.//5.9e-75:509:83// 
AF0 18261 

F-MAMMA1 002701 //Homo sapiens gene for AF-6, complete cds/Zl .2e-159:749:99//AB011399 
F-MAMMA1002708//Human DNA sequence from clone 267M20'on;.chromosome Xq22.2-22.3. Contains part of 
25 the DIAPH2 gene and a pseudogene, ESTs, STSs and GSSs, comfDiete sequence.//3.0e-57:347:79//AL03l053 
F-MAMMA1002711//Homo sapiens BAG clone GS589P19 from 7f5-13^p14, complete sequence.//3.4e-31 :484:69// 
AG005030 ' ' 

F-MAMMA1002721//CIT-HSP-2350M5.TR CIT-HSP Homo sapiens genomic clone 2350M5, genomic survey se- 

quence.//1.4e-06:265:63//AQ061245 ' ^'^^-^i' 

30 F-MAMMA1 002727//Human DNA sequence from clone 67K17 on chromosome 6q24.1 -24.3. Contains the HIVEP2 

(Schnurrl-2) gene for HIV type 1 Enhancer-binding Protein 2f and a'pos^^^ pseudogene in an intron of this gene. 

Contains STSs and GSSs and an AAAT repeat polymorphism;^ cdmpiet^ sequence.//0.18:386:58//AL023584 

F-MAMMA1002728//Human DNA sequence from PAC 296K21 dh:GhrpmosomeX contains cytokeratinexon, delta- 

aminolevulinate synthase (erythroid); 5-aminolevulinic acid synthase.(EC 2.3.1.37). 6-phosphofructo-2-kinase/ 
35 fructose-2,6-bisphosphatase (EG2.7.1.105, EG 3.1.3.46), ESTs and STS.//3.2e-05:362:63//Z83821 

F-M AMMA1 002744//Plasmodium falciparum chromosome 2, section 5 of 73 of the complete sequenceV/O.OOOl 0: 

535:58//AE001368 . ■ 

F-M AMMA1 002746//Homo sapiens chromosome 1 7, clone hRPK.i 36_:Hl1 9, complete sequence.//! .2e-1 82:880: 
97//AG005856 

40 F-MAMMA1002748//Homo sapiens 3p22 Contig 7 PAC RPGI4-6.72N11 (Roswell Park Cancer Institute Human 
PAG Library) complete sequencey/2.7e-175:829:98//AG006b5'5' * ' 

F-MAMMA1 002754//Homo Sapiens Chromosome X clone bWi(D1>i , vyORKING DRAFT SEQUENCE, 1 ordered 

pieces.//3.1 e-31 :372:75//AC004676 

F-MAMMA1002758//Homo sapiens KI/VA0442 mRNA, partial cds,//3.3e-26:151:98//AB007902 
45 F-MAMMA1002764//Human Chromosome 11 Cos m id cSRLI 66a 1 .'complete sequence.//5.2e-49:355:81//U73636 

F-MAMMAl 002765//RPCI11 -20A22.TPB RPCI-1 1 Homo sapiens genomic clone RPGI-1 1 genomic sun/ey 
sequence.//6.7e-13:155:76//B92153 "'^■r-.K 

F-MAMMAl 002769//CIT-HSP-2323G1 .TF CIT-HSP Homo sapiens ^genomic clone 2323G1 , genomic survey se- 
quence.//9.7e-21 : 1 51 :90//AQ028244 
50 F-M AMMA1 002775//Human ABL gene, exon 1 b and intron 1 b, and putative M8604 Met protein (M8604 Met) gene, 
complete cds.//5.6e-105:179:99//U07561 

F-MAMMAl 002780//Plasmodium falciparum DNA *** SEQC/ENCINGNn PROGRESS *" from cdntig 3-08. com- 
plete sequence.//0.071 :277:58yyZ98546 -'^vilf ^ 

F-MAMMAl 002782//HS_321 3„B2_B08_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=321 3 Gol=1 6 Row=D; genomic survey sequende7/6'J0001 8:21 9:63//AQ1 75845 
F-MAMMAl 002796 ''^'fy'' 

F-MAMMAl 002807//Human Chromosome X PAC RPGI1-296G9 from the Pieterde Jong Human PACIibrary; com- 
plete sequence.//6.9e-22:332:69//AC002404 
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F-MAMMA1002820//Homo sapiens Xp22 bins 87-93 PAC RPCI1M22K4 (Roswell Park Cancer Institute Human 
PAC Library) complete sequencey/5.9e-11:483:62//AC003035 : ^ 

F-MAMMA1002830//Homo sapiens chromosome 17, clone hCIT529ll0, complete sequence.//l .0e-64:320:83// 
AC002553 

5 F-MAMMA1002833//Homo sapiens PAC clone DJ0745K0i6 fi^oiTi'7q31, complete sequence.//2.8e-47:413:80// 

AC004875 . 
F-MAMMA1 002835 ' ^I'V-^i^ 

F-MAMMA1002838//A-916H10.TP CIT978SK Homo sapiens genomic clone A-916H10, genomic survey se- 
quence.//! . 1 e-39:1 64:83//B1 4462 ! " ' [ .''i 
10 F-MAIVIMAI 002842//MUS musculus c-Cbl associated protein CAP rnRNA, complete cdsy/l .9e-62:373:81//U58883 
F-MAMMA1002843//Homo sapiens rnRNA for KIAA0810 protein ,^ partial Cdsy/1 .7e-135:635:99//AB018353 
F-MAMMA1 002844//F1 707-T7 IGF Arabidopsis thallana genoiilic clone Fl 707, genomic survey sequencey/6.7e- 
17:383:66//B11616 

F-MAMIVIA1 002858 /. ■ 

15 F-MAMMA1002868//RPCM1-54F9.TJ RPCI11 Homo sapiens genomic Clone R-54F9, genomic survey sequence.// 
8.3e-81 :392:99//AQ081 566 

F-MAMMA1002869//Sequence 1 from patent US 5552529.//2.2e-86:696:78//l25863 
F-MAMMA1 002871//Lupinus angustifolius nodulin-45 gene,- complete cds.//0.029:370:59//Ll 2388 
F-MAMMA1 002880//RPC1 1 1 -23M23.TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -23M23, genomic survey 
20 sequence7/1 ,8e-20:271 :74//B8651 8 

F-MAMMA1002881//Homo sapiens mRNA for 25 kDa trypsin inhibitor, complete cds.//1 .2e-28:680:61//D45027 
F-MAMMA1 002886//Human DNA sequence *** SEQUENCING JN.PROGRESS *** from clone 380A1 , WORKING 
DRAFT SEQUENCE.//0.00040:505:57//Z97653 ' [ 

F-MAMMA1 002887//HS_3238_B2_G08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3238 Col=16 Row=N, genomic survey sequence.//5.5e-79:40l :97//AQ219814 

F-MAMMA1002890//MUS musculus MHC Class III region RD gene, partial cds; Bf. 02, G9A, NG22, G9, HSP70, 
HSP70, HSC70t, and smRNP genes, complete cds; G7A gene! partial cds; and unknown genes.//4.6e-35:l36: 
73//AF109906 : ■ . 

F-MAMMA1002892//Mouse Cosmid ma66a100 from 14D1-D2 .•complete sequence.//5.7e-14:450:60//AC004096 
30 F-MAM MA 1002895//H .sapiens CpG island DNA genomic .^Wlsel fragment, clone 46b6, fonward read 

cpg46b6.ft1 a.//3.7e-36: 1 90: 1 00//Z5861 6 • ?' : ■ - > 

F-MAMMA1 002908//Penaeus monodon microsatellite locus Prno27)/1 ^ e-05:1 95:62//AF068828 
F-MAMMA1002909//Human Chromosome 11 pac pDJ205d23, complete s^quence.//l.Oe-l 3:457:61 //AC002402 
F-MAMMA1002930//Homo sapiens Xp22 BAC GSHB-512P14 (Gen'ome Systems Human BAG library) complete 
35 sequence.//0.25:260:62//AC004467 

F-MAMMA1002937//H .sapiens ZNF74-1 mRNA.//6.3e-13:577:59//X71623 

F-MAMMA1002938//Homo sapiens mRNA for KIAA0698 protein, complete cds.//5.1 e-1 93:91 0:98//AB01 4598 
F-MAMMA1 00294l//Homo sapiens Chromosome 22q1 1 .2 BAC Clone b437g10 In BCRL2-GGT Region, complete 
sequence.//2.7e-23:174:77//AC004032 " \ ^ ^ 

40 F-MAMMA1 002947//Rhodobacter capsulatus strain 881 003. partial "genome .//1 .3e-09:475:61//AF01 0496 

F-MAMMA1002g64//Human thiopurine methyltransferase (TPMT)'gene. exon 57/0.0029:31 4:60//AF0l 9366 
F-MAMMA1 002970//Human DNA sequence from PAC 436M1 1 on chromosome Xp22. 1 1 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exon of the RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequence.//4.0e-10:194:71//Z94056 

45 F-MAMMA1002972//H. sapiens CpG island DNA genomic Mse,1 fragment, clone 2g10, fonward read 

cpg2g10.ft1aay/0.38:156:66//Z55272 ' • ■ - 

F-MAMMA1002973//Homo sapiens chromosome 17, clone hRPK.142_H_19, complete sequencey/2.9e-41 :234: 
79//AC005919 Vfv " 

F-MAMMA1 002982//Homo sapiens DNA sequence from PAC 51 0L9:on chromosome 6p24.1 -p25.3.//1 .7e-05:322: 
50 63//AL022098 - / i 

F-MAMMA1002987//CITBI-E1-2514J12.TRCITBI-E1 Homo;sapiensJenomic Clone 251 4J1 2. genomic su 
quence.//0.0064:135:66//AQ275871 ' • 

F-MAMMA1003003//CSRL-145D12-U cSRL flow sorted Chromosome J 1 specific cosmid Homo sapiens genomic 
clone CSRL-145D12, genomic survey sequencey/2.8e-31 :201 :89//Bpl 998 
55 F-MAMMA1003004//Human DNA sequence *** SEQUENCING IISifeROiSRESS *** from clone Y237C10, WORK- 

ING DRAFT SEQUENCEy/1.6e-1 0:1 80:73//AL031 601 ' 

F-MAM MAI 003007//Homo sapiens (clone cosmid cl 1 q-8Dl ) tetranucleotlde repeat polymorphism at the D1 1 8488 
l0CUS.//3.5e-12:435:61//L04732 ' ' ' 
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F-MAMMA1003011//Rattus norvegicus histone macroH2A1.2 mRNA, complete cdsy/2.3e-50:734:67//U79139 
F-MAMMA1 00301 3//MUS musculus chromosome 19, clone CIT282B21, complete sequence7/1 .2e-86:341 :79// 
AC003694 

F-M AM MAI 00301 5//Homo sapiens Chromosome 16 BAG clone CIT987SK-591M7, complete sequencey/2.6e- 
5 13:443:61//AC003661 • v V ;> 

F-MAMMA1003019//HS_3221_A1_A01_MR CIT Approved Human Geoomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=322l Col=l Row=A, genomic survey sequenc*e7/2ie-5l:299:92//AQl 84271 
F-MAMMA1 003026 'r'iv- 

F-M AM MAI 003031 //Homo sapiens chromosome 5, SAC clone 319017 (LBNL HI 59), complete sequence.// 
10 0.0037:134:73//AC005214 

F-MAMMA1 003035//RPC1 11-11 P4TP RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -1 1 P4, genomic survey se- 
quence .//1. 1e-07:66:100//B74936 ' . 

F-MAMMA1003039//Homo sapiens 12p13.3 PAC RPCI3-340I3 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/2.1e-l9:220:76//AC00467l 
15 F-MAMMA1003040//Human DNA sequence from PAC 340N1 on chromosome 1p35-36.2. Contains ESTs, poly- 

morphic CA repeat, trna and endogenous retrovirusy/9.5e-91 :469:78//Z98257 

F-M AMM A1 003044//H uman DNA seq uence from clone 496N1 7 on chromosome 6p1 1 .2-1 2.3 Contains EST, GSS, 
complete sequencey/0.21 :289;61//AL031321 

F-MAMMA1 003047//Homo sapiens protein inhibitor of activated STAT protein PIASy mRNA, complete cdsy/1 .7e- 
20 139:663:98//AF077952 , .. 

F-MAMMA1 003049 

F-MAMMA1 003055//HS_30l 4_B2_F1 0_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3014 Col=20 Row=L, genomic survey sequencey/4.2e-05:21 5 :64//AQ 164940 
F-MAMMA1 003056//HS_322l_B2_Dl2_MR CIT Approved Hunian Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3221 Col=24 Row=H, genomic survey sequencey/1 .4e-1 6:206:74//AQ302772 

F-MAMMA1003057//M.domesticus MD6 mRNAy/8.5e-128:654:^.'H^/X54352 

F-MAMMA1 003066//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 273F20. WORKING 
DRAFT SEQUENCE./^1.0:142:71//AL034371 

F-MAMMA1 003089//Homo sapiens Chromosome 11 pi 4.3 PAC clone pbjl034g4, complete sequencey/1 .7e-42: 

30 373:78//AC004796 ' ;rf^r 

F-MAMMA1003099//Homo sapiens beta-filamin mRNA, complete cdsy/2.6e-42:288:88//AF042166 
F-MAMMA1003104//MUS musculus rostral cerebellar malformation protein (rem) mRNA, complete cdsy/1 .6e-l2: 
477:64//U72634 • 

F-MAMMA1003113//MUS musculus C0P9 complex subunit 7a (C0PS7a) mRNA, complete cdsy/3.4e-1 21:789: 
35 85//AF071316 

F-MAMMA1003127//R.norvegicus MYR1 mRNA for myosin I heavy chainy/9.4e-58:423:83//X681 99 
F-MAMMA1003135//MUS musculus dentin sialophosphoprotein precursor (DSPP) mRNA, complete cds.//0.62: 
676:58//U67916 
F-MAMMA1003140 

40 F-M AMMA1 0031 46//Homo sapiens mRNA for GalT3 protein y/2!2e-8.0:397:97//Y 15062 

F-M AMMA1 0031 50//Human DNA sequence *** SEQUENCING'IN PROGRESS *** from clone 598F2, WORKING 
DRAFT SEQUENCEy/7.3e-123:266:88//AL021 579 ' 

F-MAMMA1 0031 66//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 250D1 0, WORKING 
DRAFT SEQUENCEy/1.6e-33:143:82//Z99716 ■ 
45 F-NT2RM1 OOOOOl/ZHuman DNA sequence from clone 393P23 bri'bhromosome Xq21 .1-21 .33. Contains GSSs, 

complete sequencey/0 .50:21 6:61//Z95400 \ ' 

F-NT2RM1 00001 8//Human mRNA for KIAA0066 gene, partiaticds.^^^^^ 
F-NT2RM1 000032 , ? 

F-NT2RM1000035//Cricetulus griseus SREBP cleavage activating 'protein (SCAP) mRNA, complete cdsy/6.3e- 

50 135:565:84//U67060 ; • J 

F-NT2RM1000037//Homo sapiens mRNA for KIAA0690 proteih.fpfartial^Cdsy/l .1 e-106:542:95//AB014590 
F-NT2RM1000039//Mouse genetic suppressor element mRNAy/0.68d:239:60//L27155 
F-NT2RM1000055//Rattus norveglcus mRNA for TIP120, complete cdsy/8.4e-96:535:91//D87671 
F-NT2RM1000059//Human DNA sequence *** SEQUENCING IN'PROGRESS *** from clone 390E6. WORKING 

55 DRAFT SEQUENCEy/1.0:257:59//AL031 600 

F-NT2RM1000062//Nephila clavipes dragline silk protein spidroin 1 gene, partial cdsy/0.54:306:63//U37520 
F-NT2RM1000080//Sequence 2 from patent US 5763589y/1 .5e-115:566:97//AR012692 
F-NT2RM1000086//Homo sapiens mRNA for KIAA0661 protein, complete cdsy/1 .8e-11 4:550 :97//AB0 14561 
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F-NT2RM1000092//Homo sapiens chromosome 19. cosmid . R26894, complete sequence.//0.63:1 80:65// 
AC005594 V . ; 

F-NT2RM1 00011 8//Homo sapiens clone 23763 unknown mRNA, partiai cdsy/0.027:126:70//AF007155 
F-NT2RM1000119//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 466N1, WORKING 
5 DRAFT SEQUENCE.//0.022:644:58//Z97630 • 

F-NT2RM1000127//RPCI11-44E5.TJ RPCI11 Homo sapiens genomic clone R-44E5, genomic survey sequence.// 
1 .6e-45:254:94//AQ1 95884 

F-NT2RM1000131//Homo sapiens mRNA for KIAA0792 protein, complete cds.//5.5e-153:778:95//AB018335 
F-NT2RM1000132//Homo sapiens NADHiublquinone oxidoreductase NDUFS6 subunit mRNA, nuclear gene en- 

10 coding mitochondrial protein, complete cdsy/1 .1 e-90:448:97//AF044959 

F-NT2RM1000153//Human NotI linking clone 924A081D, genomic survey sequencey/5.9e-07:66:96//U49890 
F-NT2RM1000186//Homo sapiens clone 23763 unknown mRNA, partial cdsy/0.025:126:70//AF007155 
F-NT2RM1 0001 87//CITBI-E1 -251 0J4.tr CITBI-EI Homo sapiens genomic clone 251 0J4, genomic survey se- 
quencey/1.1e-05:56:98//AQ261184 . . 

15 F-NT2RM1000199//Mouse mRNA for seizure-related gene product 6 type 2 precursor, complete cdsy/l .6e-38: 
711:65//D64009 

F-NT2RM 1000242 ; ^T;': \ 

F-NT2RM1000244//HS_2229_A1_C04_MF CIT Approved Humari\Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2229 Col=7 Row=E, genomic survey sequencey/2:be-13:95:95//AQ298474 
20 F-NT2RM1000252//Homo sapiens chromosome 17, clone hRPK.2p6lC^20, complete sequence.//0.023:225:61// 

AC006070 ■ 

F-NT2RM1000256//Caenorhabditis elegans cosmid F22B3, coriiplete sequence.//8.5e-24:473:64//Z68336 
F-NT2RM1000257//Homo sapiens MAGOH mRNA. complete 'cdsy/6;4e-^ 
F-NT2RM1000260//Human mRNA for KIAA0130 gene, complete cds.//6.5e-57:460:80//D50920 

25 F-NT2RM1000271 , " 

F-NT2RM1000272 ^ ' ^ ^ ' 

F-NT2RM1000280//BOS gaurus vacuolar H-ATPase subunit b (VATD) mRNA, complete cds.//6.7e-97:430:92// 
U11927 ^ * 

F-NT2RM1000300//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 92N15, WORKING 

30 DRAFT SEQUENCE.//2.1e-96:170:100//Z93097 

F-NT2RM1 00031 4//Human mRNA for KIAA0159 gene, complete cdsy/8.1 e-1 27:708 :92//D63880 
F-NT2RM1 00031 8//Homo sapiens mRNA for ribosomal protein L39;'complete cdsy/5.7e-34:182:99//D79205 
F-NT2RM1000341//Homo sapiens full-length insert cDNA clone Y PI. 1F06y/1 .3e-100:504:97//AF085879 
F-NT2RM1000354//HS_2001_B1_E06_T7 CIT /Approved Human-Genomic Spenm Library D Homo sapiens ge- 

3S nomic clone Plale=2001 Col=1 1 Row=J, genomic survey sequencey/1 .6e-11 :201 :73//AQ21 8494 
F-NT2RM1000355//MUS musculus E25B protein mRNA, complete cds 7/1 .8e-77:578:82//U76253 
F-NT2RM1 000365//Homo sapiens clone DJ0098022, WORKING DRAFT SEQUENCE. 5 unordered piecesy/9.4e- 
11 3:367: 97//AC004821 

F-NT2RM1000377//H.sapiens mRNA for MAP kinase phosphatase 47/6. le-l 4:362 :62//Y08302 
40 F-NT2RM1 000388//Azospirillum brasilense lateral flagellin ()afi j genb/cbmplete cdsy/l .0:482:58//U26679 
F-NT2RM1000394//M.musculus mRNA for histone H3.3Ay/1 .7e-94;549:89//Z85979 
F-NT2RM1 000399 V • ? • > 

F-NT2RM1000421//HS_2213_B1_E01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2213 Col=1 Row=J, genomic survey sequencey/3.6e-08:195:72//AQ032737 

45 F-NT2RM1 000430//Homo sapiens erythroblast macrophageprbtein EMR mRNA, complete cdsy/3.7e-84:41 8:97// 

AF084928 V ! V*'' " 

F-NT2RM1000499//Human mRNA for KIAA0167 gene, complete cds //r.3e-35:525:69//D79989 
F-NT2RM1000539//Homo sapiens PAC clone DJ1194E14 from.7p21, complete sequencey/4.6e-73:533:83// 
AC004993 c V v' .^ - ' 

50 F-NT2RM1000553 • ' ' 

F-NT2RM1000555//Homo sapiens Clone 24514 unknown mRNAy/2.3e-110:555:97//AF070542 
F-NT2RM1000563//Homo sapiens done DJ0742P04, WORKING DRAFTSEQUENCE. 6 unordered piecesy/1 .3e- 
1 23:477:1 00//AC004873 , 'M* 

F-NT2RM1000623//HS„2213_B1_E01_MF CIT Approved Human'Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2213 Col=1 Row=J, genomic survey sequence7/b.2e-06:75:89//AQ032737 

F-NT2RM1000648//Haloblum cutirubrum L11, LI, L10 and Ll2 equivalent ribosomal protein gene cluster//1 .3e- 
06:414:61/7X15078 

F-NT2RM1000661//Homo sapiens cap-binding protein 4EHP rriRNA. complete cds.//9.3e-54:275:97//AF047695 
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F-NT2RM1 000666//HS_201 6_B2_H08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2016 Col=16 Row=P, genomic survey sequerice.//5.7e-13:199:73//AQ227865 
F-NT2RI\^1000669//Human DNA sequence from clone 281 H8 on chromosome 6q25. 1-25.3. Contains up to four 
novel genes, one with similarity to KIAA0323 and worni C30F12.1 and another with Ubiquitin-Like protein gene 
5 SMT3 (the latter in an intron of a novel gene). Contains ESTs, STSs, GSSs, a putative CpG island and genomic 

marker D6S1553, complete sequence.//2.7e-94:499:94//AL031133 
F-NT2RM1 000672 

F-NT2RM1 000691 //Homo sapiens HRIHFB2060 mRNA, partial cds.//2.2e-119:582:98//AB015348 
F-NT2RM1000699//Caenorhabdltis elegans cosmid Y41C4A, complete sequencey/0.95:284:61//AL032627 

10 F-NT2RM1000702//HS_3005_A1_A02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3005 Col=3 Row=A, genomic survey sequence. //0.073:290:58//AQ0895 14 
F-NT2RM1000725//Homo sapiens mRNA for neuropathy target esterase.//4.8e-65:435:85//AJ004832 
F-NT2RM1000741//Homo sapiens mRNA for KIAA0567 protein, partial cds.//8.0e-126:690:92//AB011139 
F-NT2RM1000742//Homo sapiens AC133 antigen mRNA. complete cds.//2.5e-66:524:83//AF027208 

15 F-NT2RM1000746//Homo sapiens chromosome 21q22.3, PAG ctones 314N7, 225L15, BAG clone 7B7, complete 

sequence bases 1 .333303.//0.92:395:58//AJ01 1 930 

F-NT2RM1000770//Homo sapiens inosine monophosphate dehydrogenase type II gene, complete cdsy/2.1e-70: 

407:92//L39210 , ' . 

F-NT2RM1 000772//Human Chromosome 3 pac pDJ70il 1 . WORKINdDRAFTSEQUENCE. 2 unordered pieces.// 
20 6.6e-36:98:93//AC000380 

F-NT2RM1000780//Human DNA for 5' terminal region of LINE-T transposable element clone CGL1-4.//9.3e-22: 
126:99//X52233 V; ; 

F-NT2RM1000781//Plasmodium falciparum 3D7 chromos6md .f2 'if F>lfAC812 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces.//7.1 e-09:540:59//AC004T53 
25 F'NT2RM1000800//Mus musculus mRNA for B-INDI protein.//4.0e-81:497:88//Z97207 

F-NT2RM1 000802 ! 

F-NT2RM1000811//Homo sapiens AC133 antigen mRNA, complete cdsy/3,7e-63:490:84//AF027208 
F-NT2RM1000826//Homo sapiens clone 24514 unknown mRNA.//7,2e-153:749:96//AF070542 
F-NT2RM1000829//HS_3047_A1_A05_MF CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
30 nomic clone Plate=3047 Col=9 Row=A, genomic survey sequencey/0. 74:21 5:67//AQ0991 34 

F-NT2RM1000833//Canisfamiliaris sec61 homologue mRNA, corriplete cds.//5.1e-114:683:88//M96629 
F-NT2RM1000850//Rrubripes GSS sequence, clone l63/V22aF1l , genomic survey sequence .//l.le-26:279:74// 
AL0 18762 " ' V ■ ' ' 

F-NT2RM1000852//Homo sapiens mRNA for ATP-dependent RNA helicase, partial.//9.3e-148:726:97//AJ010840 
35 F-NT2RM1000857//Rattus norvegicus gene for cytochrome •P450/6 'beta B, exon 2.//0.97:124:65//AB008378 

F-NT2RM1000867//H.sapiens DNA sequence surrounding Not! site'; clone NRLA143D.//1 .2e-31 :172:98//K95834 
F-NT2RM1000874//Homo sapiens KE05 protein mRNA, compyety'cd's.//2.8e-131:632:97//AF064605 
F-NT2RM1000882//Homo sapiens Chromosome 1lql2.2 PAC cipne ppj519o13 containing human gene for fer- 
ritin heavy chain (FTH), complete sequence.//1.2e-98:2l4:99//AC004228 
40 F-NT2RM1000883//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds.//2.7e-1 56:762:97// 
AF082516 ' ":■ -^i; 

F-NT2RM1000885//Homo sapiens mRNA for KIAA0661 protein, complete cds.//2.0e-1 7:31 0:67//AB01 4561 
F-NT2RM1000894//MUS musculus second largest subunit of RNA polymerase I (RPA2) mRNA, complete cds.// 
3.2e-95:469:83//U58280 ^ , . 

45 F-NT2RM1 000898 ' ' 

F-NT2RM1000905//Human DNA sequence *** SEQUENCING IN pRpj3RESS *** from clone 466N1 , WORKING 
DRAFT SEQUENCE.//1 .80-74:1 88:98//Z97630 . V V 

F-NT2RM1 000924//Homo sapiens Clone DJ0742P04, WORKING DRAFTSEQUENCE. 6 unordered pieces.//5.7e- 
148:601 :98//AC004873 -i " ' ■■ 

$0 F-NT2RM1000927//Homo sapiens done DJ0647C14, WORKING DRAFT SEQUENCE. 21 unordered pieces.// 

0.071 :392:60//AC004846 

F-NT2RM1000962//H.sapiens CpG island DNA genomic 'Msei fragment, clone 140d1, forward read 
cpgl40d1.ftlay/4.le-35:187:99//Z56803 ; '.; 

F-NT2RM1000978//Homo sapiens Chromosome 15q22.3-23 PAC 88m3, WORKING DRAFT SEQUENCE, 2 or- 
55 deredpleces.//1.1e-23:266:77//AC005959 

F-NT2RM1001003//Homo sapiens alpha-catenln-like protein mRNA, complete cds.//4.0e-160:760:98//U97067 
F-NT2RM1001008//Kaposrs sarcoma-associated herpes-like virus\ORF73 homolog gene, complete cdsy/l.7e- 
11:602:61//U52064 . 
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F-NT2RM1001 043//Human DNA sequence from PAC 27K14 on clirornosome Xpll .3-Xpl 1 .4. Contains monoam- 
ine oxidase B (IVIAOB), ESTs and polymorphic CA repeats.//3.9e-93:645:86//Z95125 
F-NT2RIV11001044//S.pombe chromosome III cosmid c320.//0.90:128:66//AL022245 

F-NT2RM1001059//Homo sapiens chromosome 5, Bac clone 58g14 (LBNL H76), complete sequence.//3.8e-53: 
5 261:80//AC005915 

F-NT2RIVI1 001 066//CIT-HSP-21 72N1 7.TF CIT-HSP Homo sapiens genomic clone 21 72N1 7. genomic survey se- 
quence.//0.64:285:59//B94391 

F-NT2RI\11001072//HS_3115_B1_D07_T7 CIT Approved Humarf Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3115 Col=13 Row=H, genomic survey sequencey/7.3e-23:140:95//AQ1 47905 
10 F-NT2RM1001074//Homo sapiens chromosome 19, cosmid ,F20489, complete sequence.//5.0e-50: 186:98// 
AC005263 

F-NT2RM1001082//Sequence 1 from Patent W0971 83037/2.1 e-144:736:95//A62731 

F-NT2RM1 001 085//C1T-HSP-231 0F21.tr CIT-HSP Homo sapiens genomic clone 2310F21 , genomic survey se- 
quence.//8.8e-45:235:97//AQ020757 

15 F-NT2RM1001092//HS_3055_B1_G05_I\^F CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3055 Col=9 Row=N, genomic survey sequence.//1*.1 e-89:471 :95//AQl55489 
F-NT2RM1001102//Human HEM45 mRNA, complete cds.//1 .2e-28:482:63//U88964 
F-NT2RM1001105//Homo sapiens hRED1 gene, exon 1 (5'UTR). //0;00 14:349:6 1//Z95973 
F-NT2RM1001112//Homo sapiens Chromosome 19, cosmid R34094, complete sequence.//0.060:429:58// 

20 AC004678 , . ' ; . ; 

F-NT2RI\^1001115//Plasmodium falciparum merozoite surface protein 3 (MSP-3) gene, partial cds.//0.93: 156:62// 
AF024624 . • . v : 

F-NT2RI\^1001139//Homo sapiens chromosome 19, fosmi'd '3756:2!; complete sequence.//1.2e-1 0:466:59// 
AC004755 / 
25 F-NT2RM2000006//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 796F1 8, WORKING 

DRAFT SEQUENCE.//5.3e-150:724:98//AL031 291 ; ^ ' 

F-NT2RM2000013//D.melanogaster DmRP128 gene for RNA polymerase III second-largest subunity/1 .5e-58: 
749:69//X58826 

F-NT2RM2000030//Homo sapiens clone DJ0708P22, WORKING DRAFT SEQUENCE, 11 unordered piecesV/ 
30 2.1e-97:270:77//AC004863 ? 

F-NT2RM2000032//Human DNA sequence *** SEQUENCING JN PROGRESS *** from Clone 423B22. WORKING 
DRAFT SEQUENCE.//1.9e-25:172:76//AL034379 " ' 'i'^'th - 

F-NT2RM2000042//Human DNA sequence from cosmid U55E4, between markers DXS6791 and DXS8038 on 
chromosome X contains ESTs.//5.0e-05:325:65//27341 8 ; 
35 F-NT2RM2000092//Homo sapiens (D8S321 locus) DNA s^quencle.^tetranucleotide repeat polymorph ism y/0.63: 
117:68//L12269 

F-NT2RM2000093//MUS musculus major histocompatibility iobus-'class 111 regions Hsc70t gene, partial cds; sm- 
RNP, G7A, NG23, MutS homolog, CLCP, NG24, NG25, and KijSi'e geries, complete cds; and unknown genesV/ 
0.38:312:62//AF1 09905 " '/C'^::';./:- 

40 F-NT2RM2000101 /^f]] 

F-NT2RM2000124//Mouse cAMP-dependent protein kinase catalYtic subunit mRNA, complete cdsy/3.8e-58:297: 
97//M12303 

F-NT2RM2000191//Homo sapiens cGMP phosphodiesterase Ai (PDE9A) mRNA, complete cdsy/3.8e-1 38:653: 
98//AF067224 

45 F-NT2RM2000192//CIT-HSP-2172B3TF CIT-HSP Homo sapiens genomic Clone 2172B3, genomic survey se- 
^quencey/2.2e-33:191:95//B93289 \ r " 

F-NT2RM2000239//F rubrlpes GSS sequence, clone 156P04aG^2, genomic survey sequencey/8.9e-44:445:69// 
AL018549 

F-nnnnnnnnnnnn//Homo sapiens fibroblast growth factor 18 (FG'FIS) mRNA, complete cdsy/0.00020:380:6l// 
50 AF075292 

F-NT2RM2000250//Homo sapiens mRNA for KIAA0590 protein f c'omplete cdsy/3.1e-128:615:98//AB011162 
F-NT2RM2000259//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 31 0O1 3, WORKING 
DRAFT SEQUENCEy/0.0013:305:63//AL031658 / '. C j;, " 

F-NT2RM2000260//MUS musculus WW domain binding proti^ln 15'mRNA, partial sequencey/3.0e-1 4:645:61// 
55 AF073934 

F-NT2RM2000287//*** SEQUENCING IN PROGRESS "*. EPM1/APECED region of chromosome 21. clones 
A68E8, B127P21. B173L3, B23N8, C1242C9. C579E2. A70B6, B159G9. B175D10. B52C10. C124G1 Note: Se- 
quencing in this region has been discontinued by the Stanford- Human Genome Center, WORKING DRAFT SE- 
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QUENCE, 50 unordered pieces7/1 .36-11 :96:86//AC003656 . . ' ; 

F-NT2RM2000322//Human DNA sequence from clone 612B18 on chromosome 1q24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs. STS, GSS, CpG island, 
complete sequencey/8.5e-11 5:233 :97//AL03 1864 
5 F-NT2RM2000359//Homo sapiens mRNA for KIAA0560 protein, complete cds.//8.8e-1 75:805 :99//AB0111 32 

F-NT2RM2000363//RPCI11-90B10.TJ RPCI11 Homo sapiens' genomic clone R-90B10, genomic survey se- 
quence.//6,7e-15:96:9a//AQ285300 . T. 

F-NT2RM2000368//Homo sapiens protein kinase C-binding protein RACK7 mRNA. partial cds.//1 .2e-94:599:86// 
U48251 

10 F-NT2RM2000371//RPCI11-57I4.TJ RPCI11 Homo sapiens genomic clone R-5714, genomic survey sequence.// 
1.1e-52:312:91//AQ083343 'S^^T 
F-NT2RM2000374//M. musculus nodal gene, a TGF-beta-like gene.//6.7e-3l :196:91//X70514 
F-NT2RM2000395//Leish mania major chromosome 1, complete sequence.//0.99:345:58//AE001 274 
F-NT2RM2000402//Arabidopsls thaliana BAG T19D16 genomic sequence7/2.1e-23:414:63//U95973 

15 F-NT2RM2000407//MUS musculus semaphorin Via mRNA, complete cdsV/l .4e-1 31 :439:8a/yAF030430 

F-NT2RM2000420//HS_3063_B2_F11_MF GIT Approved Human Genomic Spemri Library D Homo sapiens ge- 
nomic clone Plate=3063 Col=22 Row=L, genomic survey sequence//3.2e-25:154:95//AQ 103204 
F-NT2RM2000422//Rat orphan transporter v7-3 (NTT73) mRNA, complete cds.//1.7e-128:782:86//L22022 
F-NT2RIVI2000452//HS_3009_B2_D05_MR CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 

20 nomic clone Plate=3009 Col=10 Row=H, genomic survey sequence./^ .2e-1 6:1 22:90//AQ1 30794 

F-NT2RM2000469//HS_2019_A1_G02_MR CIT Approved Hurrian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2019 Col=3 Row=M, genomic survey sequence.//9.6e-22:176:85//AQ229041 
F-NT2RM2000490//Homo sapiens mRNA for KIAA0747 protein, partial cds7/7.5e-15:386:63//AB01 8290 
F-NT2RM2000502 ' - ' ; 

25 F-NT2RM2000504//Homo sapiens metalloprotease 1 (MPI) mRNA; complete cds7/5.1e-1 71 :824:97//AF06l 243 
F-NT2RM2000522 

F-NT2RM2000540 ^ 

F-NT2RM2000556//Homo sapiens 12q13.1 PAC RPC 15-1 057120 !(Roswell Park Cancer Institute Human PAC li- 
brary) complete sequencey/2.9e-42:344:82//AG004466 ' ■ ■ 
30 F-NT2RM2000566//Homo sapiens lntegrinalpha-7 mRNA, 'com*pl&tecds.//2.8e-1 54:751 :97//AF072l 32 

F-NT2RM2000567//Pseudomonas aeruginosa enoyl-CoA hydratase gene, partial cds; pilin biosynthetic protein 
(fimL) gene, complete cds; and unknown gene7/3.0e-06:664:5.8//ARb83252 

F-NT2RM2000569//Human DNA sequence *** SEQUENCING.'INTROGRESS *" from clone 862K6, WORKING 
DRAFT SEQUENCE.//1 .3e-15:348:67y/AL031681 c*'!- '; : h'' 

35 F-NT2RM2000577//RPCI11-43G22.TJ RPCI11 Homo sapiens'-genonriic clone R-43G22, genomic survey se- 

quence7/1.6e-14:155:80//AQ199391 ' HVt ! 

F-NT2RM2000581//Homo sapiens mRNA for KIAA0214 proteiri.'compl^^^^ cds7/5.4e-174:820:98//D86987 
F-NT2RM2000588//Homo sapiens 12q13.1 PAC RPC 15-1 057129 '(^osW^^ Cancer Institute Human PAC li- 
brary) complete sequence7/1 .1e-60:344:82//AC004466 
40 F-NT2RM2000594//MUS musculus DNA cytosine-5 methyltransfer&se 3Bi '(Dnmt3b) mRNA, alternatively spliced, 
complete Cds7/4.9e-11 8:761 :85//AF068626 .r. v|-:'.c . 

F-NT2RM2000599//O,sativa OSr40g3 gene7/0.30:585:56//Yba9S8' / 
F-NT2RM2000609 ; 

F-NT2RM2000612//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
45 plete cds7/7.8e-1 02: 709 :83//U 35776 * - " . , / 

F-NT2RM2000623//Homo sapiens chromosome 19, cosmid F19847, complete sequence 7/3.4e- 17:450:65// 

AC005952 

F-NT2RM2000624 

2.96-06:231 :64//Z82061 ^ . 

50 F-NT2RM2000635//Homo sapiens mRNA for KIAA0729 protein; partial,cds7/6.3e-1 42:664:98//AB01 8272 

F-NT2RM2000636//Homo sapiens mRNA for KIAA0658 protein.. partial cds7/7.4e-138:664:98//AB014558 
F-NT2RM2000639//RPCI1 1 -69E5.TJ RPCI11 Homo sapiens genomic clone R-69E5, genomic survey sequence7/ 

3.7e-14:97:97//AQ267491 

F-NT2RM2000649//Homo sapiens mRNA for KIAA0676 protelnf^Pjartial Cds7/1 .1e-1 67:51 8:99//AB014576 
55 F-NT2RM2000669 . . 

^ F-NT2RM2000691//Homo sapiens chromosome 2 clone 101B6 map 2p11, complete sequence7/l.1e-l 06:748: 
82//AC002038 o v • • 

F-NT2RM2000714//Human mRNA for KIAA0231 gene. partiarcds7/6.8e-49:748:64//D86984 
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F-NT2RM2000718//Homo sapiens HRIHFB2436 mRNA. partial ccls.7/2!4e-124:594:98//AB015342 
F-NT2RIVI2000735//Human ZNF43 mRNAy/8.4e-111:756:82//X59244 

F-NT2RM2000740//MUS musculus lymphocyte specific helicase mRNA, complete cds7/l .3e-141 :815:89//U25691 
F-NT2RM2000795//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 439F8, WORKING 
5 DRAFT SEQUENCE.//1.0e-78:723:76//AL021 392 • ^ ' 

F-NT2RM2000821//Rat mRNA for beta COP.//2.0e-150:879:88//X5f22& 

F-NT2RM2000837//Homo sapiens BAG clone GS214N13 from 7pi4-p15, complete sequence.//1.1e-05:361:62// 
AC005017 . . 

F-NT2RM2000951//Homo sapiens XYLB mRNA for xylulokinaset complete ccls7/8.7e-1 84:847:99//AB0 15046 
10 F-NT2Rr^2000952 

F-NT2RM2000984//MUS musculus major histocompatibility locus'. cidss III regions Hsc70t gene, partial cds; sm- 
RNP, G7A. NG23, MutS homolog, CLCP, NG24, NG25, and NG26 .genes, complete cds; and unknown genes.// 
7.6e-41:239:76//AF1 09905 • ^-.i^l-'y; 

F-NT2RM2001004//CIT-HSP-2333N1 8.TR CIT-HSP Homo sapiens genomic clone 2333N1 8, genomic survey se- 
15 quence.//1.1e-11:298:66//AQ035862 

F-NT2RM2001035//MUS musculus mCAFl protein mRNA. complete CdS.//1.4e-120:627:91//U21 855 
F-NT2RM2001065//MUS musculus C0P9 complex subunit 4 (C0PS4) mRNA, complete cds.//6.8e-1 18:690:88// 
AF071314 

F-NT2RM2001 1 00//Homo sapiens clone DJ0742P04. WORKING DRAFT SEQUENCE. 6 unordered piecesy/2.3e- 
20 1 45:61 4:99//AC004873 

F-NT2RM2001105//Human DNA sequence *** SEQUENCINGMn PROGRESS *** from clone 50O24, WORKING 
DRAFT SEQUENCE.//2.7e-95:461 :99//AL034380 

F-NT2RM2001131//Kaposl's sarcoma-associated herpes-like virus ORF73 homolog gene, complete cdsy/7.2e- 
24:726:62//U52064 

25 F-NT2RM2001141 r . ' . 

F-NT2RM2001152//Homo sapiens DNA sequence from PAC 93L7"6n chromosome Xq21. Contains part of the 
CHM (TCD, REP1) gene coding for RAB Escort protein 1 (REP-^^RAB proteins geranylgeranyltransferase com- 
ponent A 1 , Choroideraemia protein, Tapetochoroidal Dystrophy (tcb) protein). Contains ESTs and an STS, com- 
plete sequence.//0.98:300:62//AL022401 

30 F-NT2RM2001177//Homo sapiens clone NH0313P13, WORKING-DRAFT SEQUENCE, 15 unordered piecesV/ 

1 .26-147:741 :96//AC005488 J' ' ^ 

F-NT2RM2001 1 94//Suid herpesvirus 1 UL5 gene, partial cds, UU6 and UL7 genes, complete cds, UL8 gene, partial 
cds.//0.026:408:59//U66829 " ' 

F-NT2RM2001 1 96//Homo sapiens Clone DJ1 1 73120, WORKiNG:p}^^Fr.S 5 unordered piecesy/2.2e- 

35 135:627:98//AC004987 . 

F-NT2RM2001201//MUS musculus clone 0ST431, genomic sun/ey siequencey/6.1e-80:503:86//AF046700 
F-NT2RM2001221//Chimpanzee (P.paniscus) involucrin, complete cdsy/0,53:670:55//M265l4 
F-NT2RM2001238//Rat glutaminase mRNA, complete cdsy/3.4e:1?8:7i9:90//M65l50 
F-NT2RM2001243 " " ' " 

40 F-NT2RM2001247//CITBI-E1-2521M18TR CITBI-E1 Homo sapiens genomic clone 2521M18, genomic survey 
sequencey/0.001 1 :274:59//AQ2761 84 

F-NT2RM2001256//M.musculus mRNA for 200 kD proteiny/2.3e-129:742:90//X80169 
F-NT2RM2001291//CIT-HSP-2010I15.TR CIT-HSP Homo sapiens genomic clone 2010115, genomic survey se- 
quence7/4.6e-09: 1 56:72//B57734 
45 F-NT2RM2001306//RPCI11-28I5TP RPCI-11 Homo sapiens genomic clone RPCI-11-2815, genomic survey se- 

quence7/0.069:234:64//B84850 

F-NT2RM2001312//Homo sapiens chromosome 17. clone hRPK.i^2_H_l9, complete sequence7/l.le-22:1l1: 
81//AC005919 ' ^ 

F-NT2RM2001319//Borrelia burgdorferi (section 4 of 70) of the complete genome7/0.99:340:58//AE001118 
50 F-NT2RM2001324//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 209H1 , WORKING 

DRAFT SEQUENCE7/3.7e-44:340:85//Z84465 

F-NT2RM2a01345//HS_3005_A1_A02_MR CIT Approved IHumaVi.^CBenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3005 Col=3 Row=A, genomic survey sequence 7/p.042:290:58//AQ0895 14 
F-NT2RM2001360//Human HeLa mRNA isolated as a false ipbsltiye in a two-hybrid-screen 7/5. 0e-60:365:87// 
S5 U56429 . .V;.v M I 

F-NT2RM2001370//Homo sapiens PAC clone DJ0815D20 frpW7p1'l-pi3, complete sequence.//0.98:4i5:58// 
AC004899 ■ ,j 

F-NT2RM2001393//Homo sapiens Chromosome 22q11.2 PAC Clone jj^^rii 11 In BCRL2-GGT Region, complete 
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sequence.//4.0e-54:394:75//AC004033 

F-NT2RM2001420//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 349A12, WORKING 
DRAFT SEQUENCE.//2.8e-1 69:789:99//AL033520 

F-NT2RM2001424//Homo sapiens mRNA for E1 B-55kDa-as$ocieited prbteiny/7.1 e-96:453:99//AJ007509 
5 F-NT2RM2001499//Rattus norvegicus mRNA forcationic amino acid transporter 3, complete cdsy/7.1e-9l:60l: 

83//AB000113 r K;^- 

F-NT2RM2001504//Homo sapiens chromosome 19, cosmid 'R'30017, complete sequence.//0.81 :200:69// 
AC005624 ; :.,:.U 'y. . 

F-NT2RM2001524//Arabidopsls thallana DNA chromosome 4,' ESSA I AP2 contig fragment No. 27/3.86-16:316: 
10 65//Z99708 '. "i-V v- 

F-NT2RM2001544 

F-NT2RM2001547//Caenorhabditis elegans cosmid Y47H9C, complete sequencey/3.3e-24:31 8:67//AL032657 
F-NT2RM2001575//Human 52-kD ribonucleoprotein Ro/SSA mRNA/complete cds.//2.1e-26:582:64//M34551 
F-NT2RM2001582//M.musculus red-1 gene.//1.4e-1 02:581 :90//X92750 
15 F-NT2RM2001 588//Homo sapiens KIAA0442 mRNA. partial cds.//7,0e-1 0:282:65//AB007g02 

F-NT2RM2001592//Rattus norvegicus rexo70 mRNA. complete .cdsy/9.6e-1 31 :736:90//AF032667 
F-NT2RM200l605//RBP2=retinoblastoma binding protein 2 [human, NaIm-6 pre-B cell leukemia, mRNA, 6455 
nt].//2.3e-85:749:75//S66431 ... • 

F-NT2RM2001613//Rattus rattus sec61 homologue mRNA, complete cds.//8.6e- 11 8:779: 85//M96630 
20 F-NT2RM2001632//Homo sapiens PAC clone DJ0740D02 from 7p14-p15. complete sequence.//1 .5e-50:561 :71// 

AC004691 

F-NT2RM2001 635//Homo sapiens mRNA for KIAA061 8 protein, complete cds.//9.2e-l 53:740:98//AB01 451 8 
F-NT2RM2001637//Rrubripes GSS sequence, clone 155D22bD8,, genomic survey sequence.//2.5e-1 3:224:64// 
Z91020 " ' • 

25 F-NT2RM2001641//CIT-HSP-2347F23.TF CIT-HSP Homo sapiens genomic clone 2347F23. genomic survey se- 

quence7/1 .3e-67:340:98//AQ060913 

F-NT2RM2001648//Canisfamlliaris sec61 homologue mRNA, complete cds.//l.4e-110:459:89//M96629 
F-NT2RM2001652//BOS taurus guanine nudeotide-exchange |3rotein (ARF-GEP1) mRNA, complete cdsV/l .2e- 
1 53:807:93//AF023451 • ' ' 

30 F-NT2RM2001 659//nbxb0002cE07f CUGI Rice BAG Library. OVyza'sati^ genomic clone nbxb0002J1 3f , genomic 

survey sequence7/1.0:485:56//AQ051 653 '\ 

F-NT2RM2001 664//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds.// 
3.7e-172:802:99//AF044195 ■ 
F-NT2RM2001668 ^ /^:?t?t;'r' ' 

35 F-NT2RM2001670//Homo sapiens complete genomic sequence bi3tween 01633070 and D16S3275, containing 
Familial Mediterranean Fever gene diseasey/3.2e-18:279:70//AJ0'03i47 

F-NT2RM2001671//Oryctolagus cuniculus sarcolemmal associated 'proteln-3 mRNA; complete Cds7/I.6e-137: 
683:94//U21157 ' • " 

F-NT2RM2001675//RPCI11-51J16.TJ RPCI11 Homo sapiens genomic clone R-51J16, genomic survey se- 
40 quence7/1.0:394:58//AQ053677 

F-NT2RM2001681//Arabidopsis thaliana DNA chromosome 4, BA^cfclorie T805 (ESSAII project).//0.87:220:61// 
AL021890 

F-NT2RM2001688//B.parapertussls bvg locus (transcription regulators of virulence factors) with bvgA and bvgS 
genes.//1.0:286:62//X52948 . ^ /■ 

45 F-NT2RM2001 695//CIT-HSP-345H13.TVB CIT-HSP Homo sapiens'genomic clone 345H13, genomic survey se- 

quence.//3.2e-53:241 :82//B59854 

F-NT2RM2001696//Mouse DNA with homology to EBV IR3*xepeat^jsegment 2, clone Mu2y/1.2e-05:306:58// 
Ml 0668 

F-NT2RM2001698//Homo sapiens DNA sequence from PAC 163M9 on chromosome Ip35.l-p36.2l. Contains 
so protein synthesis factor (elF-4C), D1 F15S1 A pseudogene, ESTs/STS, GSS, complete sequencey/6.0e-06:548: 
59//AL021920 . j. , 

F-NT2RM2001699//HS_31 95_8B2_D01_T7 CIT Approved Humkn.Geribmlc Sperm Library D Homo sapiens ge- 
nomic clone Plate=3195 Col=2 Row=H. genomic survey sequence.//2.7e-07:322:61//AQ 189056 
F-NT2RM2001700//Mycobaclerlum tuberculosis H37Rv cortiplk^'genoTne; segment 109/1627/7.8e-05:354:58// 
55 Z95556 , . 

F-NT2RM2001706//Homo sapiens chromosome Xp22-67-68. WORKING DRAFT SEQUENCE. 99 unordered 
pieces7/7.5e-42:335:81//AC004469 ''\ ] 

F-NT2RM2001716 ' . : /O;' 
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F-NT2RM2001718//Drosophlla melanogaster DNA sequence (P1 DS04106 (D172)), complete sequence.//4.2e- 
08:536:58//AC004290 

F-NT2RM2001723//Homo sapiens clone 23770 mRNA sequence^//:! .4e-26:l63:95//AF052123 
F-NT2RM2001727//Homo sapiens mRNA for KIAA0462 protein, partial ccls.//6.2e-111 :530:98//AB007931 
5 F-NT2RM2001730//Homo sapiens chromosome 21 PAC RPCIP7.04E1 4.1 35Q27/3.1e-1 02:248: 95//AJ01 0598 

F-NT2RM2001743 ' 
F-NT2RM2001753//Caenorhabclitis elegans cosmid F45E6rCpmp)et(^^^ 

F-NT2RM2001760//Canis familiaris sec61 homologue mRNA, complete cds 7/9 .4e 100:41 8: 88//M96629 
F-NT2RM2001768//HS_3064_B2_A04_MF CIT Approved Human:Gehpmic Sperm Library D Homo sapiens ge- 
10 nomic clone Plale=3064 Col=8 Row=B, genomic survey sequence://3-1e-28:1 53:1 00//AQ1 36993 

F-NT2RM2001771//Homo sapiens chromosome 19, BAG CIT-B-393i.l5 (BC301323), complete sequence.//1 .3e- 

66:680:72//AC006116 i'.*- * 

F-NT2RM20ai782 

F-NT2RM2001784//Bovlne herpesvirus type 1 (Cooper) DNA (30 kb).//0.027:384:60//Z48053 
15 F-NT2RM2001785//Homo sapiens chromosome 11, BAG GIT-HSP-311e8 (BG269730) containing the hFENI 

gene, complete sequence.//1.6e-18:229:65//AG004770 ' 

F-NT2RM2001797//HS_3045_AT_D01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3045 Col=1 Row=G, genomic survey sequence7/1 .4e-74:381 :97//AQ1 29456 
F-NT2RM2001800 

20 F-NT2RI\/I200l803//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds.// 
8.3e-1 78:827:99//AF0441 95 

F-NT2RM2001805//Malus domestica leuclne-rtch receptor-like proteijf) kinase (LRPKml) gene, 5' flanking region 
and 5' UTRy/1 .0:290:58//AF0531 26 

F-NT2RM2001 81 3//CIT-HSP-21 69F21.tr CIT-HSP Homo sapieng genomic Clone 21 69F21, genomic survey se- 
25 quencey/3.3e-16:109:95//B89870 *• ' f ;V;. 

F-NT2RM2001823//Drosophila melanogaster DNA sequen'ce (PrdS07049 (D133)), complete sequencey/5.8e- 
62:81 9:68MC004274 . ■ .V?^:%^>" 

F-NT2RM2001839//Homo sapiens calumein (Galu) mRNA. coniplete,cdsy/3.6e-^ 

F-NT2RM2001840//Homo sapiens chromosome 17, clone r297N7;! complete sequence.//l.le-57:422:79// 

30 AC002347 " ^ ■' . 

F-NT2RM2001855//HS_3224_A1_H07_MR CIT Approved Hunnlan^G^pmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3224 Col=13 Row=0. genomic survey sequence7/d.00012:68:91//AQ205285 
F-NT2RM2001867//Human DN A sequence from clone 889N1 5 6h^chr6mosomeXq22. 1-22.3. Contains part of the 
gene for a novel protein similar to X. laevis Cortical Thymocyte f^arker Cf X, the possibly alternatively spliced gene 

35 for 26S Proteasome subunit p28 (Ankyrin repeat protein), a novel gqne and exons 36 through 45 of the COL4A6 
for Collagen Alpha 6(IV). Contains ESTs, STSs, GSSs and a putative GpG island, complete sequence7/0.068: 
102:70//AL031177 ' V ' ■ ' 

F-NT2RM2001 879//Human DNA sequence from cosmid cU72E5. between markers DXS366 and DXS87 on chro- 
mosome X7/0.a029:500:59//Z68328 

40 F-NT2RM2001886//Homo sapiens mRNA for KIAA0710 protein, complete Cds7/1 .9e-187:866:97//AB014610 

F-NT2RM2001896//S.cerevlslae chromosome III complete DNA seq uence 7/8. 6e-30:6 13:63/7X59720 
F-NT2RM2001903//Homo sapiens mRNA for KIAA0462 protein, partial cds7/2.9e-176:859:97//AB007931 
F-NT2RM2001 930//M.musculus mRNA for semaphorin G7/4.7e-1 .1 7:730:85/7X9781 8 
F-NT2RM200193577Sequence 11 from Patent W096 106377/1". 0':356V60/7A50028 

45 F-NT2RM2001936//Homo sapiens clone 614 unknown mRNA, corriplete sequence7/6.9e-138:653:98//AF091080 

F-NT2RM2001950//RPCI11-24L12TP RPCI-11 Homo sapiens genbmic Clone RPCI-11-24L12, genomic survey 
sequence7/2.7e-1 9:1 88:81/7686700 J^?;.^ _ 

F-NT2RM20019827/Arabidopsis thaliana Chromosome II BAG:T24ii?h genomic sequence, complete sequence7/ 
0.42:179:65//AG005825 ^ JT' ■ 

50 F-NT2RM2001983//Homo sapiens RGS-GAIP Interacting pfo^n)feTpG,omRNA, complete cds7/3.8e-20:1 23:98// 

AF089816 ? ' 

F-NT2RM2001989//Sequence 3 from patent US 574731 77/1.90:1 67:7&6:98//AR004981 
F-NT2RM2001997//Human HepG2 partial cDNA. clone hmd1bp8rti5M:6e-25: 160:95 

F-NT2RM2001 998//Homo sapiens DNA. chromosome 21 q22. 2,^ PAC .clone 25P1 6 complete sequence, encoding 
55 carbonyl reductase and carbonyl reductase 3 (complete cds)7/0.8.8:i380:60//AB003l51 

F-NT2RM2002004//Human Chromosome X, complete sequericeY/y5:0e-88:831:77//AC002407 
F-NT2RM2002014 V' 

F-NT2RM2002030//MUS musculus glutamine:fructose-6-phosphate-. amidotransferase mRNA. complete cds77 

• :; I.. (. 
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1 .5e-89:822:74//U00932 

F-NT2RM2002049//Bovine elaslin mRNA, partial cds.//8.8e:11 : 1.25:81 //M261 32 
F-NT2RM2002055 'r:' 

F-NT2RM2002088//MUS musculus WW domain binding protein i? mRNA, partial sequence.//1 .4e- 15:421 :63// 
5 AF073936 ' V -v V 

F-NT2RM2002091 //Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 50O24. WORKING 
DRAFT SEQUENCE.//4.6e-160:771 :98//AL034380 

F-NT2RM20021 00//Homo sapiens mRNA for ATP-dependent RNA helicase, partlal.//7.7e-l 64:776:98//AJ0l 0840 ' 
F-NT2RM2002109//Homo sapiens glioma amplified on chromosonie 1 protein (GAC1) mRNA, complete cds.// 
10 2.4e-143:684:98//AF030435 

F-NT2RM2002128//Mesocricetus auratus guanine nucleotide-binding protein beta 5 (Gnb5) mRNA. complete 
cdS.//7.0e-27:330:73//U13152 

F-NT2RM2002142//Danio rerio gastrulatlon specific (G12) mRNA. complete cds7/6.3e-l0:l35:80//U27121 
F-NT2RM2002145//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds y/4.2e- 143:800: 
15 92//AF084928 

F-NT2RM2002178//Homo sapiens mRNA for KIAA0467 protein, partial cds.//5.2e-164:787:97//AB007936 
F-NT2RM2002580//Drosophila melanogaster DNA sequence (Pi DS02110 (D147)), complete sequencey/7.4e- 

13:337:62//AC004423 • ' • 

F-NT2RM4000024//D.melanogaster DmRPl28 gene for RNA polymerase III second-largest subunity/l.2e-62: 
20 801 :70//X58826 ^. 

F-NT2RM4000027//Caenorhabditis elegans cosmid F09E5./^0.36:336:60//U37429 

F-NT2RM4000030//H.sapiens CpG island DNA genomic . Msel; fragment, clone 56h10, forward read 
cpg56h10.fllay/9.3e-22:127:100//Z55685 ^ V'/' 

F-NT2RM4000046//Curcurblta maxima 25S - 18S rDNA lntergehic;sps^cery/4.1e-05:386:60//X13059 
25 F-NT2RM4000061 . 

F-NT2RM4000085//B.taurus mRNA for nuclear DNA helicase My/1.9e-1 0:485 :59//X82829 
F-NT2RM4000086 

F-NT2RM4000104//Homo sapiens chromosome 16 zinc finger protein ZNF2 10 (ZNF210) mRNA, complete cdsy/ 
4.2e-23:345:69y/AF060865 v k ' 

30 F-NT2RM4000139//R.norveglcus trg mRNAy/1 4e-56:708:69//)<68lS=l''='''- 

F-NT2RI\/I40001 55//CIT-HSP-2282N15TR CIT-HSP Homo sapiens genomic clone 2282N15, genomic survey se- 
quencey/3.0e-09:88:90//AQ000070 . > ; 

F-NT2RM4000156//H.sapiens HPBRII-7 geney/2.0e-21 :586:60//X67336 

F-NT2RM4000167//Mouse kif4 mRNA for microtubule-based motor protein KIF4, complete cdsy/2.7e-l 43:810: 
35 90//D12646 

F-NT2RM40001 69//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING 
DRAFT SEQUENCE. 9 unordered piecesy/0. 0054:746 :57//ACb041 57 

F-NT2RM4000191//MUS musculus cathepsin S (CatS) gene, promoter region and exons 1 and 2y/0 .0001 8:468: 
60//AF051726 ' ' 

40 F-NT2RM4000197 

F-NT2RM4000199//Human DNA sequence *** SEQUENCING IN^PROGRESS *** from clone 620E11 , WORKING 
DRAFT SEQUENCEy/0.67:461:60//AL031667 : 
F-NT2RM4000200 ; \ - ■ 

F-NT2RM4000202//H.sapiens CpG island DNA genomic Msei fra^fnentr clone 34c2, forward read cpg34c2.ft1ay/ 
45 1.7e-27:190:90//Z65361 • ...^^ 

F-NT2RM400021 0//Homo sapiens mRNA for KIAA0712 proWin;x6mp^^ cdsy/1.4e-182:856:98//AB0l8255 
F-NT2RM400021 5//S.cerevisiae MAK1 6 protein gene, complete cds, and LTEI protein gene, 3* endy/3.1 e-31 :731 : 
62//J03852 ' i r ■ 

F-NT2RM4000229//Homo sapiens chromosome 1 0 clone CIT987SK71144G6 map 1 0q25.1 . complete sequencey/ 
50 4.6e-102:233:94//AC005383 ' .^.^'^.(.■ 

F-NT2RM4000233//MUS musculus semaphorin Via mRNA, complete 'cdsy/1 .66-135:835:8^^^^ 
F-NT2RM4000244//RPCI11-24P15.TV RPCI-11 Homo sapiens g^no^nic clone RPCI-11-24P15, genomic sun/ey 

sequencey/5.5e-0B:422:62//B86757 f '•' ''^ 

F-NT2RM4000251//MUS musculus clone UWGC:mbac92 from 1401-02 (T-Cell Receptor Alpha Locus), complete 
55 sequencey/0.98:207:60//AC005855 ' ' ! i- 

F-NT2RM4000265//Homo sapiens Chromosome Ilql2.2 PAC clone pDJl08lb4 containing human mRNA for T- 
cell glycoprotein CD6, complete sequencey/5.2e-41 :707:65//AC003689 

F-NT2RM4000290//Human transducin-like enhancer protein (TLE3) mRNA, complete cds y/7.9e- 153:609:93// 
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M99438 . 
F-NT2RM4000324 

F-NT2RM4000327//Rattus norvegicus guanine nucleotide binding protein beta 4 subunit mRNA, partial cds7/3.9e- 
44:727:68//AF022085 ^ . ' 

5 F-NT2RM4000344//MUS musculus ATP-dependent metalloprotease.FtsHi mRNA, complete cdsy/1 .0e-143:80l : 

90//AF090430 .. ^,1^.,, 

F-NT2RM4000349//MUS musculus clone OST431 , genomic survey sequence .//6.1e-80:503:86//AF046700 
F-NT2RM4000354//HS_2221_A2_C07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2221 Col=14 Row=E, genomic survey sequence.//1 .Oe-20:1 80:83//AQ253449 
10 F-NT2RM4000356 

F-NT2RM4000366//Homo sapiens mRNA for KIAA0642 protein, partial cds.//1.6e-133:628:99//AB014542 
F-NT2RM4000368//RPC111-91B5.TJ RPCI11 Homo sapiens genomic clone R-91B5, genomic survey sequence^/ 
5.00-12:431 :61//AQ283217 

F-NT2RM4000386//MUS musculus D0C4 (Doc4) mRNA, complete CdS.//7.4e-86:845:72//AF059485 
15 F-NT2RM4000395//Saccharomyces cerevisiae chromosome VI cosmid 9965.//2.5e-34:767:61//D44597 

F-NT2RM4000414//Homo sapiens XYLB mRNA for xylulokinase. complete cds.//1 .5e-1 5:1 14:94//AB0 15046 
F-NT2RM4000421 

F-NT2RM4000425//Homo sapiens chromosome 17, clone hRPK.294_J_22, complete sequence.//l.5e-37:295: 
82//AC005921 

20 F-NT2RM4000433//MUS musculus retinoic acid- responsive jarqtein (StraS) mRNA, complete cdsy/3.9e-94:740: 

78//AF062476 ' "^^'Vy ^ 

F-NT2RM4000457//CIT-HSP-2346B17.TR CIT-HSP Homo sapiens genomic clone 2346B1 7, genomic survey se- 
quence .//1 .59-22:149 :92//AQ062 111 

F-NT2RM4000471//Homo sapiens mRNA for putative tRNA splicing protein, partial.//1 .3e-76:386:97//AJ010952 
25 F-NT2RM4000486//Homo sapiens mRNA. complete cds. clone: RES4-^2A, //1 .1e-22:356:67//AB000459 

F-NT2RM4000496//Homo sapiens I2pl3.3 BAG RPCI11-476M19 (Rpswell Park Cancer Institute Human BAG 

Library) complete sequence.//0.53:198:70//AG005908 ' * - . ' * 

F-NT2RM4000511 ^ C . 

F-NT2RM4000514 f 
30 F-NT2RM4000515//GIT-HSP-2285L3.TR GIT-HSP Homo sapiens genomic clone 2285L3, genomic survey se- 

quence.//0.0012:200:66//AQ000113 --^u.;.... ; 

F-NT2RM4000520 

F-NT2RM4000531//Human zinc finger protein 42 (MZF-1) mRNAi'bomplete cds.//2.9e-31 :732:64//M 58297 
F-NT2RM4000532//HS_3231_BJ«C05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=3231 Col=9 Row^F. genomic survey sequence7/1 .3e-59:362:90//AQ 192093 

F-NT2RM4000534 

F-NT2RM4000585//GITBI-E1 -250811 8TR GITBI-El Homo sapiens genomic clone 2508118. genomic survey se- 
quence.//1.1e-34:208:93//AQ260706 ' ' ' 

F-NT2RM4000590//CIT-HSP-2291 M 1 4.TF CIT-HSP Homo sapiens genomic clone 2291 Ml 4, genomic survey se- 
40 quence.//8.3e-34:180:99//AQ004125 

F-NT2RM4000595//Homo sapiens chromosome 17, clone hGIT131_K_11 , complete sequenceV/l .2e-09:203:66// 
AG005288 

F-NT2RM4000603//Human mRNA for KIAA0392 gene, partial cds.//5.3e-1 4:305 :68//AB002390 
F-NT2RM4000611//GIT-HSP-2169F21 TR CIT-HSP Homo sapiens genomic clone 2169F21 , genomic survey se- 
45 quence.//8.4e-16:109:94//B89870 

F-NT2RM400061 6//D.melanogaster mRNA for acetyl-GoA synthetase^^^^ :68//Z46786 
F-NT2RM4000674 | ^f !^' ' 

F-NT2RM4000689//GIT-HSP-2381 01 3.TF CIT-HSP Homo sapiens ^enorh'ic Clone 2381 01 3, genomic survey se- 
quence. //2.6e-31 :174:97//A01 1 0303 

50 F-NT2RM4000698 ^'X] ' i - ' 

F-NT2RM4000700 • [[ 

F-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing enzyme' ((UBHI ) mRNA, partial cds7/1.1e-89:744:77// 

AF022789 [ ■ ' : 

F-NT2RM4000717 

55 F-NT2RM4000733//Human DNA sequence *'* SEQUENCING IN PROGRESS *** from clone 423B22. WORKING 

DRAFT SEQUENGE.//2.1 e-1 40:299:99//AL034379 

F-NT2RM4000734//Homo sapiens mRNA for KIAA0760 protein- partial Cds7/3.8e-158:743:98//AB018303 
F-NT2RM4000741 
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F-NT2RM4000751 //Human zinc finger protein 20 (ZNF20) pentanucleotide repeat polymorphism .//7.1e-95: 754: 

77//M99593 ^i'Vr 

F-NT2RM4000764 

F-NT2RM4000778//Caenorhabditis elegans cosmid F36H12.//0:3b:523:60//AF078790 
5 F-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein, complete Cds7/5.5e-1 72:81 0:98//AB007920 

F-NT2RM4000787//Human DNA sequence from PAC 370M22 on chromosome 22q1 2-qter. contains GRB2 ADAP- 
TOR LIKE PROTEIN. UBIQUINOL-CYTOCHROME C REDUCTASE' IRON-SULFUR SUBUNIT PRECURSOR 
(UQCRFS1) exon. ESTs. STS. CA repeat and CpG island.//0.0057:i 63:69//Z82206 

F-NT2RM4000790//Homo sapiens Chromosome 19, cosmid R27216, complete sequence.//6.9e-39:237:94// 
10 AC005306 

F-NT2RM4Q00795//Rattus norvegicus neuroligin 3 mRNA, complete cds.//5.9e-97:857:74//U41663 
F-NT2RM4000796//HS_3214_B1_F11_T7 GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3214 Col=21 Row=L, genomic survey sequencey/1.le-14:254:68//AQ1 75988 
F-NT2RM4000798//BOS taurus guanine nucleotide-exchange protein (ARF-GEP1) mRNA, complete cdsy/6.2e- 
15 78:81 6:72//AF023451 

F-NT2RM4000813//Leishmania major glycoprotein 96-92 (GP 96-92) gene, partial cds .//0. 33:276: 63//l\^63 109 
F-NT2RM4000820//, complete sequence.//2.6e-142:450:97//AC005406 

F-NT2RM4000833//Drosophita melanogaster DNA sequence (P1 DS05273 (D80)), complete sequence7/l .9e-52: 
501:71//AC004373 

20 F-NT2RM4000848//Homo sapiens chromosome 17, clone hRRK.l67_N_20, complete sequence.//1 .0:477:56// 

AC005940 -t :i 

F-NT2RM4000852 ' ' ■ '\ ' 

F-NT2RM4000855//Homo sapiens chromosome 1 7, clone hGIT;457iLil 6, complete sequence.//3.4e-29:229:83// 
AC003957 . 
25 F-NT2RM4000887 - ; :J - ^ 

F-NT2RM4000895//Homo sapiens HuUAPI mRNA for UDP-N-ac'etylglilcosamine pyrophosphorylase, complete 
CdS.//2.1e-20:407:64//AB011004 ' ' ' " 

F-NT2RM4000950//Homo sapiens clone DJ0917G04, WORkInG' DRAFT SEQUENCE, 35 unordered pieces.// 
0.41:311:64yAC004929 ; : ^ J^ '^ 

30 F-NT2RM4000971//RPCI11 -53H3.TJ RPCI11 Homo sapiens g^hpmid clbne R-53H3, genomic survey sequence.// 

1 .0:208:64//AQ053735 ' " : ' ' 

F-NT2RM4000979//Homo sapiens chromosome 17, clone hRPK.642_C_21, complete sequence.//1.3e-1 9:207: 
78//AC005245 

F-NT2RM4000996//CITB1-E1 -2506B1 0.TF CITBI-E1 Homo sapiens genomic clone 2506B1 0, genomic survey se- 

35 quence.//1 .46-73:361 :98//AQ263651 

F-NT2RM4001002//Homo sapiens mRNA for KIAA0729 protein; partial cdS.//5.1e-170:803:98//AB018272 
F-NT2RM4001016//Homo sapiens mRNA for KIAA0639 protein, partial cds.//3,3e-125:584:99//AB014539 
F-NT2RM4001032//Gallus gallus chicken brain factor-2 (CBF-2) mRNA, complete cds.//0. 00034 :777:58//U47276 
F-NT2RM4001047//MO25 gene [mice, embryos, mRNA, 2322 nt].//2. 5e-92:776:74//S5 1858 

40 F-NT2RM4001054//Canis familiaris secBI homologue mRN A, cbmplete cdsy/3.1e-102:859:76//M96629 

F-NT2RM4001084//CIT-HSP-2330F9.TR CIT-HSP Homo sapiens genomic clone 2330F9, genomic survey se- 
quence.//4.6e-78:379:99//AQ044479 ,4'^ 

F-NT2RM4001 092//cSRL-7l bi -u cSRL flow sorted Chromosome 1 1.;specific cosmid Homosapiens genomic clone 
cSRL-71b1, genomic survey sequence.//1.1 e-1 2:1 52:75//B05776 , . 
45 F-NT2RM4001116 ■ - 

F-NT2RM4001 1 40//Homo sapiens PAG clone DJ0964C1 1 from 7p1'4:p1 5, complete sequenceV/l .9e-1 36:71 7:93// 
AC004593 • • ;; - . 

F-NT2RM4001151//Streptomyces antibioticus ATP-binding proteirf^and. mem protein (oleC-ORFl, oleC- 
0RF2, oleC-ORF3. oIeC-ORF4, and oleC-PRF5) genes, compJete;,cc!s^ 3427 base-pairs.//0.0083:368:60//L06249 
50 F-NT2RM4001155//BOS taurus 50 kDa protein (adp50) mRNA, complete cdsy/3.9e-120:764:85//U04706 

F-NT2RM4001160 . 
F-NT2RM4001187 ' ■ \ , 

F-NT2RM4001191//CIT-HSP-2010E7TF CIT-HSP Homo sapiens. genomic clone 201 0E7, genomic survey se- 
quence.//6.2e-12:181 :72//B53378 
55 F-NT2RM4001 200//H. sapiens HZF1 0 mRNA for zinc finger protein.//1 .3e-66:799:69//X78933 

F-NT2RM4001203//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds.//4.2e-1 52:707:99// 

AF004828 , . ' 

F-NT2RM4001204 
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F-NT2RM4001 21 7//Homo sapiens ectoderm-neural cortex-l protein (ENC-1 ) mRNA, complete cdsT/l .6e-62:71 5: 
70//AF005381 ' ; 

F-NT2RM4001256//Human NotI linking clone 924A058R, genomic survey sequence.//7.6e-l4:109:90//U49884 
F-NT2RM4001258//HS_3171_B2_G09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

5 nomic clone Ptate=3171 Col=18 Row=N, genomic survey sequence7/2r5e-1 8:21 5:77//AQ1 49676 

F-NT2RM4001309//Human DNA sequence from clone 551 El 3: on chromosome Xpl1.2-11.3 Contains farnesyl 
pyrophosphate synthetase pseudogene, VT4 protein pseudogene, EST, GSS, complete sequencey/4.9e-28:526: 
66//AL022163 \ r ' 

F-NT2RM4001313//H,sapiens mRNA for phosphatidylinositol 3-kinase.//2.5e-77:474:89//Z46973 

10 F-NT2RM4001316//Caenorhabditis elegans cosmid K09H11.//1.2e-16:230:73/AJ97002 

F-NT2RM4001320//Homo sapiens mRNA for Neuroblastoma; bbmplete cds.//1.1e-41:642:66//D89016 
F-NT2RM4001340//EP(3)0614 Drosophila melanogaster EP line Drosophila melanogaster genomic Sequence 
recovered from 5' end of P element, genomic sun/ey sequence.//O.Ob40:141:68//AQ025127 
F-NT2RM4001 344//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y1 E3. WORK- 

15 ING DRAFT SEQUENCE.//5.5e-06:469:60//AL021388 

F-NT2RM4001347 

F-NT2RM4001371//Arabidopsis thaliana chromosome H BAG T20k9 genomic sequence, complete sequence.// 
0.10:400:61//AC004786 ' 

F-NT2RI\/I4001382//Homo sapiens RanBP7/importin 7 mRNA, complete cds.//2.2e-167:790:98//AF098799 
20 F-NT2RM4001384//Homo sapiens DNA sequence from BAG 747E2 on chromosome 22q12.1. Contains ESTs, 

STSs and GSSs and genomic marker D22S56, complete sequencey/0.99:255:59//AL021393 
F-NT2RM4001410//Homo sapiens genomic DNA, chromosome 21q11.1, segment 1/5, WORKING DRAFT SE- 
QUENCEy/0.027:336:58//AP000023 ' ? ' 

F-NT2RM4001411//MUS musculus Pro-rich. PH, SH2 domain-containing signaling mediator (PSM) mRNA, com- 
25 pletecds7/5.9e-124:783:85//AF020526 ' Ji^ A'■/' 

F-NT2RIVI4001412//Rattus norvegicus GTPase activating protein' SyhGAP-c mRNA, complete cdsy/2.2e-34:4l 8: 
71//AF050183 ' " ' ' * 

F-NT2RM4001414//Homo sapiens full-length insert cDNA clohe ZEiSCII //9.1e-76:363:100//AF086563 
F-NT2RM4001437//Homo sapiens chromosome 5, SAC clone 3i3h8 (LBNL HI 46), complete sequencey/2.0e- 
30 47:623:69//AC004226 

F-NT2RM4001444//Streptococcus pneumoniae penicillin-binding protein 2b (pbp2b), RecM (reclVI), D-Ala-D-Ala 
ligase (ddl), D-Ala-D-Ala adding enzyme (murF), MutT (mutT), cellidivision protein FtsA (ftsA), cell division protein 
FtsZ (ftsZ), YImE (yImE). YImF (yImF), YImG (yImG), YImH (ylmH)Vcell division protein DivlVA (divlVA), and iso- 
leucine-tRNA synthetase (ileS) genes, complete cds; and unknown gene.//3.6e-09:566:58//AF06890l 
35 F-NT2RM4001 454 ' '' \ . 

F-NT2RM4001455 

F-NT2RM4001483//Human zinc finger protein ZNF136y/3.2e-36:329:78//U09367 

F-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete cdsV/l .2e-1 55 : 724 :99//AB0 14585 
F-NT2RM4001519//Plasmodium falciparum 3D7 chromosome 12: PFYAC69 genomic sequence, WORKING 

40 DRAFT SEQUENCE, 4 unordered pieces.//0.00019:418:59//AC004688 

F-NT2RM4001522//Human HepG2 3' region Mbol cDNA, clone hmd6ad8m3y/1,4e-1 6: 130:88//D1 7274 
F-NT2RM4001557 ' ^ ' ' - " 

F-NT2RM4001565 " ^ v 

F-NT2RM4001566 ' •^'(Jli;' 

45 F-NT2RM4001569//HS_2050_B1_C08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2050 Col=15 Row=F, genomic sun/ey sequeMe;//^^^^^^^ 

F-NT2RM4001 582//MUS musculus C0P9 complex subunit 7b (c)i)PS7bj mRNA, complete cds.//l .2e-1 27:740:89// 
AF071317 ' I 

F-NT2RM4001 592//M.muscuIus mRNA of enhancer-trap-locus 1 y/7;3e.1 1 7:71 0:88//X69942 
50 F-NT2RM4001 594//Homo sapiens chromosome 9q34. clonej P7G2o\'w6rkING DRAFT SEQUENCE. 2 ordered 

piecesy/0.34:388:59//AC002355 ^ ' . - • 

F-NT2RM4001597//M. musculus red-1 ge ne 7/6.20- 139: 788 :90//X92750 

F-NT2RM4001605//Homo sapiens mRNA for KIAA0791 protein, complete cdsy/3.3e-162:750:99//AB01 8334 

F-NT2RM4001611//Synechocystis sp. PCC6803 complete genome,. 12/27, 1430419-1576592y/2.5e-05:490:58// 

55 D90910 ^ . ; 

F-NT2RM4001629//MUS musculus palmytoylated protein p5'5 rnRNA^.complete cds.//0.65:186:64//U38196 

F-NT2RM4001650//*" SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4. SAC clone C0435P12: 

HTGS phase 1 , WORKING DRAFT SEQUENCE, 10 unordered piecesy/0.99:422:59//AC004689 

/ . . 

! 
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F-NT2RM4001 662//Human mRNA for KIAA0322 gene, partial cds.//2.6e-81 :449:93//AB002320 
F-NT2RM4001666 * <' '' 

F-NT2RM4001682//MUS musculus clone OST9187, genomic survey sequence.//3.2e-35:240:87//AF046699 

F-NT2RM4001710//Human DNA sequence *** SEQUENCING *IN PROGRESS *** from clone 126A5, WORKING 
5 DRAFT SEQUENCE.//1.9e-151:564:97//AL031447 

F-NT2RM4001714//Human mRNA for KIAA0202 gene, partial cds.//7.de-85:748:74//D86957 

F-NT2RM4001 71 5//Human DNA sequence from clone 931 K24 on chromosome 20p1 2 Contains ESTs and GSSs, 

complete sequenceV/l .2e-91 :488:94//AL034430 . ' 

F-NT2RM400173l//Orang-utan in volucrin gene, complete cds}/b!40:530:59//M25312 
10 F-NT2RM4a01741//Mouse mRNA for talin.//1 .1e-129:737:90//X56123 

F-NT2RM4001 746//Human DNA sequence *** SEQUENCING Ifvi PROGRESS *** from clone 31 6G1 2, WORKING 

DRAFT SEQUENCE.//2.3e-49:320:89//AL031 709 

F-NT2RM4001754//Homo sapiens 12p13.3 PAC RPCI5-118aD12 (Boswell Park Cancer Institute Human PAC Li- 
brary) complete sequence.//6.3e-64:379:76//AC005831 
15 F-NT2RI\/I4001 758//R.norvegicus mRNA for serine/threonine kinase MARKI .//3.7e-1 46:871 :87//Z83868 

F-NT2RIVI4001 776//Homo sapiens mRNA for KIAA0727 protein, partial cds.//2.3e-1 73:803:99//AB01 8270 
F-NT2RI\/I4001783//Homo sapiens clone DJ0981007, complete sequencey/2.0e-165:593:99//AC006017 
F-NT2RM4001810 

F-NT2RM4001813//Homo sapiens BAC Clone NH0364H22 from 2, complete sequence.//7.le-3l:l76:84// 
20 AC005036 

F-NT2RM4001819//Human p58/GTA (galactosyltransferase associated protein kinase) mRNA. complete cds.// 
4.49-34:1 95:95//M3771 2 v . 

F-NT2RM4001 823//Mus musculus zinc finger protein (Zfp64) niRNAV complete cds.//3.3e-51 :490:75//U49046 
F-NT2RM4001828//Human zinc finger containing protein 2NF157.(ZNF157) mRNA, complete cdsy/5.6e-74:688: 
25 72//U28687 ,.' '- \V,., ' 

F-NT2RM4001 836//Homo sapiens Chromosome 22q11.2 'C6smid,"^CIone 2h In DGCR Region, complete se- 
quence.//1.0:406:60//AC000076 ^ ' 

F-NT2RM4001841//MUS musculus A kinase anchor protein (AKAP-KL) mRNA, alternatively spliced isoform 2. 
complete cdsV/l .6e-131 :831 :86//AF033275 

30 F-NT2RI\/I4001 842//HS_31 63_A2_G1 0_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3163 Col=20 Row=M, genomic survey sequence7/l;5e-05:355:60//AQl68513 
F-NT2RM4001856//CaenorhabditiS etegans cosmid K08F1tV/4.0er23:823:60//U70855 
F-NT2RM4001858//Notophthalmus viridescens NvTboxl mRNA,'partial'cdsy/6.4e-11 :266:66//U 64433 
F-NT2RM4001865//Homo sapiens mRNA for atopy related autoantigen CALC.//6.9e-149:704:98//Y17711 

35 F-NT2RM4001876//F.rubripes GSS sequence, clone 060E22bA^,'' genomic survey sequence.//5.7e-48:600:68// 

Z88651 

F-NT2RM4001880//CIT-HSP-2348J1.TF CIT-HSP Homo sapiens' genomic clone 2348J1, genomic survey se- 
quence. 7/0.0025:6 1 :88//AQ060809 ' 
F-NT2RM4001905//R.norvegicus CYP3A1 gene. 5' flankingV^gi6n;//2.5e-29:535:67//X98335 
40 F-NT2RM4001922//HS_2237_A1_C10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2237 Col=l9 Row=E, genomic survey sequerice;y/2.2e-73:364:98//AQ033732 
F-NT2RM4001930//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: MXI10, complete sequence.// 
4.9e-10:269:63//AB005248 ' • y ' 

F-NT2RM4001938//Homo sapiens chromosome 17, clone hRPC;l08l^P_3, complete sequencey/7.6e-1 52:311: 

45 100//AC005207 ■ < r,^ • 

F-NT2RM4001940//Homo sapiens timeless homolog mRNA, complete cds.//1 .1 e-170:808:98//AF098162 
F-NT2RM4001953//*** SEQUENCING IN PROGRESS *** Hprnq sapiens chromosome 4, BAC clone B13E4; 
HTGS phase 1 , WORKING DRAFT SEQUENCE. 10 unordered pieces.//2.7e-45:310:86//AC004046 
F-NT2RM4001965//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 

50 non-small cell lung cancer, segment 11/11 7/1 .6e-l07:622:90//AB020868 

F-NT2RM4001969//R.norvegicus mRNA for IP63 protein. //3.9e-24:221 :76//X99330 

F-NT2RM4001979//Homo sapiens mRNA for KIAA0798 proteihVcbmplete cds.//1 .Oe-61 : 527 :76//AB0 18341 
F-NT2RM4001984//Human DNA sequence from cosmid U151 E3, between markers on chromosome xy/5.8e-07: 
502:60//Z82253 . ' - v' 

55 F-NT2RM4001987//RPCI11-49L11.TJ RPCI11 Homo sapiens genoriiic clone R-49L11. genomic survey se- 
quence.//2.6e-33:177:99//AQ051701 . , : 

F-NT2RM4002013//Homo sapiens chromosome 17, clone hRPkl294_J_22, complete sequence.//0.0l 9:65:90// 
AC005921 . . . n . . 
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F-NT2RM4002018//Human high molecular weight B cell growth .faicfor mRNA sequence.///l .0:527:57//L15344 
F-NT2RM4002034//Human DNA sequence from PAC 84F12 on chrpmosome Xq25-Xq26.3. Contains glypican-3 
precursor (intestinal protein OCI-5) (GTR2-2), ESTs and CA repeat.//0,11:322:60//AL008712 
F-NT2RM4002044//Homo sapiens SS-A/Ro autoantigen 52 kda component gene, complete cds.//0.01 5:51 3:61// 
5 U01882 ..; . ' . 

F-NT2RM4002054//Homo sapiens clone DJ1 039L24, WORKING DRAFTSEQUENCE. 3 unordered pieces.//2.0e- 
44:473;76yyAC005283 / ''3; 

F-NT2RM4002055//Homo sapiens mRNA for KIAA0640 protein, partial cdsy/I.Oe-l 71 :803:98//AB01 4540 
F-NT2RM4002062//Drosophlla melanogaster; Chromosome 2L: Region 36B1-36B3; P1 clone DS02528, WORK- 

10 ING DRAFTSEQUENCE, 8 unordered p ieces 7/0.003 1 :298:59//AGg05 122 

F-NT2RM4002063//Oryctolagus cuniculus sarcosine oxidase (SOk) mRNA, complete cds.//1.1e-1 47:705:98// 
U82267 • [ ' '•' 

F-NT2RM4002066//Human mRNA for KIAA0192 gene, partial cds://3.4e-73:889:69//D83783 
F-NT2RM4002067//Homo sapiens chromosome 5, BAG clone- 282B7 (LBNL H192), complete sequenceV/l.le- 

15 53:295:76//AC005216 s . , 

F-NT2RM4002073//MUS musculus fatty acid transport protein 3 mBNA, partial cds.//7.8e-25:277:75//AF072758 
F-NT2RM4002075//Homo sapiens actin binding protein MAYVEN mRNA, complete cds.//9.0e-23:588:61// 
AF059569 

F-NT2RM4002Q93//Rat PYBP1 mRNA for pyrimidine binding protein 1 .//3.le-68:544:69//X60789 
20 F-NT2RM4002109//Mouse kif4 mRNA for microtubule-based motor protein KIF4, complete cdsy/2.0e-l 21:762: 
86//D12646 * :: -'."..i, 

F-NT2RM4002128//HS_3084_A1_D04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 CoI=7 Row=G, genomic survey sequence.//7.7e-1 8:11 7:95//AQl 86312 
F-NT2RM4002140 [ i ' 

25 F-NT2RM4002145//Homo sapiens chromosome 19, fosmid 37308, complete sequence.//1.8e-49:736:65// 

AC004152 ; 

F-NT2RM4002146//Homo sapiens MAGOH mRNA, complete cds;//6,5er70:454:85//AF035940 
F-NT2RM4002161//Homo sapiens mRNA for LAFPTPase. i'spfornfi I'j partiaiy/4.2e-151:763:96//AJ130763 
F-NT2RM40021 74//Hellcobacter pylori 26695 section 18 of i.34 'of the complete genome.//2.le-i 6:580:60// 
30 AE000540 ' 

F-NT2RM4002189//Homo sapiens DNA sequence from BAG 722E9 on chromosome 22q 13.2-1 3.33. Contains 
ESTs.//1.0e-07:792:61//AL008636 " 

F-NT2RM4002194//MUS musculus semaphorin Via mRNA, corTiplete cds.//3.2e-l 32:782 :87//AF030430 
F-NT2RM4002205//Rattus norvegicus nuclear-encoded mitochondrial elongation factor G mRNA, complete cds.// 
35 1.5e-40:292: 84/7114684 ''^^'ri':-'" 

F-NT2RM4002213 ' 

F-NT2RM4002226//MUS musculus p190-B gene, complete cds,//q.099:3^0:59//U67160 
F-NT2RM4002251//Homo sapiens chromosome 17, clone HHGltV87M2, complete sequenceY/l .0:428:58// 
AC004448 ; 
40 F-NT2RM4002256//Mouse genomic DNA, Chromosome 1 7, clone cosmid 49.1 , genomic survey sequencey/9.4e- 
60:294:81//AB005959 ' S'^^^/. ' 

F-NT2RM4002266//Fugu rubripes GSS sequence, clone 00611 8aGi2^ genomic survey sequencey/3.3e-l2:2l7: 

67//AL024779 

F-NT2RM4002278//HS_3089_A1_E05_MF CIT Approved Huirian^ehomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3089 Col=9 Row=l, genomic survey sequehcef//1^?^-64:381:92//AQ121653 

F-NT2RM4002281 

F-NT2RM4002287//CIT-HSP-2327E14.TF CIT-HSP Homo sapiens genomic clone 2327E14. genomic survey se- 
quencey/9.0e-49:336:86//AQ042515 ^- * 

F-NT2RM4002294//Human mRNA for KIAA0281 gene, complete cds.//2.1e-48:511:72//D87457 
50 F-NT2RM4002301//Human NotI linking clone 924A053D, genoriiic.s^urvey sequencey/8.9e-05:62:91//U49881 

F-NT2RM4002323//Human DNA sequence from clone 59Bi6 on chfpmbsome 6p22. 1-22.3. Contains a pseudo- 
gene similar to GPISG20 and other exonucleases). Contains ESTs, STSs, GSSs, genomic markers D6S1691 and 
D6S299 and a ca repeat polymorphism, complete sequence.//4.9e;,tl5:729:87//AL032822 
F-NT2RM4002339//Homo sapiens PAC Clone DJ0728D04, complete sequencey/l .1 e-97:457:93//AC004865 
55 F-NT2RM4002344//Caenorhabditis elegans cosmid K04A8.//2.2W-06: 1 90 :69//U64849 

F-NT2RM4002373//Homo sapiens mRNA for KIAA0649 protein, COrHfJlete cdsy/2.8e-1 49 : 708 :98//AB0 14549 
F-NT2RI\/I4002374//Homo sapiens I2q24 PAC P336P3 (Research)Park Cancer Institute Human Genome PAC 
library) complete sequencey/0.00040:312:63//AC002978 , . 
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F-NT2RM4002383//Human DNA sequence '** SEQUENCING IN PROGRESS "* from clone 469D22, WORKING 
DRAFT SEQUENCE.//6.8e-29:378:66//AL031284 

F-NT2RM4002390 

F-NT2RM4002398//CIT-HSP-2288N22TR CIT-HSP Homo sapien> genomic clone 2288N22, genomic survey se- 
5 quence.//3.4e-35:184:100//AQ00l110 \ . 

F-NT2RM4002409//Archaeoglobus fulgidus section 15 of 172' of the complete genome.//2.0e-l 6:468:59// 
AE001092 

F-NT2RM4002438//Human HLA class III region containing N0TGH4 gene, partial sequence, homeobox PBX2 
(HPBX) gene, receptor for advanced glycosylation end products'(RAGE) gene, complete cds, and 6 unidentified 
10 cds, complete sequence.//l .6e-i6:i23:9i//U89336 ; ' ■ ' ■ ;* 

F-NT2RM4002446//Human DNA sequence from cosmid 443D9'from a contig from the tip of the short arm of chro- 
mosome 16. spanning 2Mb of 16p13.3 Contains ESTs, STS and GpG islands,y/9.6e-64:467:84//Z92845 
F-NT2RM4002452 ; v 

F-NT2RM4002457//Human DNA sequence from PAC 151 B14 on chromosome 22, complete sequencey/2.2e-24: 
15 201:86//Z85988 

F-NT2RM4002460//Homo sapiens PAC clone DJ0630C24 from 7q31 -q32, complete sequence.//1 .3e-45:487:70// 
AC004690 

F-NT2RM4002479//Homo sapiens RNA helicase-related protein mRNA, complete cds.//2.7e- 163:777:98// 
AF083255 

20 F-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein, complete cds.//2.3e-93:464:97//AB01 4591 

F-NT2RM4002493 v " 

F-NT2RM4002499//Homo sapiens Clone DJ08470a8. WORKING DRAFT SEQUENCE. 3 unordered piecesy/3.5e- 
41:442:75//AC005484 

F-NT2RM4002504//Human DNA sequence from done 391022 on chromosome 6p2l.2-21.31 Contains pseudo- 
25 genes similar to ribosomal protein, ESTs, GSSs, complete sequencey/3.8e-31 :233:87//AL031 577 

F-NT2RM4002527//Fugu rubripes GSS sequence, clone 096Gi 7aG8, genomic survey sequence y/7.7e-08:274: 

62//AL027162 ' \ . 

F-NT2RM4002532 

F-NT2RM4002534 ..^ 
30 F-NT2RM4002558//MUS musculus fatty acid transport protein 4>nRNA, partial cdsy/3.8e-53:394:81//AF072759 

F-NT2RM4002565//MUS musculus Sec8 mRNA, complete cdS.//6 .46.1 60:902:89//AF022962 
F-NT2RM4002567//CITBI-E1-2503J7TR CITBI-E1 Homo sapiens genomic clone 2503J7, genomic survey se- 
quence.//8.5e-31 :220:88//AQ263402 ' Z^;^^ J . 

F-NT2RM4002571//Rattus norvegicus UDP-GalNAc:polypeptlde'N-acetylgalactosaminyltransferase T5 mRNA, 
35 complete cdsy/5.2e-05:199:65//AF049344 ' ^ ^ 

F-NT2RM4002593//Homo sapiens PAC clone DJ0745K06 from' icfiV, complete sequence7/0,89:275:61// 
AC004875 

F-NT2RM4002594//Drosophila melanogaster, chromosome 2R; region 31 CI -31 D6, Pi clone DS08879, complete 
sequence7/3.7e-44:768:64//AC005454 

40 F-NT2RM4002623//Drosophlla melanogaster; Chromosome 2L! Wegldri 36B1 -36B3; PI clone DS02528, WORK- 

ING DRAFT SEQUENCE. 8 unordered piecesy/7.8e-34:574:65//AC005122 
F-NT2RP1 00001 8//Homo sapiens mRNA for NIK, partial cdsy/3.9fe-1-Vl :582:95//AB0 13385 
F-NT2RP1 000035//Homo sapiens mRNA for NS1 -binding protein ,(NS1 -BP)y/1 .1 e-1 53:747:96//AJ01 2449 
F-NT2RP1000040//Homo sapiens genomic DNA, chromosome 21C|H .1 , segment 18/28. WORKING DRAFT SE- 

45 QUENCEy/1 .6e-125:243:88//AP000047 

F-NT2RP1000063//Caenorhabditls elegans cosmid F31C3, complete sequence7/9.6e-09:4l4:59//Z92784 
F-NT2RP1000086//H.saplens mRNA for zinc finger protein. Hsal2y/2.8e-183:548:91//X98834 
F-NT2RP1 0001 01//H .sapiens CpG island DNA genomic Mse'l fi-agment,' clone 28b4, forward read cpg28b4.ftl a.// 
6.0e-27:163:95//Z60555 . . 

50 F-NT2RP1000111//CIT-HSP-2307O14TR CIT-HSP Homo sapiens genomic clone 2307O14, genomic survey se- 
quencey/1 .2e-1 1 :1 28:81 //AQ01 6069 - wf^ J. 

F-NT2RP1000112//Human kinase (TTK) mRNA. complete cds y{:'b^-38:324:81//M 86699 
F-NT2RP1 0001 24//Plasmodlum falciparum DNA *** SEQUENCING IN'PROGRESS •**from MAL4P1 , WORKING 
DRAFT SEQUENCE./yo.59:476:59//AL034557 - ; ' " ^ 

55 F-NT2RP1 0001 30//DNA encoding human Hepatoma-derived GrQ\VthjFactory/2.7e-35:535:681/E08546 

F-NT2RP1 0001 63//Homo sapiens cell cycle progression 2 protein (CPFi2) mRNA, complete cds 7/6.70-05:77:90// 
AF011792 . . ; . 

F-NT2RP1000170//Homo sapiens clone NH0001P09, WORKING DRAft SEQUENCE, 1 unordered pieces7/ 
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1 .9e-20:431 :64//AC006030 

F-NT2RP1000174//Homo sapiens clone 24432 mRNAsequenclB.//2;5e-138:679:97//AF070535 
F'NT2RP1000191 

F-NT2RP1000202//Porcine mRNAfor M130 of smooth muscle myosin phosphatase, partial cds.//5.3e-05:220;61// 
5 D89496 

F-NT2RP1000243//Drosophila melanogaster DNA sequence (Pi 0805273 (D80)), complete sequence.//4.7e-5i : 
508:69//AC004373 ■ ' 

F-NT2RP1 000259 ^ . ^ 

F-NT2RP1000272//MUS musculus TLS-associated protein with SR repeats mRNA, complete cclsy/7.8e-l 42:866: 
10 88//AF042383 

F-NT2RP1000324//RPCI11-81O21.TJ RPCI11 Homo sapiens genomic clone R-81021, genomic survey se- 
quence .//2.8e-29: 182: 92//AQ2851 36 , 

F-NT2RP1000326//Homo sapiens metaxin 2 (MTX2) mRNA, nuclear. gene encoding mitochondrial protein, com- 
plete cdsy/4.2e-1 47:693:98//AF053551 
15 F-NT2RP1 000333//Caenorhabditis elegans cosmid C03D6, complete sequence.//l .4e-08:281 :61//Z75525 

F-NT2RP1000348//H.sapiens CpG Island DNA genomic Mse1 fragment, clone I2fl , reverse read cpg12f1 .rtlc.// 
1.7e-09:71:100//Z56610 

F-NT2RP1 000357 , \ ' '/ 

F-NT2RP1 000358 5.7e-16:403:61//AC005456 
20 F-NT2RP1 000363//Homo sapiens mRNA for KIAA0638 protein, partial cds.//9.8e-1 25 :497:86//AB0 14538 

F-NT2RP1000376//Homo sapiens calcium-independent phospholipase A2 mRNA, complete cdsy/1.8e-1 76:877: 
96//AF064594 

F-NT2RP1000409//Homo sapiens repetitive sequences, alphoi.d p.NA..2482bp.//4.6e-106:700:84//AJ001558 
F-NT2 R P1 00041 3//Homo sapiens mRNA for Kl AA0587 protei'n?cprn*plete cds.//9.4e-1 78:71 0:98//AB01 1 1 59 

25 F-NT2RP1000416 ; ^ ^' 

F-NT2RP1 00041 8//Oryctolagus cuniculus troponin T cardiac isoform m^NA, 3' end of cdsV/l .0:198:60//L40178 
F-NT2RP1000439//HS_2182__A1_D06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2182 Col=11 Row=G, genomic survey sequencey/2:le-68:441:87//AQ024305 
F-NT2RP1000443//Homo sapiens genomic DNA, chromosome 21qH .1 segment 1 8/28, WORKING DRAFT SE- 

30 QUENCEy/3.8e-57:185:88//AP000047 • . 

F-NT2RP1 000460//Homo sapiens PAC clone DJ0844F09 from 7pl'2-p1 3, complete sequence.//2.7e-1 32:204:99// 
AC004453 

F-NT2RP1 000470//Human DNA from chromosome 1 9-specific cosmid R27090, genomic sequence, complete se- 

quence.//4,9e-80:196:95//AC002985 • r 

35 F-NT2RP1 000478//Human beta-tubulin class III isotype (beta-3)*mRNA'. complete cds.//1 .9e-55:440:80//U47634 

F-NT2RP1000481//Homo sapiens DNA sequence from PAC 262D12 on chromosome lq23.3-24.3. Contains a 

Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotendlnous antigen)-LIKE gene and a mitochondrial/chloro- 

plast 30S ribosomal protein Si 4'LIKE gene preceeded by a CpG island. Contains ESTs, genomic marker D1 S2691 

and STSs.//2.6e-92:562:88//Z99297 . . 

40 F-NT2RP1000493//Homo sapiens mRNA for KIAA001 7 protein, complete cds.//2.0e-130:622:98//D87686 

F-NT2RP1 00051 3//Xanthomonas campestris campestrls xpsD, xpsM, and xpsN genes, complete cds'sy/0. 1 1 :360: 

58//M81648 

F-NT2RP1 000522//Homo sapiens Clone DJ081 0E06. WORKING DRAFT SEQUENCE, 8 unordered piecesy/4.9e- 
34:209:93//AC004895 

45 F-NT2RP1 000547//CricetuIus griseus COP-coaied vesicle protein CHOp24 mRNA, partial cdsy/1 .2e- 

08:331 :63//U26264 ' '^ /^^ ' 

F-NT2RP1000574//Homo sapiens homeobox protein MEIS2,^(MEIS2) mRNA. partial cdsy/4.4e-81 :295:92// 
AF017418 ^ ! .-V 

F-NT2RP1000577//HS_2228_B2_C05_MR CIT /approved Human dehiimic Spenm Library D Homo sapiens ge- 
50 nomic clone Plate=2228 Col=l 0 Row=F, genomic survey sequencey/l .9e-31 :179:75//AQ185128 

F-NT2RP1000581//Pan troglodytes von Willebrand factor (vWF) gene, partial cdsy/4.7e-34:223:90//U31620 
F-NT2RP1000609//Homo sapiens chromosome 11, BAG CIT7HSP-3 11 e8(BC269730) containing the h FEN 1 gene, 
complete sequencey/1 .6e-18:229:65//AC004770 ; ' ' 

F-NT2RP1000629//Mouse clathrin-associated protein (AP47) mRNA, complete cdsy/9.3e-89:584:84//M62419 
55 F-NT2RP1000630//Human DNA sequence from PAC 151 B14 pri chroniosome 22 Contains EST, complete se- 

quence7/1 .0:203:63//Z85989 ' . : 

F-NT2RP1000677//Homo sapiens chromosome 19, cosmid" R36538, complete sequencey/0.0034:350:61// 
AC005943 
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F-NT2RP1000688//H.sapiens gene for mitochondrial ATP synthase c subunit (P1 form).//5.2e-l0:l20:80//X69907 
F-NT2RP1 000695 . • 

F-NT2RP1000701//Sequence 1 from patent US 55809687/2 .4e-99:624:86//l30536 

F-NT2RP1 000721//Homo sapiens clone DJ0943F02, WORKING D RAFT'S EQUENCE. 3 unordered pieces.//1 .1 e- 
5 19:188:81//AC004932 ^'i '^^ : 

F-NT2RP1 000730 " - 

F-NT2RP1000733//Human chromosome 16p13-1 BAG clone :.CIT987SK-551G9 complete sequencey/1 .3e-30: 
315:75/AJ95742 ' " P " 

F-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndrome candidate 2 protein (WHSC2) mRNA, complete 

10 cds.//8.0e-122:604:96//AF101434 " 

F-NT2RP1000746//HS_3084_A1_H03_MF CIT Approved Human Genoniic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 Col=5 Row=0, genomic survey sequence.//l .5e-83:466:92//AQ1 86344 
F-NT2RP1000767//Homo sapiens full-length insert cDNA clone zb81B64.//2.8e-2l :144:91//AF086442 
F-NT2RP1000782//Homo sapiens tetraspan TM4SF (TSPAN-3) mRNA, complete CdS.//2.1e-1 21:591:97// 

15 AF054840 

F-NT2RP1000796//T.thermophilus phosphofructokinase 1 (PFK1) gene, complete cds.//0.76:263:64//M71 21 3 
F-NT2RP1 000825//Human DNA sequence from clone 1 1 6F5 on chromosome 22q 1 3. Contains part of an unknown 
gene and part of a RhoGAP (CDC42 GTPAse Activating Protein) LIKE gene. Contains ESTs, STSs, GSSs, genomic 
marker D22S1168 and a CA repeat polymorphism, complete sequencey/1.5e-77:163:96//Z93244 
20 F-NT2RP1000833//Homo sapiens cGMP-specific phosphodiesterase (PDE9A2) mRNA, complete cdsV/l .3e-l47: 
424:96//AF048837 

F-NT2RP1000834//Homo sapiens alpha-methylacyl-CoA /acemase" mRNA, complete cds7/1 .9e-89:702:79// 
AF047020 ' 

F-NT2RP1000836//Homo sapiens DNA sequence from PAC 4340,14 on chromosome 1q32.3.41. Contains the 
25 HSD11B1 gene for Hydroxysteroid (11-beta) Dehydrogenase' Vr"the' AD0R/\2BP adenosine A2b receptor LIKE 

pseudogene, the IRF6 gene for Interferon Regulatory Factor 6vand?two*^^ genes. Contains ESTs and GSSs, 
complete sequence.//8.7e-l 69:842:96//AL022398 ' t V 

F-NT2RP1000846//Human chromosome 8 BAG clone CIT987SK-2A8 complete sequence.//3.3e-l 5: 196:76// 

U96629 ; '^•'^i^Hf^!. 

30 F-NT2RP1000851//Homo sapiens PAC clone 267D11 from i2, complete sequenceV/l .6e-144:724:96//AC004812 

F-NT2RP1000856//Homo sapiens tetraspan TM4SF (TSPAN-3)'; mRNA. complete cds.//2.1e- 121:59 1:97// 

AF054840 J* ' 

F-NT2RP1 000860//Homo sapiens KL04P mRNA, complete cds.//6.7,e-1 06:551 :95//AF064094 

F-NT2RP1000902//Human DNA sequence *** SEQUENCING Tn PROGRESS *** from clone 316D5, WORKING 
35 DRAFT SEQUENCE.//0.0097:55:100//Z82199 

F-NT2RP1 00091 5//H.sapiens genomic DNA fragment (clone J32A032R)y/1 .3e-30:174:97//Z94761 

F-NT2RP1000916 

F-NT2RP1000943//Hylobates lar huntingtin gene, partial exbn.//0:l9:103:72//L49362 

F-NT2RP1000944//HS_2179_B2_C12_MR CIT Approved Hufnan' Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=21 79 Col=24 Row=F, genomic survey seq tie nee .7/0. 032:1 40 :63//AQ065269 

F-NT2RP1000947//l\/lus musculus ubiquitin conjugating enzyme (ubc4) mRNA, complete cds.//3.7e-53:461 :78// 
U62483 ^'^^'"^ 

F-NT2RP1000954//CSRL-143G4-U cSRL flow sorted Chromosome^^ll specific cosmid Homo sapiens genomic 
clone CSRL-143G4, genomic survey sequence.//0.030:89:78//BjOi1^5b ' 
45 F-NT2RP1000958//Caenorhabditiselegans cosmid K01C8, complete sequence.//3.9e-11 :445:61//Z49068 

F-NT2RP1 000959//Homo sapiens PAC clone 278C1 9 from 12q^c6miDlete sequence.//3.3e-57:326:92//AC004263 
F-NT2RP1000966//Human nucleolin gene, complete cdsy/3.4e^6V:1;97:981/M60858 

F-NT2RP1000980//CIT-HSP-2314B1 0.TF CIT-HSP Homo sapieHf genbmic clone 231 4B1 0, genomic survey se- 
quence.//0.32:137:68//AQ017126 . ' • ■ 

SO F-NT2RP1000988//Human chromosome 3p21 .1 gene sequence./(8.pe-72:665:80//L13435 

F-NT2RP1001011//Drosophila melanogaster DNA repair protein',(mei-4l) gene, complete cds, and THI gene, 
partial cds.//1 .3e-31 :497:65//U34925 ■ ' V > ' 

F-NT2RP1001013//HS_3068_B1_809_MR CIT Approved Hurrian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3068 Col=17 Row=D. genomic survey sequence,//1 .0e-24:41 4: 66//AQ 127667 
55 F-NT2RP1001014//HS_3252_B1_B05_MR CIT Approved Human^Genbmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3252 Col=9 Row^D, genomic survey sequence.//o:ob052:83:81//AQ304711 
F-NT2RP1 001 033//Homo sapiens chromosome 1 7, clone hRPC-1 073.F_1 5, complete sequence.//1 .3e-1 34:241 : 
99//AC004686 



1828 



EP 1 074 617 A2 : : 

• *'. • 

F-NT2RP1001073//Homo sapiens PAC clone DJ1194E14 from:'7p2i; complete sequencey/2.5e-59:45i :83// 

AC004993 ' 

F-NT2RP1001079//Oryctolagus cuniculus sarcosine oxidase (SOX)':mRNA, complete cds7/4.5e-93:476:96// 
U82267 

5 F-NT2RP1001080//Homo sapiens clone DJ0971C03, WORKING DRAFT SEQUENCE, 18 unordered pieces.// 

6.6e-54:217:89//AC004938 - T-.k- . 

F-NT2RP1001113 

F-NT2RP1001173 ,V....:; 

F-NT2RP1001177//Rattus norvegicus histone macroH2A1.2 njBNA,. complete cdsy/8.1e-26:373:681/U79139 
10 F-NT2RP1 0011 85//Homo sapiens clone NH031 9F03. WORKINCS DRAFTSEQUENCE, 3 unordered piecesy/3.5e- 

32:388:73//AC006039 [ : ' '-^ 

F-NT2RP1001199 

F-NT2RP1001247//Homo sapiens Signaling molecule LEFTY-A gene, exon 1.//2.0e-29:166:96//AF081508 
F-NT2RP1 001 248//Homo sapiens Chromosome 1 1 q23 PAC clone ppJ356d6, complete sequence.//7.3e-50: 1 28 : 
15 99//AC002036 

F-NT2RP1001253//Homo sapiens OSCillin (hLn) mRNA, complete Cds.//4-3e-91:344:93//AF029914 
F-NT2RP1001286//Homo sapiens chromosome X region from fjlamin*(FLN) gene to glucose-6-phosphate dehy- 
drogenase (G6PD) gene, complete cds's-//0.54:292;63//L44l40 
F-NT2RP1001294 

20 F-NT2RP1001302 ... .... ^ 

F-NT2RP1001310//Rabbit skeletal muscle mRNA for ryanodine receptor.//1 .5e-07:335:64//X 15750 
F-NT2RP1001311//RPCI11-67O14.TK RPCI11 Homo sapiens genomic clone R-67014, genomic survey se- 
quence.//0.26:80:75y/AQ239291 * ' 

F-NT2RP1 001 31 3//Homo sapiens Chromosome 1 1 ql 2.2 PAC clone ppj51.9o1 3 containing human gene for ferritin 
25 heavy chain (FTH), complete sequence.//8.8e-75:304:98//AC004228 

F-NT2RP1001361//B.taurus Cl-B14.5b mRNA for NADH dehydrogenase (ubiquinone).//2.7e-57:412:84//X68647 
F-NT2RP1 001 385 v / ; 

F-NT2RP1001395//MUS musculus C0P9 complex subunit 7a (eOPS7a) mRNA. complete cds.//1 .46-72:535:83// 
AF071316 r 
30 F-NT2RP1001410//Homo sapiens DNA sequence from PAC 257l20^on chromosome 22ql3.l-l3.2. Contains cy- 
tochrome P450 pseudogenes CYP2D7P. CYP2D8P, CYP2D6(D);TCF2p', NADH ubiquinone oxidoreductase B14 

subunit, ESTs. CA repeat, STS. GSSy/5.8e-105:570:94//AL02T878 i^^-. 

J. t. ' ' **' 

F-NT2RP1001424 

35 F-NT2RP1001432 

F-NT2RP1001449//Homo sapiens clone 24733 mRNA sequence.//1 .7e-84:422:97//AF052149 
F-NT2RP1001457//Xenopus laevis notchless (nie) mRNA, complete cds.//1 .3e-47:471 :73//AF069737 
F-NT2RP1001466//HS_3006_A2_D08_T7 CIT Approved Human Genomic Spem Library D Homo sapiens ge- 
nomic clone Plate=3006 Col=16 Row=G. genomic survey sequence.//0.56:289:60//AQ1 54336 

40 F-NT2RP1001475//H.sapiens genomic DNA fragment (clone NLMA194R).//0.00011 :91:79//Z95375 

F-NT2RP1001482//Mouse oncogene (ect2) mRNA, complete CdS.1/4-0e-87:563:85//L11316 
F-NT2RP1001494 

F-NT2RP10015431/Drosophila melanogaster DNA sequence (P'lTbso 1142 (D148)), complete sequencey/1 .9e- 
27:387:67//AC004280 VJ^ . 

45 F-NT2RP1001546//Homo sapiens tetraspan TM4SF (TSPANT3);;m'RNA, complete cds.//8.0e-63:314:98// 

AF054840 " -l]'^^ l"^ ~ 

F-NT2RP1001569//MUS musculus signal recognition particle receptor beta subunit mRNA, complete cdsV/l .2e- 
68:51 4:81//U1 7343 • • 

F-NT2RP100T61 6//Human clone 23665 mRNA sequenoey/7.6e-4b;49^^^ 
50 F-NT2RP1001665//CIT-HSP-2059N5,TF CIT-HSP Homo ssipl'ehs' genomic clone 2059N5, genomic survey se- 

quence .//2 .4e-45:305 :88//B699 1 2 

F-NT2RP2000001//Homo sapiens clone 617 unknov^/n mRNA, complete sequence. //1 .5e-135:685:96//AF091081 
F-NT2RP2000006//HS_306132_C03_MR CIT Approved Human- Gend Sperm Library D Homo sapiens ge- 
nomic clone Plate=3061 Col=6 Row=F, genomic survey seque nceV/i v9e- 17: 394 :67//AQ 178856 
55 F-NT2RP2000007//Human mRNA for KIAA0392 gene, partial cds'.//3.5e-1 4:241 :68//AB002390 

F-NT2RP200000a//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 257E24. WORKING 
DRAFT SEQUENCE.//1 .7e-34:147:99//AL034424 

F-NT2RP2000027//Homo sapiens BAC clone RG11 8P 15' from ■8q2i; complete sequencey/1 .4e-32:345:75// 
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AC005066 . ; . .. 

F-NT2RP2000032//F.rubripes GSS sequence, Clone 060E22aGiO' genoniic survey sequence.//5.0e-4l :445:72// 
Z88655 

F-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds.//l .9e-76:383:97//AB0 18290 
5 F-NT2RP2000045//Homo sapiens tumorous imaglnal discs protein T|d56 homolog (TIDl ) mRNA, complete cds.// 
2.4e-95:467;97//AF061749 ' . \ " 

F-NT2RP2000054//CIT-HSP-2328J24.TF CIT-HSP Homo sapiens genomic clone 2328J24, genomic survey se- 
quence.//3.3e-39:236:91//AQ043092 * - i > ; 

F-NT2RP2000056//Rat mRNA for protein tyrosine phosphatase epsilon C * partial cdsy/3.2e-50:311 :90//D78610 
10 F-NT2RP2000067//MUS musculus D0C4 (Doc4) mRNA. complete cds7/3.0e-55:766:66//AF059485 

F-NT2RP2000070//Homo sapiens chromosome 5, BAG clone 34)15 (LBNL HI 69), complete sequence.//2.0e-118: 
597:95//AC005754 

F-NT2RP2000076//Homo sapiens Clone NH0263G22, complete.sequencey/0.0017:423:60//AC006037 
F-NT2RP2000077//Homo sapiens growth arrest specific 11 (GAS11) mRNA, complete cds.//2.1e-77:278:97// 
15 AF050079 

F-NT2RP2000079//H.sapiens CpG island DNA genomic Msel fragment, clone 40c2. forward read cpg40c2.ftl k.// 

3.2e-33:197:95//Z55440 

F-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein, partial cds.//2.2e-158:752:98//AB018338 
F-NT2RP2000091//HS_2228_A2_B02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=2228 Col=4 Row=C. genomic sun^ey sequence.//0.26:55:90//AQ 146363 

F-NT2RP2000097 .. • ; 

F-NT2RP2000098//Homo sapiens clone DJ1098J04. WORKINGB RAFT'S EQUENCE. 2 unordered piecesy/2.5e- 
05:482:60//AC004961 - .V 1 [: • 

F-NT2RP2000108//Homo sapiens DNA from chromosome 19, BAe'331 52, 'complete sequence.//1 .Oe-22:274:69// 
2S AC003973 

F-NT2RP2000114//Homo sapiens mRNA for GM3 synthase, cqmplete'cd^ 

F-NT2RP2000120//HS_3000_B1_E03_MR CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3000 Col=5 Row=J, genomic survey sequencey/1 .8e-21 :129:97//AQ090365 
F-NT2RP2000126//Homo sapiens chromodomain-helicase-DNA-bindirig protein mRNA, complete cds.//4.2e-11 9: 
30 607:96//AF054177 il 'I 

F-NT2RP2000133//Homo sapiens PAC clone DJ044L1 5' from Fxq^3.- complete sequence7/1 .38-07:339:63// 

AC004827 

F-NT2RP2000147//Mouse clathrin-associated protein (AP47) mRNA, complete cds.//9.0e-101 :638:85//M62419 
F-NT2RP2000153//Human DNA sequence from clone 218J18 on chromosome Xpl 1.3-1 1.4. Contains the NDP 
35 (Norrie Disease (Pseudoglioma)) gene and a CC1 .3 Splicing Factor pseudogene. Contains ESTs, STSs and GSSs, 
complete sequencey/0.45:377:58//AL034370 " ' ' 

F-NT2RP2000157//Homo sapiens Chr.l4 PAC RPCI4-794B2 (Roswell Park Cancer Institute Human PAC Library) 
complete sequencey/4.0e-73:317:87//AC005924 

F-NT2RP2000161//CIT-HSP-2353L5TF1 CIT-HSP Homo sapiens genomic clone 2353L5, genomic survey se- 
40 quencey/3.0e-14:123:90//AQ263431 

F-NT2RP2000173 "^'i';-'. 
F-NT2RP2000175 ' 1: " ' 

F-NT2RP2000183//F.rubripes GSS sequence, clone 1 68M02aC2,. genomic survey sequencey/3.7e-06: 152:66// 
AL007295 • 
45 F-NT2RP2000195//Human DNA sequence from clone 4514 on chVompsome 6q24. 1-24.3. Contains two putative 
unknown genes. ESTs, STSs and GSSs. complete sequencey/7!6^e^62:i70:99//AL023581 
F-NT2RP2000205 . ^ 

F-NT2RP2000208//Homo sapiens chromosome 19, overlappitigfjcpsmids R29828 and F25496. complete se- 
quencey/7.2e-80:170:90//AC003030 ' 'iV: j' 

50 F-NT2RP2000224//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-152E5. complete sequencey/5.5e- 

64:400:85//AC004382 f ; ' 

F-NT2RP2000232//Human DNA sequence from PAC 196E23 on.chromosome Xq26.l-27.2. Contains the TAT- 
SF1 (HIV-1 transcriptional elongation factor TAT cofactorTAT-SFljigerie; the BRS3 (Bombesin Receptor subtype- 
3 (Uterine Bombesin Receptor, BRS-3) gene, an unknown gene coding for two isoforms, a predicted CpG island, 
55 ESTs and STSs.//2.2e-07:280:66//Z97632 

F-NT2RP2000233//MUS musculus tumor metastasis associated gene product (MAG) mRNA, complete cdsy/8.8e- 
30:508:67//U88401 ' ' ^ 

F-NT2RP2000239//Homo sapiens chromosome 4 clone B353C18 map 4q25, complete sequence.//4.0e-79:504: 
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87//AC004066 P ' • 

F-NT2RP2000248 ' ' 

F-NT2RP2000257//Caenorhabditls elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y1 E3, WORK- 
ING DRAFT SEQUENCE.//0.0078:286:60//AL021388 , - : ^'hr^ ^ 
5 F-NT2RP2000258//CIT-HSP-2349P21 TF CIT-HSP Homo sapiens genomic clone 2349P21 , genomic survey se- 
quence.//5.7e-82:416:97//AQ059184 ■! • . 

F-NT2RP2000270//Homo sapiens chromosome 19, BAG CITrB-393i15;(BC30l323), complete sequence7/4.5e- 
29:310:73//AC006116 , - J .ji-^ 

F-NT2RP2000274 ' V 

10 F-NT2RP2000283//G.gal!us mRNA for LRP/alpha-2-macroglobulin receptor.//6.3e-20:260:73//X74904 
F-NT2RP2000288 
F-NT2RP2000289 

F-NT2RP2000297//Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and - 9.//4.6e-69:744:70// 
M27877 7 . ' - ^ 

75 F-NT2RP2000298//Streptomyces coelicolor cosmid 2E9.//4.4e-05:502:59//AL021 530 

F-NT2RP2000310//WORKING DRAFT SEQUENCE, 6 unordered piecesy/2.1e-13:173:76//AC006082 
F-NT2RP2000327//Homo sapiens DNA sequence from PAC 434014 on chromosome 1q32.3.-41. Contains the 
HSD11B1 gene for Hydroxysterotd (11-beta) Dehydrogenase 1, the AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 

20 complete sequence.//8.3e-l 44:731 :95//AL022398 

F-NT2RP2000328//Human DNA sequence from clone 931K24^.h*ch'r6m'osome 20p12 Contains ESTs and GSSs, 
complete sequencey/1.9e-102:555:90//AL034430 

F-NT2RP2000329//Bovlne mitochondrial GTP:AMP phosphotransferase mRNA, complete cds.//6.4e-1 05:639:87// 
M25757 \ \[ 

25 F-NT2RP2000337//HS_2060_B1_E01_MR CIT Approved Human; Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2060 Col=1 Row=J, genomic survey sequenfce7/0;78:218:60//AQ243333 
F-NT2RP2000346//Homo sapiens apoptosis associated proteiniGApb34) mRNA, complete cds.//3.6e-1 29:627: 
97//U83981 ^ ^Sr" 

F-NT2RP2000369//HS_2182_B1_B11_MR CIT Approved Hurhan Genomic Spenn Library D Homo sapiens ge- 
30 nomic clone Plate=21 82 Col=21 Row=D, genomic survey sequence:5y2j5e-87:421 :99//AQ024835 

F-NT2RP2000412//Human DNA sequence from PAC 1 2409 on chromosome 6q2l . Contains DNAJ2 (HDJI) like 

pseudogene, ESTs, STSs and GSSs.//0.72:170:65//AL021327 . 

F-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, complete cds.//5.0e-66:375:93//L28010 
F-NT2RP2000420//Homo sapiens full-length insert cDNA YQ86Ed77/9.2e-77:423:93//AF075093 
35 F-NT2RP2000422//Homo sapiens N-acetylglucosamine-phosphate mutese mRNA, complete cdsy/2.le- 126:609: 
96//AF1 02265 ''^ 

F-NT2RP2000438//CITBI-E1 -251 901 9.TR CITBI-E1 Homo sapiens genomic clone 251 901 9, genomic sun/ey se- 

quence.//0.96:61:78//AQ276878 ^. 

F-NT2RP2000448//Homo sapiens PAC clone DJ0740D02 from 7p14-p15, complete sequence 7/7. 1e- 17:341 :67// 
40 AC004691 ^^-^l^^Y 

F-NT2RP2000459//H.sapiens mRNA for Imogen 387/5.7e-2'l :158:87)/Z68747 

F-NT2RP2000498//Human DNA sequence from PAC 435C23:prj.chr;omosome X. Contains ESTs.//3.2e-l1:160: 
73/^92844 --'^^ '^"^ 

F-NT2RP2000503//Homo sapiens PAC clone DJ1136G13 from 7q35-q36,| complete sequence.//0.0031 :1 87:66// 
45 AC005229 ' 

F-NT2RP2000510//Fugu rubhpes GSS sequence, clone 066G04aC1. genomic survey sequence.//8.8e-07:179: 
64//AL026277 ; r j^i?!;"; ' 

F-NT2RP200051 6//Mus musculus t complex testis-specific protein (Tdtex2) gene, wild type, promoter sequence.// 
0.19:72:81//U21671 ' ? i/\ 

50 F-NT2RP2000523//Human DNA sequence SEQUENCING.IN PROGRESS *** from clone 150C2, WORKING 

DRAFT SEQUENCE7/5.0e-1 1 5:570:96//AL02231 8 ; 71 . 

F-NT2RP2000603//Homo sapiens mRNA for MCM3 import factor,' complete cds7/8.4e-37:196:98//AB005543 
F-NT2RP2000617//Homo sapiens chromosome 19, cosmid R27377, complete sequence.//0. 81:354:60// 
AC005321 

55 F-NT2RP2000634//Homo sapiens mRNA for KIAA0614 protein; partial cds.//1 .3e-149:732:97//AB014514 

F-NT2RP2000644//HS_3211_A1_F06_T7 CIT Approved Human ^Genomic Sperm Libraiy D Homo sapiens ge- 
nomic clone Plate=3211 Col=11 Rowi=K, genomic survey sequence3/3.6e-42:282:86//AQ1 75486 
F-NT2RP2000656 
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F-NT2RP2000658//CITBI-E1 -251 8N 1 5.TF CITB1-E1 Homo sapiens genomic clone 251 8N1 5. genomic survey se- 

quence.//0.57:141 :66//AQ278386 

F-NT2RP2000668 

F-NT2RP2000678//Homo sapiens clone DJ0891L14, WORKING. DRAFT SEQUENCE. 12 unordered pieces.// 
5 4.3e-22:433:62//AC004916 • 

F-NT2RP2000704//Homo sapiens Xp22-175-176 BAG GSHB-484Q 17, (Genome Systems Human BAG Library) 
complete sequencey/2.7e-22:270:75//AC00591 3 

F-NT2RP2000710//Drosophila melanogaster; Chromosome 2L; Region 36B1-36B3; PI clone DS02528, WORK- 
ING DRAFT SEQUENCE. 8 unordered piecesy/1.4e-32:574:64//AC005122 
10 F-NT2RP2000715//Homo sapiens PAG clone DJ1066K24 fro0i .7p15, complete sequence.//4.8e-1 13:546:98// 

AC004540 • • 

F-NT2RP2000731//Homo sapiens Clone DJ1106H14, WORKING DRAFT SEQUENCE. 42 unordered pieces.// 
0.97:11 5:70//AC004965 

F-NT2RP2000758//Human LIM-kinasel and alternatively spliced LIM-kinasel (LIMK1 ) gene, complete cdsy/9.7e- 

15 16:162:77//U62293 

F-NT2RP2000764//HS_2254_B2_D07_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2254 Col=14 Row=H, genomic survey sequence;//0.071 :45:95//AQ068887 
F-NT2RP2000809 . . 

F-NT2RP2000812//Egernia stokesii clone EST3 microsatellite.//b.04d:i58:64//AF069698 

20 F-NT2RP2000814 , 

F-NT2RP2000816 
F-NT2RP2000819 

F-NT2RP2000841//Human mRNA for KIAA0294 gene, complete cdsl/ZI :1 e-26:390:70//AB002292 
F-NT2RP2000842//H.sapiens mRNA for G protein-coupled receptor •Edg-2y/1.2e-44:255:93//Y09479 
25 F-NT2RP2000845 , ^ 

F-NT2RP2000863//Human partial cDNA sequence, clone x874;.//5.9e-29:173:94//Z47045 
F-NT2RP2000880//Homo sapiens mRNA for KIAA0741 protein" complete cds.//2.4e-140:732:94//AB018284 
F-NT2RP2000892 " 'r!' i 

F-NT2RP2000931//Homo sapiens mRNA for KIAA0723 protein, complete cds.//3.4e-1 29:61 0:98//AB01 8266 
30 F-NT2RP2000932//Homo sapiens BAG Clone GS166/\23 from 7p21, complete sequenceV/l .8e-37:212:84// 

AC005014 • ; 

F-NT2RP2000938//Human DNA sequence from cosmid RJ14 from a contig from the tip of the short arm of chro- 
mosome 16, spanning 2Mb of 16p13.3. Contains ESTs and CpG island.//1 .6e-126:682:93//Z69890 
F-NT2RP2000943//Homo sapiens mRNA for KIAA0755 protein, complete cds.//5.8e-112:533:98//AB018298 
35 F-NT2RP2000965 

F-NT2RP2000970//Homo sapiens DNA sequence from BAG 747E2 on chromosome 22q12.1. Contains ESTs, 
STSs and GSSs and genomic marker D22S56, complete sequencey/9.2e-101:505:96//AL021393 
F-NT2RP2000985//Homo sapiens chromosome 17, clone hRPK.597lM_l2, complete sequencey/l.6e-72:498: 

82//AC005277 ' ' 

40 F-NT2RP2000987//Human Chromosome 16 BAG clone GIT987SK-A-211C6, complete sequencey/7.4e-12:171 : 
77//AG0a2394 ' v / . 

F-NT2RP2001036//Homo sapiens chromosome 17, clone HRPC1096F1, complete sequence.//1 .2e-37:390:76// 
AC004167 

F-NT2RP2001044//HS_2253_B1_G01_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2253 Col=l Row=N, genomic survey sequencey/0.2i :276:61//AQ069224 

F-NT2RP2001056//Homo sapiens mRNA, chromosome r specific 'transcript KI/VA0488y/3.2e- 144:696:97// 
AB007957 

F-NT2RP2001065 t Z • 

F-NT2RP2001 070//Rattus norvegicus pyridoxine 5'-phosphate oxidase VnRNA, complete cds.//4.3e-1 04:775:81// 
50 U91561 : V ': 

F-NT2RP2001081//Rattus norvegicus synaptotagmin XI mRNA, complete cdsy/3.7e-69:488:82//AF000423 
F-NT2RP2001094//Human DNA sequence from PAG 410811 on chromosome X contains STS.//7.4e-1 1 :490:61// 

286063 ' 

F-NT2RP2001 1 1 9//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 745C22, WORKING 
55 DRAFT SEQUENCEy/5.1e-30:316:76//AL031596 . . ' ^''M< ' 

F-NT2RP2001127//Human mRNA for KIAA0234 gene, complete cdsy/1 .1e-31 :51 9:63//D87072 
F-NT2RP2001137//HS_2193_B2_D12_MR GIT Approved Human Genomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=2193 Col=24 Row=H, genomic survey sequence.//1 .8e-1l :136:78//AQ032187 
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F-NT2RP2001149//Homo sapiens Chromosome 22q11.2 Cosmid, Clone 2h In DGCR Region, complete se- 
quence.//6.2e-29:247:78//AC000076 . 

F-NT2RP2001168//Human DNA sequence from clone 431 P23 on chromosome 6q27. Contains the first coding 
exon of the MLLT4 gene for myeloid/lymphoid or mixed-lineage leukemia (trithorax (Drosophila) homolog); trans- 
5 located to, 4 (AF-6, Afadin, MLLT-4, ALL-1 fusion partner), and a Serine Palmitoyltransferase 2 (EC 2.3.1 .50, Long 

Chain Base Biosynthesis protein 2. LCB-2, SPT-2) pseudogene. Contains ESTs, STss, GSSs, and a putative CpG 
island, complete sequence 7/0 .23:207:66//AL0091 78 > ;:. ; 

F-NT2RP2001173//Homo sapiens mRNA for KIAA0480 protein, complete cdsy/2.3e-112:567:96//AB007949 
F-NT2RP2001174//RPCI11 -58L2.TK RPCI11 Homo sapiens genomic Clone R-58L2, genomic survey sequence.// 
10 7.66-07:1 96:64//AQ237306 ; - .:.v' 

F-NT2RP2001196 

F-NT2RP2001218 \ * : 

F-NT2RP2001226//Homo sapiens LERK-6 (EPLG6) gene, exon 17/1.1 e-09:320:65//U92893 
F-NT2RP2001233//Human ZFP-36 mRNA for a zinc finger protein.//6.1 e-71 :681 :72//X51760 

15 F-NT2RP2001245//HS_3062_B1_F07_MR CIT Approved Human Genomic Spenm Library D Homo sapiens ge- 

nomic clone Plate=3062 Col=13 Row=L, genomic survey sequence.//1 :5e-05:268:63//AQ143177 
F-NT2RP2001268//Homo sapiens mRNA for KIAA0810 protein, partial cds.//2.5e-1 06:51 4:97//AB01 8353 
F-NT2RP2001277//Plasmodium falcipaaim chromosome 2, section 67.of 73 of the complete sequence.//0.32:183: 
64//AE001430 ' ' 

20 F-NT2RP2001290//M.musculus mRNA for 147 clone.//8.6e-1 02:641 ■86//X6 1455 

F-NT2RP2001295//Caenorhabditls elegans DNA *** SEQUENCING IN PROGRESS *" from clone Y105E8. 
WORKING DRAFT SEQUENCE.//0.20: 1 71 :63//AL022594 ' 
F-NT2RP2001312//Bovine synaptophysin mRNA, completexds.7/0.98:253:58//M22967 
F-NT2RP2001327//Human 812 protein mRNA, complete cds 7/5.86-29:359: 7 1//M 80783 

25 F-NT2RP2001328//CIT-HSP-2335A5.TF CIT-HSP Homo sapiens genomic clone 2335A5, genomic survey se- 

quence.//1 .3e-65:366:94//AQ038539 

F-NT2RP2001347//Homo sapiens complete genomic sequence' between D16S3070 and D16S3275. containing 
Familial Mediterranean Fever gene diseasey/3.8e-3l:325:77//Aj6b3l47 

F-NT2RP2001366//H.sapiens CpG Island DNA genomic Msel fragment, clone 4e1 1 , fonward read cpg4el 1 .f 1 a.// 

30 1.7e-12:98:92//Z61305 

F-NT2RP2001378//HS_3054_B2_A03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=6 Row=B, genomic survey sequence.//9.8e-i 7:131 :89//AQl0072l 
F-NT2RP2001381//ArabidopsiS thaliana BAC T2L5.//0.080:434:59//AF096371 
F-NT2RP2001392//S.pristinaesplralis snbC gene & amp; snbD^;gene.//0.0l9:267:59//Yll548 

35 F-NT2RP2001394//Human DNA sequence from PAC 389/^20 on chrbmpsome X contains ESTs STS, CpG Islands 
and polymorphic CA repeat.//1 .9e-1 6:1 33:78//Z93242 '. v'. . :< 

F-NT2RP2001397//BOS taurus cyclin B2 (CYCB2) mRNA, cbmplete^^^^^ 

F-NT2RP2001420//MUS musculus nuclear protein NIP45 mRNAj complete cds.//3.le-98:747:79//U76759 
F-NT2RP2001423//Xenopus laevis ERI mRNA. complete cdS.//3.7e'-34:i269:85//AF0 15454 
40 F-NT2RP2001427//Homo sapiens Chromosome 2p13 BAC Clone. h,l 73,' complete sequence.//3.2e-1 3: 164:78// 
AC003065 -.'r' ' v:;; 

F-NT2RP2001436//MUS musculus clone OST1784, genomic siln/^y se((uence.//3.0e-06:1 36:71 //AF046702 
F-NT2RP2001440//CDNA sequence coding for gamma protein .7/7. 9e-83:553:86//E02350 
F-NT2RP2001445//Rfalciparum complete gene map of plastid-like DNA^(IR-A).//1 .5e-09:829:57//X95275 
45 F-NT2RP2001 449//B.taurus mRNA for cleavage and polyadenyiatibn%ecificity factor7/1 .3e-1 36:766:90//X75931 
F-NT2RP2001450 
F-NT2RP2001467 

F-NT2RP2001506//CIT-HSP-2374H21 .TF CIT-HSP Homo sapieris genomic clone 2374H21 , genomic sun^ey se- 
quence.//7.9e-14:15l:80//AQ109561 .j ]■ 

50 F-NT2RP2001511//Oryctolagus cuniculus translation initiation 'factor elF2C mRNA, complete cds.//2.6e-22:462: 
64//AF005355 ■ • ■^^^''I'r., . 

F-NT2RP2001520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1 .//2.0e-1 36 : 657 :97//Y 14494 
F-NT2RP2001526//Homo sapiens chromosome 17, clone hCITl751E_5, complete sequence.//i .20-37:357:64// 

AC004596 ■ y;';' 

55 F-NT2RP2001536//Homo sapiens X-ray repair cross-complerji'entihg protein 3 (XRCC3) mRNA, complete cds.// 

1 .6e-1 03:384:94//AF035586 . ^ > 

F-NT2RP2001560 - vJ,jV V 

F-NT2RP2001569//Homo sapiens mRNA, chromosome 1 specific transcript KI/^A0488.//4.4e-1 23:590:98// 

I, »,■.'.. 
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AB007957 

F-NT2RP2001576//Schlstocerca americana Antennapedla homeotic protein (Antp) mRNA, complete ccls.//0.038: 

580:58//U32943 . ; 

F-NT2RP2001581//MUS musculus semaphorin Via mRNA, complete CdS.//6.5e-09 : 222 :66//AF030430 
5 F-NT2RP2001 597//Homo sapiens alpha2-C4-adrenergic receptor gene, complete Cdsy/0.0057:361 :60/AJ72648 

F-NT2RP2001601//Homo sapiens mRNA for KIAA0797 protein, partial cdS,//7.2e'137:647:98//AB018340 
F-NT2RP2001613 

F-NT2RP2001 628//H .sapiens (xs1 28) mRNA, SSObpV/l .7e-1 5i:279:68//Z36784 

F-NT2RP2001634//Homo sapiens alpha-catenin-like protein (CTNNALI) mRNA, complete cdsy/5.4e-1 23:606: 
10 96//AF030233 ; ' 

F-NT2RP2001660//Homo sapiens putative 13 S Golgi transport complex 90I<D subunit brain-specific isoform mR- 
NA, complete cds.//4.2e-144:687:97//AF05871 8 

F-NT2RP2001 663//H .sapiens mRNA for 2-phosphopyruvate-hydratase-alpha-enoIase.//1 .0e-36:372:74//X84907 
F-NT2RP2001675//S.pombe chromosome I cosmid c2G11 .//0.070:507:59//Z54354 
15 F-NT2RP2001 677//Mouse BAG GitbGJ7 219m7, genomic sequence, complete sequence .//2.0e-60:232:96// 
AC005259 

F-NT2RP2001678//HS_2007_A2_A04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2007 Col=8 Row=A, genomic survey sequence.//7.3e-62:370:91//AQ269699 
F-NT2RP2001699//RPCI11-57B17.TK RPCI11 Homo sapiens genomic clone R-57B17, genomic survey se- 
20 quence.//0.99:14l:63//AQ115592 • ^ V';*-; *; 

F-NT2RP200l720//Homo sapiens PAC Clone DJ0167F23 from 7pl 5, complete sequence.//9.4e-1l 7:604:95// 
AC004079 

F-NT2RP2001721//Homo sapiens DNA sequence from clone 46618 on chromosome Xq1l. 1-13.2. Contains an 
unknown gene similar to Coagulation Factor V (Activated Protein fcCof actor), Coagulation Factor VIII (Procoag- 
25 ulant Component) and Ceruloplasmin (EC 1.16.3.1, Ferroxidase).v Contains ESTs and an STS, complete se- 
quence.//! .0:273:6 1//AL030998 ; ' ' ""•• 
F-NT2RP2001740//Homo sapiens Chromosome 22q1l.2 Cosmid Clone 8c In DGCR Region, complete se- 
quence.//1.0:356:62//AC000090 ,r/ 

F-NT2RP2001 748//Human mRNA for KIAA0003 gene, complete.cds.//3.7e-1 8:1 51 :86//D1 4697 
30 F-NT2RP2001 762//Homo sapiens chromosome 1 , BAG CITrHSP-292g8 (BC262482), complete sequence.//6.0e- 

1 45:71 5:97//7\C004783 ' r';/'-'^; 

F-NT2RP2001 81 3//Plasmodium falciparum chromosome 2, section 1 5 of 73 of the complete sequence.//0.38:340: 
60//AE001378 ' -i:rX'^'i^ 

F-NT2RP2001839//HS_3000_B1_C07_MR CIT Approved Human Genomic Sperm Library D_ Homo sapiens ge- 
35 nomic clone Plate=3000 Col=1 3 Row=F, genomic survey sequehcb.y/0.626:253:60//AQ090347 
F-NT2RP2001861//Homo sapiens mRNA for paraplegin.//0.89:1 46:71 //Y 166 10 

F-NT2RP2001869//Homo sapiens ZNF202 beta (ZNF202) rriFi'NAl'bbmplete cdsy/0.040:174:62//AF027219 
F-NT2RP2001876//Cyprinus carpio mRNA for allograft inflammatory factor-l, complete cds7/2.8e-44:483:7l// 
AB012309 ' 
40 F-NT2RP2001883//Human DNA sequence from clone 612B18 oh chromosome 1q24-25.3 Contains exon from 

gene similar to 40S ribosomal protein, first coding exon of dynamiri 2 '(DYNII). ESTs, STS, GSS, CpG Island, 
complete sequencey/l.8e-87:496:92//AL03l 864 ' ; ' 

F-NT2RP2001898//Human inositol polyphosphate 5-phosphatase (Sptase) mRNA, 3' end.//9.2e-11 2:633:90// 
M74161 

45 F-NT2RP2001900//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone R08A5. 
WORKING DRAFT SEQUENCE.//0.0026:360:62//Z82281 ' . ^ ". 

F-NT2R P2001 907//H .sapiens CpG Island DNA genomic Msel f r^agment, clone 97f 1 1 , forward read cpg97f 1 1 .ftl aV/ 
4.2e-26:206:84//Z64125 . • ' ' 

F-NT2RP2001926//Plasmodium falciparum 3D7 chromosome 12,PFYAC69 genomic sequence, WORKING 
50 DRAFT SEQUENCE, 4 unordered pieces.//5.5e-06:621 :59//AC0q4688 

F-NT2RP2001 936//cSRL-47D9-u cSRL flow sorted Chromosprpe j;l specific cosmid Homo sapiens genomic clone 

CSRL-47D9, genomic survey sequence. //3.1e-50: 282: 93//Bq4856r^ 

F-NT2RP2001943//Drosophila melanogaster cosmid 25E8y/0.oao36:248:60//AL009196 

F-NT2RP2001946//Homo saplens clone NH0140K04, complete s^,quencey/3.8e-78:232:99//AC005033 
55 F-NT2RP2001 947//Homo sapiens full-length insert cDNA clone zbsi Bb4.//2.0e-28:1 72:94//AF086442 

F-NT2RP2001969//H.sapiens CpG island DNA genomic Mseif "fragment, clone I52a8, reverse read 

cpg152a8.niay/1 .0e-20:123:99//Z59378 ::''py^r:::j 

F-NT2RP2001976 '1 / 
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F-NT2RP2001985//Homo sapiens mRNA for KIAA0545 protein, partial cds,//0.0023:235:62//AB011117 
F-NT2RP2001991//Rat orphan transporter v7-3 (NTT73) mRNA. complete cds.//3.1e-35:180:80//L22022 
F-NT2RP2002025//Homo sapiens mRNA for KIAA0756 protein, partial ccls,//9.8e-61 :314:97//AB0 18299 
F-NT2RP2002032//Homo sapiens chromosome 5, Bac clone 5m'9 (l-BNL H220), complete sequence.//0.76:189: 
5 65//AC005895 

F-NT2RP2002033//Homo sapiens Clone DJ0292L20. WORKING DRAFT SEQUENCE, 2 unordered piecesy/2.9e- 
12:160:79//AC004825 - . - • . 

F-NT2RP2002041//Human BAC clone RG035E18 from 7q31, 66mpietei'sequencey/0.0014:123:73//AC004029 
F-NT2RP2002046//Homo sapiens Xp22 BAC GSHB-184P14 (Genome' Systems Human BAC library) complete 

10 sequence.//2.2e-86:722:77//AC004552 ' 

F-NT2RP2002047//Human DNA sequence from clone 21 F7 on chromosome 6ql 6.1 -21 . Contains part of an exon 
of a putative new gene and STSs and GSSs, complete sequence.//b.l 3:350:61 //AL033375 
F-NT2RP2002058//S.cerevisiae chromosome XII reading frame ORF YLR129w.//9.7e-11 :480:60//Z73301 
F-NT2RP2002066//Rattus norveglcus transmembrane receptor Unc5H2 mRNA, complete cds.//6.5e-97:610:86// 

15 U87306 

F-NT2RP2002070//beta -ADD=adducin beta subunit 63 kda ispform/membrane skeleton protein, beta -ADD=ad- 
ducin beta subunit 63 kda isoform/membrane skeleton protein {alternatively spliced, exon 1 0 to 1 3 region} [human, 
Genomic. 1851 nt. segment 3 of 3].//0.0059:107:73//S81083 

F-NT2RP2002076//Homo sapiens clone 24804 mRNA sequence.//1 .0e-127:643:96//AF052183 
20 F-NT2RP2002078//F12O16-T7.1 IGF Arabidopsis thaliana geriortilc clone F12016, genomic survey sequence.// 

0.14:191 :64//AQ249805 

F-NT2RP2002079//Homo sapiens Clone DJ0892G19, complete .'sequencey/0.0094:325:60//AC0049 17 
F-NT2RP2002099//Homo sapiens mRNA for E1 B-55kDa-assbciated proteiny/9.8e-1 1 1 :533:97//AJ007509 
F-NT2RP20021 05//H.sapiens CpG island DNA genomic Msel fragment, clone 10h8, forward readcpgl0h8.ft1ay/ 
2S 2.4e-29:178:94//Z58857 ^ . fJiV 

F-NT2RP2002124//CIT-HSP-2023E9.TF CIT-HSP Homo sapiens '.genomic clone 2023E9, genomic survey se- 
quence.//2.5e-32:202:92y/B64468 j 7^;; - 

F-NT2RP2002137//Human plasma membrane calcium ATPasej"(liP^^CA4) mRNA, complete cdsy/0.095:3l9:59// 
M25874 • ■ 

30 F-NT2RP20021 54//Mus musculus mRNA for myosin, complete" cds5/t. 0:258 :63//D85923 

F-NT2RP2002172//HS_3020_B1_H02_T7 CIT Approved HumaK^Geriornic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3020 Col=3 Row=P, genomic sun^ey sequence.//1 .2e-11 :124:82//AQ093169 
F-NT2RP2002185//RPCI11-67B15.TJ RPCI11 Homo sapiens genomic clone R-67B15. genomic survey se- 
quencey/2.8e-18:109:100//AQ201833 ' ; . f * 

35 F-NT2RP20021 92//Human PM-Scl-75 autoantigen (PM-scI ) rriRNA,- cbmplete Cdsy/2.7e-36:363:78//U0921 5 

F-NT2RP2002193//Rattus norvegicus potassium channel regulatdry protein KChAP mRNA, complete cdsy/9.5e- 
82:477:89//AF032872 

F-NT2RP2002208 ' ' 

F-NT2RP2002219//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 . WORKING 
40 DRAFT SEQUENCEy/1 .0:378:58//AL034557 

F-NT2RP2002231//PIasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE. 5 unordered pieces.//0.60:560:56//AC0053iDi'8*^ 

F-NT2RP2002235//Pfalciparum glutamic acid-rich protein gnen, conhplete cds.//0.59:341 :60//J03998 
F-NT2RP2002252//MUS musculus mSin3A (sin3A) mRNA, complete ccls.//3.5e-81 :398:87//U22394 
45 F-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cdsy/6.6e-50:31 5:89//AF00541 8 

F-NT2RP2002259//Human DNA sequence *** SEQUENCING IN. PROGRESS *** from clone 118J21 . WORKING 
DRAFT SEQUENCE.//9.7e-67:340:89//AL033527 ' .r^j^ 

F-NT2RP2002270//RPCI11-77C23.TV RPCI11 Homo sapien^ genomic clone R-77C23, genomic survey se- 
quence./^.9e-18:79:93/yAO268098 . - 

50 F-NT2RP2002292//Human DNA sequence "* SEQUENCING'iW #r6gRESS *** from clone 321 D2, WORKING 

DRAFT SEQUENCEy/1 .0:290:60//AL031033 ■ , •;^;:iC; - 

F-NT2RP2002312//Homo sapiens CDP-diacylglycerol syntHase'2^(tb^^2) mRNA, partial cdsy/l .5e-93:467:96// 
AF069532 ' "f^^Cl^^' ' 

F-NT2RP2002316//HS_2171_B2_D11_MR CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=21 71 Col=22 Row=H, genomic survey sequence.//7.3e-94:463:97//AQ11 9673 

F-NT2RP2002325//Homo sapiens mRNA for Pexllp, complete cds //3.?e-123:640:95//AB015594 
F-NT2RP2002333 " " ' 

F-NT2RP2002373//Rrubripes GSS sequence, clone 026F10aB8, genomic survey sequence.//0.46:234:61// 

1 
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F-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds.//9.4e-1 38:673: 
97//AF038958 ^.r^- . -r? ^' 

F-NT2RP2002394//Rfalciparum complete gene map of plastid-like.DNA (IR-A).//0.79:421 :56//X95275 
5 F-NT2RP2002408//F.rubripes GSS sequence, clone 080GllaA8. genomic survey sequencey/5.7e-1 5:220:71// 

AL015615 .J 
F-NT2RP2002426//SUS scrofa SCAMPI gene, exon 9.//7.1e-71:582:80//AJ223742 
F-NT2RP2002439//Caenorhabditis elegans cosmid 107037/0.001 8:21 0:67//AF01 6682 
F-NT2RP2002442//Caenorhabditis elegans cosmid T03Fiy/2.8e^18:295:67//U88169 
10 F-NT2RP2002457//Homo sapiens Chromosome 16 BAG clone CIT987SK-44M2, complete sequenceV/l .9e-06: 

281:66//AC004381 

F-NT2RP2002464//Human mRNA for KI/\A0086 gene, complete cds.//0.039:207:63//D42045 
F-NT2RP2002475 

F-NT2RP2002479//Homo sapiens mRNA for ABC transjsorter 7 'protein, complete cds.//2.4e-l 23:607:96// 
15 AB005289 

F-NT2RP2002498//ArabidopslS thaliana BAC F3D13.//0.73:395:57//AF069300 

F-NT2RP2002503//Hamo sapiens, clone hRPK.15_A_1, complete sequence.//7.2e-18:134:90//AC006213 
F-NT2RP2002504//Homo sapiens mRNA for KI/VA0791 protein, complete cds.//1 .2e-157:761 :97//AB018334 
F-NT2RP2002520 [ ..r//V: 

20 F-NT2RP2002537 ' ' 

F-NT2RP2002546//Homo Sapiens Chromosome Ilql2 pac pDJ74lnl5, WORKING DRAFT SEQUENCE, 7 un- 
ordered pleces.//0.83:252:60//AC004127 . : ; 

F-NT2RP2002549//Human Chromosome I5q26.l PAC clone pbJ457jll containing DNA polymerase gamma 
(polg) gene, complete sequence.//5.9e-93:186:99//AC005317 ' ' 

25 F-NT2RP2002591//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 54B20. WORKING 

DRAFT SEQUENCE.y/4.0e-38:175:78//Z98304 ^ u ^ .Jt^'- 

F-NT2RP2002595//Sequence 2 from patent US 57632207/1 .5e-84:430:95//AR012155 
F-NT2RP2002606//Rattus norvegicus Rabin3 mRNA, complete cds.//l.9e-43:282:87//Ul 91 81 
F-NT2RP2002609//MUS musculus defender against death 1 (DAD)')'gene, partial cdsy/1 .5e-1 1 :99:90//AF051 31 0 

30 F-NT2RP2002618//H .sapiens mRNA for arginine methyltransfersise, splice variant, 1316 bpy/5.6e-27:460:63// 
Y10806 

F-NT2RP2002621 

F-NT2RP2002643//Rat calmodulin 111 gene for calmodulin, promoter region and exon 1 y/0.023:322:60//D90397 
F-NT2RP2002672//Homo sapiens chromosome 10 clone ClT-HSP-i326H7 map I0q24.3-I0q25.l , complete se- 
35 quencey/3.9e-149:794:94//AC005384 

F-NT2RP2002701 //Human DNA sequence *** SEQUENCING' IN PROGRESS *** from clone 50O24, WORKING 
DRAFT SEQUENCEy/9.2e-10:129:75//AL034380 
F-NT2RP2002706//S.griseus secA geney/1 .3e-05:311:63//Y10980 ' 

F-NT2RP2002710//Homo sapiens mRNA for KIAA0672 protein. cprfiplete Cdsy/2.5e-40:631:65//AB014572 
40 F-NT2RP2002727//Rattus norvegicus tulip 2 mRNA, complete cd'sy/4/8e-65:60 

F-NT2RP2002736//S.pombe chromosome II cosmid c8877/0.17:352:58//AL033388 

F-NT2RP2002740//Absidia glauca ORF, 3' end; (+) mating type surface protein (PSSP15) gene, complete cds; 
ORF. 5' endy/0.0073:274:66//M9486 1 . ' ' " ' ' . 

F-NT2RP2002741//Homo sapiens mRNA for Neuroblastoma, comjDlete;cdsy/7.5e-29:628:62//D89016 
45 F-NT2RP2002750//Homo sapiens Xp22 Bins 35-37 BAC GSHB-2.l4pi 8 (Genome Systems Human BAC Library) 
complete sequencey/3.6e-31 :568:67//AC005296 ^.-j^ ; 

F-NT2RP2002752//Human BAC clone RG317M02 from; fpl/^ps'l complete sequencey/1 .7e-08:206:63// 
AC002433 " •/ ' . 

F-NT2RP2002753//Human DNA sequence from cosmid B1 1 B7 orijchromosome 22 contains ESTsy/2.8e-71 : 1 95: 

50 89//282171 *. 

F-NT2RP2002769//Streptomyces fradiae tylactone synthase, starter-mo'dule and modules 1-7, (tylG) gene, com- 
plete cdsy/0.001 6:41 2:60//U78289 

F-NT2RP2002778//CIT-HSP-2059C5TF CIT-HSP Homo sapiens genomic Clone 2059C5, genomic survey se- 
quencey/6.8e-1 8:186:79//B69837 
55 F-NT2RP2002800 

F-NT2RP2002839//Homo sapiens Chromosome Ilql2.2 PAG clorie pDJ688pl2 containing uteroglobin gene, 
WORKING DRAFT SEQUENCE, 11 unordered piecesy/1 .2e-41:134:94//AC006078 

F-NT2RP2002857//Rat T-cell receptor active beta-chain V-fegion (V-beta6-J-bela2.5) mRNA, partial cds, clone 
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TRB-4y/0.85:93:68//M18845 " V * 

F-NT2RP2002862//HS_3084_A1_H03_MF CIT Approved Humaii Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 Col=5 Row^O, genomic survey sequence.//5.0e-67:390:91//AQ1 86344 
F-NT2RP2002880 

5 F-NT2RP200289l//CiT-HSP-23l 0O14.TF CIT-HSP Homo sapiens geriorhic clone 231 0O14, genomic survey se- 

quence.//0.11:53:90//AQ019792 

F-NT2RP2002925//Pig mRNA for carbonyl reductase, complete cds.//0.66:194:65//Dl 6511 
F-NT2RP2002928//Homo sapiens pre-mRNA splicing factor (PRP17) mRNA, complete cds.//2.3e-1 35:628:99// 
AF038392 

10 F-NT2RP2002929//F.rubripes GSS sequence, clone 123l23aA1i genomic survey sequence.//3.9e-06:66:83// 

AL017246 . .. 

F-NT2RP2002939 

F-NT2RP2002954 ' 

F-NT2RP2002959//iy/lus musculus ubiquitin conjugating enzyme (ubc4) mRNA, complete cds.//1.3e-47:4 11:79// 
15 U62483 

F-NT2RP2002979//CIT-HSP-2340D12.TF CIT-HSP Homo sapiens genomic clone 2340D12, genomic survey se- 

quence.//4.6e-96:476:97//AQ057233 / \ . • 

F-NT2RP2002980//Sequence 20 from Patent E P 0705842. //4.0e.1 3:1 00:94//A52230 

F-NT2RP2002986//Homo sapiens actin binding protein MAYVEN mRNA. complete cds.//2.4e-09:272:61// 
20 AF059569 . • • 

F-NT2RP2002987//Homo sapiens (subclone 6_d9 from Pi H2iyDN A sequence, complete sequencey/1 .Oe-22: 
293:67//AC000958 

F-NT2RP2002993//Rattus norvegicus RNA polymerase 1 1 27 kDa subunit mRNA, complete cds.//4.0e-74:502:84// 
AF025424 * ' ■ ' 

25 F-NT2RP2003000//Homosapienschromosome12p13.3.WORUlNG''DRAFTSEQUENCE,21 unordered pieces.// 

2.3e-46:474:76//AC004765 - 

F-NT2RP2003034//Homo sapiens chromosome 17, clone hRPk.84'9_N_15, complete sequence.//4.2e-23:202: 
82//AC005703 

F-NT2RP2003073//Human DNA sequence from PAC 306D1 on crirdmdsome X contains ESTs.//3.4e-59:330:82// 
30 Z83822 

F-NT2RP2003099//HS_300B_B2_C09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3008 Col=18 Row=F, genomic survey sequence.//1.4e-71 :362:96//AQ089786 
F-NT2RP2003108//Sequence 59 from patent US 57735777/0.95:1 23 :69//AR0 14362 

F-NT2RP2003117//HS_2034_B2_D12_T7 CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=:2034 Col=24 Row=H, genomic survey seqiienceV/l .5e-88:46l :96//AQ230797 

F-NT2RP2003121//MUS musculus enhancer of polycomb (Epcl) mRNA, complete cds.//4.3e-46:470:72// 
AF079765 . ' ^ 

F-NT2RP2003125//Homo sapiens chromosome 19, cosmid! R34382, complete sequence./^.7e-l 0:436:61// 
AC005329 

40 F-NT2RP2003129//P.thunbergii cab gene.//0. 00044:541 :60//X6i9y5 ' " 

F-NT2RP2003137//CIT-HSP-2300J6.TR CIT-HSP Homo sapiehs'cjenomic clone 2300J6, genomic survey se- 
quence.//5.0e-78:393:97//AQ01 2976 ; , . . 

F-NT2RP20031 57//Human DNA sequence from cDNA 1 6pHQG; 1 6 frpni chromosome 1 6p1 3.3.//5.4e-07: 1 37:71// 
Z84716 ; ■ ' 

45 F-NT2RP2003158//Homo sapiens mRNA for proteasome subuniVpSSi complete cdsV/l .8e-111 :581 :93//D67025 

F-NT2RP20031 61//CITB1-E1 -2506E20.TR CITBI-E1 Homo sapiens genomic Clone 2506E20, genomic survey se- 
quence.//0.0025:156:67//AQ262657 ''' 'i V- ' 

F-NT2RP2003164 

F>NT2RP20031 65//Human hereditary haemochromatosis region, histbn'e 2A-like protein gene, hereditary haemo- 
so chromatosls (HLA-H) gene, RoRet gene, and sodium phosphate trahisporter (NPT3) gene, complete cdsy/1 .4e- 
43 :334:79//U91328 

F-NT2RP20031 77//Human signaling inositol polyphosphate 5 phosphatase SIP-110 mRNA, complete cdsy/0.91 : 

346:62//U50040 

F-NT2RP2003194//Human DNA sequence *** SEQUENCING IN PROGRESS ***from clone 996D20, WORKING 
55 DRAFT SEQUENCE.//1.7e-1 08:51 1:90//AL031 597 ' 

F-NT2RP2003206 \ '\ ^ ' ' * 

F-NT2RP2003228//H.sapiens P1-CdC21 mRNA7/2.9e-1 36:726: 93//X74794 

F-NT2RP2003230//Rattus norvegicus endo-alpha-D-mannosidase;(Enman) mRNA, complete Gds.//2.6e*51 :348: 
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86//AF023657 V^". 

F-NT2RP2003237//Human DNA sequence *** SEQUENCING 'IN PROGRESS "* from clone 126A5. WORKING 
DRAFT SEQUENCE.//2.6e-56:415:83//AL031447 

F-NT2RP2003243//RPCI11-36J1.TP RPCI-11 Homo sapiens gehonriic clone RPCI-11-36J1. genomic survey se- 
5 quence.//2.1e-16:112:93//AQ047107 

F-NT2RP2003265//Munclae sp. (mouse-rat, neuroblastoma-glioma Hybrid cell line NQD5) mRNA, complete cds.// 
6.0e-114:696:87//L38481 

F-NT2RP2003272//RPCI11-67B15.TJ RPCI11 Homo sapiens genomic clone R-67B15, genomic survey se- 
quence.//3.8e-1 6:1 1 0:94//AQ201 833 
10 F-NT2RP2003277//Homo sapiens mRNA for KIAA0625 protein, partial cds 7/1. 5e- 145:71 4: 96//A B0 14525 

F-NT2RP2003280//RPC1 1 1 -1 4I2.TVB RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -1 412, genomic survey se- 
quence .//6.4e-77:400:95//B85286 

F-NT2RP2003286//CIT-HSP-2336D3.TF CIT-HSP Homo sapiens, genomic clone 2336D3, genomic survey se- 
quence.//5.3e-29:287:73//AQ041 024 * * 

15 F-NT2RP2003293//Homo sapiens DNA from chromosome 19. BAG 331 52, complete sequence.//1 .5e-54:508:74// 
AC003973 

F-NT2RP2003295//Homo sapiens RMP mRNA for RPB5 meidatihg protein, complete cds.//6.1e-85:416:97// 
AB006572 . vr 

F-NT2RP2003297//S.pombe pho2 gene for specific p-nitrophenylphosphatase.//0.60:309:64//X62722 
20 F-NT2RP2003307//MUS musculus kinesin light chain 2 (KIc2) mRNA-, complete cds.//1 .0e-45:442:75//AF055666 

F-NT2RP200330a//D.melanogaster cm mRNA.//1 .le-63:697:70//X58374 

F-NT2RP2003329//Homo sapiens chromosome 17, clone hC|T.l3lj.Kll1, complete sequence7/0.040:l45:64// 
AC005288 , 
F'NT2RP2003339 * '''' ' 

25 F-NT2RP2003347//PIasmodium falciparum MAL3P7, complete sequence.//0.12:275:60//AL034559 

F-NT2RP2003367//Homo sapiens chromosome 4 clone B368A9-miip 4q25. complete sequence.//0. 83:225:63// 

AC005510 • , 'J • 

F-NT2RP2003391 

F-NT2RP2003393//HS_3218_A2_B09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
30 nomic clone Plate=3218 Col=18 Row=C, genomic survey sequence.//0.021:93:79//AQ204356 

F-NT2RP2003394 . . * . 

F-NT2RP2003401 ' J 

F-NT2RP2003433//Rattus rattus sec61 homologue mRNA, comfDlete'cds.//4.2e-61:533:75//M96630 
F-NT2RP2003445//Homo sapiens genomic DNA, chromosome 21q11.1, segment 1/5, WORKING DRAFT SE- 
35 QUENCEy/2.le-49:301:72//AP000023 . .jv ( 

F-NT2RP2003446 

F-NT2RP2003456//Rickettsia prowazekii strain Madrid E," cdmpletie' genome; segment 3/47/0.001 8:366:60// 
AJ235272 

F-NT2RP2003466//Homo sapiens chromosome 1 1 , BAG CIT-HSP-3Tj e8lBC269730) containing the hFENI gene, 
40 complete sequence7/7.5e-1 6:1 89:68//AC004770 * , ^ 

F-NT2RP2003480//Mouse interleukin 2 receptor (p55 IL-2R)' mRNA, 5' end7/1.9e-25:197:85//M21977 
F-NT2RP2Q03499 2.1e-08:408:61//AB000826 ^ i 

F-NT2RP2003506//Homo sapiens clone NH0479C13. WORKING DRAFT SEQUENCE, 12 unordered pieces7/ 
1.9e-33:192:96//AC005236 .r /. . ..a; 

45 F-NT2RP2003511//Ceratopteri$ richardii mRNA for CRHB11 , partial cds7/1 .0:328:60//AB013801 

F-NT2RP2003513//Human mRNA for K1AA0270 gene, partial cds7/7.3e-76:403:93//D87460 
F-NT2RP2003517//Human osteosarcoma cell line U-2 OS mRNA:fragment for PDGF-B chain (PDGF= platelet- 
derived growth factor).//1 .5e-24:1 51 :95//X03702 - 

F-NT2RP2003522//Mouse interleukin 2 receptor (p55 IL-2Rj mRNA./S' endV/l .3e-1 01 :564:91//M21977 
50 F-NT2RP2003533//Human DNA sequence from cosmid F1121 on chromosome 67/2.0e-40:315:75//Z80899 
F-NT2RP2003543 

F-NT2RP2003559//H. sapiens CpG island DNA genomic Msel fragment, clone 90a5, reverse read cpg90a5.rtlay/ 
1.1e-20:122:99//Z56144 ; 

F-NT2RP2003564//Human 52-kD ribonucleoprotein Ro/SSA mRNA, pornplete cds.//8.8e-27:664:63//M34551 
55 F-NT2RP2003567//Homo sapiens mRNA for KIAA0462 protein . pkrtiai cds7/4. 1 e-1 1 3:541 :98//AB007931 

F-NT2RP2003581 

F-NT2RP2003596//F.rubripes GSS sequence, clone 036L1 OaFI 2; genomic survey sequenceV/JI .9e-1 1 :21 0:65// 
AL012756 ., V . i. 
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F-NT2RP2003604//Homo sapiens alpha-catenin-like protein (CTNNALI) mRNA, complete cdsy/1.9e-1 23:587: 

98//AF030233 

F-NT2RP2003629 

F-NT2RP2003643//MUS musculus mRNA for CMP-N-acetylneuraminic acid synthetasey/7.8e-88:582:84// 
5 AJ006215 

F-NT2RP2003668//Homo sapiens clone RG270D13, WORKING DRAFT SEQUENCE, 18 unordered pieces.// 
5.6e-47:335:83//AC005081 ■ . 

F-NT2RP2003687//Homo sapiens Xp22 BAG GSHB-51 9E5 (Genome Systems Human BAG library) complete se- 
quencey/1.2e-06:133:74//AG003684 . 
10 F-NT2RP2003691//Human DNA sequence SEQUENGlKlG IN PROGRESS "* from clone 525L6. WORKING 

DRAFT SEQUENCE.//1 .7e-47:337:81//AL023807 

F-NT2RP2003702//Rattus norvegicus ovarian-specific protein mRNA, complete cds.//1 .3e-65: 458 :82//U 44803 
F-NT2RP2003704//H.sapiens GpG island DNA genomic Msel- fragment, clone 2a9, reverse read cpg2a9.rtley/ 
3.8e-17:170:84//Z60615 - 
15 F-NT2RP2003706//Homo sapiens mRNA for KIAA0525 protein, partial Cdsy/2.6e-1 08:51 8:98//AB011 097 

F-NT2RP2003713//HS_2016_B1_B05_MR CIT Approved Human Genomic Spenn Library D Homo sapiens ge- 
nomic clone Plate=2016 Col=9 Row=D, genomic survey sequencey/1 .3e-l1 :102:90//AQ226895 
F-NT2RP2003714//Homo sapiens DNA from chromosome 19, BAG 331 52, complete sequencey/1 .4e-27: 249:78// 
AC003973 

20 F-NT2RP2003727//RPC1 1 1 -771 1 9.TV RPG1 1 1 Homo sapiens genomic clone R-771 1 9, genomic survey sequencey/ 

3.4e-26:294:74//AQ268303 

F-NT2RP2003737//Homo sapiensclone DJ1022I1 4, WORKING DR/VFTiSEQUENCE, 14 unordered piecesy/2.6e- 
74:1 94:91 //AG004951 ; * 

F-NT2RP2003751//Homo sapiens Ghromosome 16 BAG clone Cit987SK-A-911 E12, complete sequencey/1 .7e- 
25 92:165:96//AC003964 

F-NT2RP2003760//B.primigenius mRNA for coat protein gamma-co'p://4':5e-76:696:73//X92987 
F-NT2RP2003764//Homo sapiens gene for MTG16, exon 1b, partial sequencey/1 .0:1 09:69//AB0l 3275 
F-NT2RP2003769 

F-NT2RP2003770//Homo sapiens chromosome 17, clone hRP'G.1050.D_4, complete sequence .//3.0e-96:467: 
30 98//AG004771 * ^ 

F-NT2RP2003777 ^ -t- ' 

F-NT2RP2003781//tricarbOxylate carrier [rats, liver, mRNA Partial; 2986 nt].//7.2e-1 07:731 :82//S70011 
F-NT2RP2003793//CIT-HSP-2326L12.TF GIT-HSP Homo sapiens genomic clone 2326L12, genomic survey se- 
quence.//7.0e-20:1 24:95//AQ038761 ' ''^^'^l 

35 F-NT2RP2003825//Homo sapiens BAG clone RG139P11 from 7q1t:q2l, complete sequence.//8.9e-06:1 51:74// 
AG004491 

F-NT2RP2003840//Arabidopsis thaliana chromosome li BAG F1 ^A2^ genomic sequence, complete sequence.// 
0.018:145:69//AC005167 1* 

F-NT2RP2003857//HS_3227_A2_G04_T7 GIT /Approved Human'Genomic Spenfn Library D Homo sapiens ge- 
40 nomic clone Plate=3227 Col=8 Row=M, genomic survey sequence y/0l96:257:61//AQ303467 

F-NT2RP2003859 . 

F-NT2RP2003871//Homo sapiens 12q24 PAG RPGI1-74B13 (Roswell Park Gancer Institute Human PAG library) 
complete sequencey/2.0e-l 2:369:65//AG002375 , . , 

F-NT2RP2003885//GITBI-E1-2514D6.TF CITBI-E1 Homo sapiens g'ehomic clone 2514D6. genomic survey se- 
45 quencey/0.13:167:64//AQ265722 ■ ^ 

F-NT2RP2003912//nek1=serine/threonine- and tyrosine-specific protein kinase [mice, erythroleukemia cells, mR- 
NA. 4263 nt]y/1 .3e-1 36:838:86//S45828 . ^ 
F-NT2RP2003952 " " 

F-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquilin specific protease, complete cds.//2.1e-28:l 65:96// 

50 AB014458 ^ 

F-NT2RP2003976//Human DNA sequence from clone 283E3 on.chromosome 1 p36.21 -36.33. Gontalns the alter- 
natively spliced gene for Matrix Metalloproteinase in the Female Reproductive tract MIFR1, -2, MMP21/22A, -B 
and -C, a novel gene, the alternatively spliced CDG2L2 gene' for G^llpiyision Gycle 2-Like 2 (PITSLRE, p58/GTA, 
Galactosyltransferase Associated Protein Kinase) beta 1, beta 2-1, tieta 2-2 and alpha 2-4, a 403 Ribosomal 

55 Protein S7 pseudogene, part of the KIAA0447 gene, a novel a.lterneitively spliced gene similar to many (archae) 
bacterial, worm and yeast hypothetical genes, and the GNBi gene for Guanine Nucleotide Binding Protein (G 
protein), Beta polypeptide 1 (Transducin Beta chain 1). Gontaln's putative GpG islands, ESTs, STSs and GSSs, 
complete sequence .//2.6e-24:298:74//AL031 282 „ - , 

. *.. ,-* -V i-l" 
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F-NT2RP2003981//Homo sapiens mRNA for KIAA0804 protein, partial cds.//9.9e-160:783:96//AB018347 
F-NT2RP2003984 

F-NT2RP2003986//Human Chromosome 11 pacpDJ197h 17, WORKING DRAFT SEQUENCE. 11 unordered piec- 
es.//1 .7e-26:260:77//AC000382 
5 F-NT2RP2003988//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 862K6, WORKING 

DRAFT SEQUENCE.//9.1e-61:701:70//AL031 681 , • \ :p , 

F-NT2RP2004013//Human DNA sequence from clone 372Ki on chrbmosome 6q24 Contains EST, STS, GSS and 
CpG Island, complete sequence.//3.0e-123:693:91//AL023580 . . 
F-NT2RP2004014 • * J 

10 F-NT2RP2004041//Homo sapiens chromosome 19. cosmid;;jF;17|l27, complete sequence .//5.8e-83:427:87// 
AC004780 ' 
F-NT2RP2004042 ' ' 

F-NT2RP2004066//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 134019, WORKING 
DRAFT SEQUENCE.//5.6e-110:528:98//AL034555 ; , i;: ';":: , 

15 F-NT2RP2004081 ' ;'^ v;. ;:f , 

F-NT2RP2004098//HS_2216__A1_B12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2216 Col=23 Row=C, genomic survey sequence.//1 . 0e-07 : 86 :84//AQ 145694 
F-NT2RP2004124//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=8 Row=B, genomic survey sequence.//3:0e-25:155:94//AQ1 36993 

20 F-NT2RP2004142//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K8K14. complete sequence.// 
1 .0:220:62//AB007645 ^ • ■ '-^ 

F-NT2RP20041 52//Drosophila melanogaster DNAsequence (Pi DS02252 (D97)), complete sequencey/0.93:480: 
56//AC002493 * " 

F-NT2RP2004165//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 

25 DRAFT SEQUENCE, 14 unordered pieces.//0.Q51 :265:61//ACpp5140 

F-NT2RP2004170//Homo sapiens distal-less homeobox protein ;(DLX7) gene, complete cdsV/l .0:1 62:66// 
AF028235 ^ • ' M ' 

F-NT2RP2004172//S.pombe Chromosome II COSmid c24E9.y/1 .7e-06:466:59//AL021816 
F-NT2RP2004187//Homo sapiens full-length insert cDNA YQ86E07y/3.5e-1 7:354:64//AF075093 

30 F-NT2RP2004194//Rattus norvegicus Golgi SNARE GS1 5 mRN^;.complete cds.//9.4e-53:397:82//AF003998 

F-NT2RP2004196 ;: 

F-NT2RP2004207//Human von Willebrand factor pseudogene, co'rfesppnding to exons 23 through 34.//0.0023: 
386:61//M60676 . ..^ , 

F-NT2RP2004226//HS_2186_A1_D03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=2186 Col=5 Row=G, genomic survey sequence7/7.8e-58:370:87//AQ063813 

F-NT2RP2004232//H.saplens mRNA for protein kinase C mu.//1.2eh34:448:67//X75756 
F-NT2RP2004239//Homo sapiens lok mRNA for protein kinase, ccimplete'Cds.//5.2e-1 08:51 0:99//AB01 571 8 
F-NT2RP2004240//Pyrococcus horikoshii 0T3 genomic DNA, lieeOoi -1485000 nt. position (6/7)7/1.10-12:489: 
61//AP000006 ; ^'A^f 

40 F-NT2RP2004242 ' '^v^;;": > : 

F-NT2RP2004245 ' '^^ - ; > 

F-NT2RP2004270//Streptomyces COeliCOlor COSmid 1 A9.//7.5e^07:462:62//AL034446 

F-NT2RP2004300//Homo sapiens chromosome 19, cosmid/Ri33632; complete sequence,//3.5e-1 1:299:64// 
AC005781 '' ^' : 

45 F-NT2RP200431 6//Homo sapiens EXT-like protein 2 (EXTL2) mRNA, complete cdsy/4.5e-1 50:735:97//AF00041 6 

F-NT2RP2004321//Drosophila melanogaster DNA sequence (PI DS02110 (D147)), complete sequence.//0.98: 
267:59//AC004423 

F-NT2RP2004339//Human Chromosome 16 BAC clone CIT987SliC-A-355G7, complete sequencey/l.6e-40:4i9: 
75//AC002519 , \ 

50 F-NT2RP2004347//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 1 01 8D1 2, WORKING 

DRAFT SEQUENCE.//1 .2e-72:439:82//AL031 650 

F-NT2RP2004364 ^•■^^■^ 
F-NT2RP2004365 , cV ^ v 

F-NT2RP2004366//Human DNA sequence from clone 612B1'8t)n' chromosome 1q24-25.3 Contains exon from 
55 gene similar to 40S ribosomal protein, first coding exon of^dynamin 2 (DYNII). ESTs, STS. GSS, CpG Island, 

complete sequence7/0.92:427:57//AL03i864 ' j 

F-NT2RP2004373//Homo sapiens cosmids Qc15C1 and 94B6 from Xq28, complete sequence;//2.6e-26:493:65// 
AF035397 ' 

. .i. . v' 
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F-NT2RP2004389//HS_2183_B2_H04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2183 Col=8 Row=P, genomic survey sequence.//2.9e-11:83:96//AQ063969 
F-NT2RP2004392 V, *. 

F-NT2RP2004396//Homo sapiens BAG clone RG135C18 from 7q21, complete sequence.//1.1e-1 71:875:95// 
5 AC005164 

F-NT2RP2004399//Homo sapiens SYBL1 gene.//1 .4e-24:467:64//AJ004799 

F-NT2RP2004400//Arabidopsis thaliana BAG TigB17 from.chromsbme IV, near 19.3 cM, complete sequence.// 
0.00074:455:59//AF069441 ...... 

F-NT2RP2004412//H.sapiens GpG island DN A genomic Msel fragment, clone 34g4, reverse read cpg34g4.rt1a.// 

10 5.06-27:1 54:98//Z65369 , 

F-NT2RP2004425 ' ' 

F-NT2RP20Q4463//Streptomyces coellcolor cosmid 2 E9 7/0. 0053:1 96: 65//AL02 1530 
F-NT2RP2004476//Drosophila melanogaster cosmid 67A9y/5.2e-15:377:63//AL034388 
F-NT2RP2004490//Homo sapiens chromosome 1 6, PI clone 94-1 OH (LANL), complete sequence y/4.3e-1 00:497: 

15 97//AC005591 

F-NT2RP2004512//Plasmodlum falciparum MAL3P5, complete sequence.//2.3e-07:815:57//AL034556 
F-NT2RP2004523//Homo sapiens clone DJ0800G07, complete sequencey/8.5e-l38:7l8:95//AG004890 
F-NT2RP2004538//Homo sapiens mRNA for KIAA0591 protein, partial cds7/1.4e-137:687:96//AB011163 
F-NT2RP2004551//CIT-HSP-2387G7.TF.1 GIT-HSP Homo sapiens genomic clone 2387G7. genomic survey se- 
20 quence.//2,1 e-85 :484:91//AQ239555 

F-NT2RP2004568//H.vulgare GAA-satellite DNA7/2.0e-07:292:62//250100 

F-NT2RP2004580//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 968D22. WORKING 
DRAFT SEQUENGE7/4.5e-44:512:72//AL023755 ] ' 

F-NT2RP2004587//Candida albicans cytoskeleton assembly contVdl protein (SLA2) gene, partial cds7/1 .0:344: 
2S 56//AF092908 " - ' • 

F-NT2RP2004594//nbxb00l9Hl3r GUGI Rice BAG Library Oryza sativa genomic clone nbxb0019H13r, genomic 
survey sequence7/0. 053:324: 60//AQ258020 

F-NT2RP2004600 ■ '.Vl.. 

F-NT2RP2004602//Homo sapiens chromosome 19, cosrTi1d-f2U^ complete sequence.//0.12:109:73// 
30 AC005176 

F-NT2RP2004614 - ''."v^'- • 

F-NT2RP2004655//Homo sapiens mRNA for leucine rich protein.//2.'6e 102:496:98//AJ006291 
F-NT2RP2004664//Homo sapiens mRNA for KIAA0460 protein, partial cds 7/1 .6e-153:728:98//AB007929 
F-NT2RP2004675//Homo sapiens chromosome 1 2q24.1 , VVORKING DRAFT SEQUENCE, 33 unordered pieces.// 
35 0.092:239:61//AG005805 ' ..^ ; ' 

F-NT2RP2004681//Human DNA sequence from clone 51 J23 on chrorposome Xq26.3-27.3. Contains an EST and 
GSSs, complete sequence7/1 .0:236:61//AL031312 

F-NT2RP2004689//Homo sapiens mRNA for KIAA0625 protein, partial Cds7/1 .3e-59:327:94//AB014525 
F-NT2RP2004709//HS_2033_B2_E04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

40 nomic clone Plate=2033 Col=8 Row=J, genomic survey sequence7/i .9e-1 5: 1 87:74//AQ23071 4 

F-NT2RP2004710//HS_3185_82_D07_T7 CIT Approved Human Geno'rnic Spemi Library D Homo sapiens ge- 
nomic clone Plate=3l85 Col=l4 Row=H, genomic survey sequence7/9.9e-l 0:11 0:84//AQl 72885 
F-NT2RP2004736//Homo sapiens mRNA for KIAA0478 protein. ;cdmplete cds7/6.4e-117:582:96//AB007947 
F-NT2RP2004743//Human DNA sequence from PAC 37M 17 chromosome X7/0. 14:1 38:71 //278022 

45 F-NT2RP2004767//H.sapiens CpG island DNA genomic . Msel, fragment, clone 65c11, reverse read 

Cpg65c1 1.rt1 ay/1 .36-24:21 7:81//Z62210 ..' ^ "'^ 

F-NT2RP2004768//Homo sapiens STE20-like kinase 3 (mst-3) mRNA, complete cdsy/1 .6e-45:541 :71//AF024636 
F-NT2RP2004775//Plasmodlum falciparum chromosome 2, section 35 of 73 of the complete sequencey/5.8e-13: 
697:59//AE001398 

50 F-NT2RP2004791 //Human HeLa mRNA isolated as a fals.e/,pqs)tlye in a two-hybrldscreen7/5.0e-53:353:84// 
U56252 *:^rv.o:: -r ^ 

F-NT2RP2004799//Homo sapiens ATP-specific succinyl-CoA syrithetase beta subunit (SCS) mRNA, partial c6qM 
1.5e-116:594:95//AF058953 F-NT2RP2004802 . r "-^ 

F-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA.xbrnplet^^^^^ :495:97//AF054179 
55 F-NT2RP2004841//Human DNA sequence from cosmid J1386l7;;bietween markers DXS6791 and DXS8038 on 

chromosome X contains EST OA repeat and an endogenous retrolvlrariike etementy/7.6e-82:53l :84//Z725l 9 
F-NT2RP2004861//Fugu rubripes GSS sequence, clone 040Ol7bA3, genomic survey sequence7/0.96:l 83:64// 
AL025645 ' : ' ' ' 



1841 



EP1 074 617 A2 



F-NT2RP2004897//Human Chromosome X clone bWXD187, complete sequence.//4.8e-142:710:96//AC004383 
F-NT2RP2004933//Homo sapiens mRNA forZIP-kinase. complete cds.//2.0e-82:418:95//AB007144 
F-NT2RP2004936 

F-NT2RP2004959//HS_3197_A2„G11_MR CIT Approved Human Se^ Sperm Library D Homo sapiens ge- 
5 nomlc clone Plate=31 97 Col=22 Row=M, genomic survey sequence.//3.5e-25:21 8:83//AQ1 501 83 

F-NT2RP2004961//Rattus norvegicus KRAB/zinc finger suppressor protein 1 (KS1) mRNA, complete cds7/2.5e- 
59:339:79//U56732 . . , . 

F-NT2RP2004962//Human hereditary haemochromatosls region, histone 2A-iike protein gene, hereditary haemo- 
chromatosis (HLA-H) gene, RoRet gene, and sodium phosphate transporter (NPT3) gene, complete cdsy/3.6e- 
10 19:187:72//U91328 

F-NT2RP2004967//Plasmodium falciparum MAL3P6, complete sequence.//0.0020:297:61//Z98551 
F-NT2RP2004978//Chlamydomonas reinhardtii VSP-3 mRNA, complete cds.//0.22:162:69//L29029 
F-NT2RP2004982//F26D4-Sp6 IGF Arabidopsis thaliana genomic clone F26D4. genomic sun/eysequencey/0. 13: 
273:61//B12642 

15 F-NT2RP2004985//Human mRNA for KIAA01 44 gene, conriplete cds.//1 .5e-20:431 :65//D63478 

F-NT2RP2004999 

F-NT2RP2005000//R.rattus gene forbeta-1 subunitof Na,K-ATPase.//0.019:240:63//X63375 
F-NT2RP2005001//Homo sapiens mRNA for KIAA061 5 protein, complete cds.//6.0e-159:782:97//AB0U515 
F-NT2RP2005003//H.sapiens StafSO mRNA.//3.1e-42:430:75//X82200 
20 F-NT2RP2005012//Homo sapiens SEC63(SEC63) mRNA, complete cdsy/1.4e-98:501:96//AF1 001 41 

F-NT2RP2005018//Homo sapiens PAC clone DJ0659J06 from 7q33-q35, complete sequence.//l .0:209:63// 

AC004849 

F-NT2RP2005020 

F-NT2RP2005022//Human Chromosome 3 pac pDJ70i1 1 . WORKING DRAFT SEQUENCE, 2 unordered pieces.// 

2S 3.0e-43:98:93//ACOOa380 . . .:• . :u ; ^ 

F-NT2RP2005031//HS_2052_B2_G10_MR CIT Approved Hiiman Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2052 Col=20 Row=N, genomic survey seqLifencey/b.019:363:61//AQ231464 
F-NT2RP2005037//Human 3' of immunoglobulin heavy chain 'locus ^IG'rtA2) geney/0.70:174:65//U64454 
F-NT2RP2005038//Homo sapiens chromosome 17, clone- hRPKr74jE_22. complete sequence.//0.20:519:57// 

30 AC005696 ' 

F-NT2RP2005108 ^ 'N^"' 

F-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein,- partial CdS.//2.0e-103:495:98//AB01 4564 
F-NT2RP2005126//H.saplens mRNA for RNA helicase (Myc-regiiimed dead box protein).//2.9e-27: 157:98// 
X98743 ' -''y' 

35 F-NT2RP2005139//Amycolatopsls medlterranei genes encoding rifarnycin polyketide synthases, ORFs 1 to 57/ 
0.00024:547:59//AJ223012 * = ^ - ' 

F-NT2RP2005140//Homo sapiens chromosome 21, Neurofibromatosis 1 (NF1) related locus, complete se- 
quence 7/0. 95: 191 :62//AC004527 

F-NT2RP2005144//Homo sapiens tubby like protein 3 (TULP3) mRNA, complete cdsy/2.6e-89:447:96//AF045583 
40 F-NT2RP2005147//HS_3184_A1_E01„MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3184 Col=1 Row=l, genomic survey sequence://0.10:294:60//AQ252226 
F-NT2RP2005159//H.saplens CpG island DNA genomic 'Msei fragment, clone 132g6, fonward read 
Cpg132g6.ft1ay/I.1e-13:93:97//Z59162 ' ' '^-^ 

F-NT2RP2005162//Caenorhabditis elegans cosmid F01Fiy/2.6e-20:394:64//U13070 
45 F-NT2RP2005168//Homo sapiens mRNA for El B-55kDa-associated proteiny/1 .4e-125 :633:96//AJ007509 

F-NT2RP2005204//Arabidopsis thaliana ubiquitin activating enzyme (UBA1) gene, complete cdsy/0.00016:316: 
60//U80808 ^.,^0^^. 

F-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 ffbm^7p1^ complete sequence7/0.51 :52:92// 

AC005189 , 
50 F-NT2RP2005239//S.pombe chromosome 1 1 cosmid C21 D1 07/1 :3e-22:356:67//AL031 536 

F-NT2RP2005254 ^' v ^ 

F-NT2RP2005270//H.sapiens genomic DNA (chromosome 3; clone:NLj97R)7/0.58:132:65//X87513 
F-NT2RP2005276//Rat mRNA for brain acyl-CoA synthetase li; complete cds 7/9.06-1 03: 656:85//D30666 
F-NT2RP2005287//Cavia porcellus zinc finger protein (zfoC1)'mRNAV'c6mpl^^^ cdsy/3.4e-37:302:84//L26335 
55 F-NT2RP2005288//Homo sapiens RCCMike G exchanging fafctorRLG mRNA. complete cds7/7.1e-1 22:604:96// 

AF060219 . l][ . 

F-NT2RP2005289//Homo sapiens mRNA for XRP2 protein7/4.be-14q:676:98//AJ007590 
F-NT2RP2005293//HS_3245_B1_E10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Plate=3245 Col=19 Row=J, genomic survey sequenceV/8.2e-37:223:92//AQ217 
F-NT2RP2005315//Homo sapiens mRNA for KIAA0676 protein, partial cds.//1 .1 e-95:483:96//AB014576 
F-NT2RP2005325//Human LIM-homeobox domain protein (hLH-2), mRNA, complete cds.//8.2e-22:1 66:90// 
U11701 " ' 

5 F-NT2RP2005336//Homo sapiens snRNA activating protein complex:1 90kD subunit (SNAP1 90) mRNA, complete 

cdS.//0.39:353:62//AF032387 

F-NT2RP2005344//Homo sapiens mRNA for KI/^0566 protein, partial cds.//8.8e-29:456:66//AB011138 
F-NT2RP2005354//Human DNA sequence from PAC 435C23 on chromosome X. Contains ESTs.//0.72:431 :61// 
Z92844 

10 F-NT2RP2005358//Homo sapiens methyl-CpG binding protein MBP3'(MBD3) mRNA, complete cds 7/4.76-99:489: 
96//AF072247 

F-NT2RP2005360//Pan troglodytes huntingtin gene, partial exon.//0.93:l05:67y/L49358 
F-NT2RP2005393//Rat parathyroid honmone receptor mRNA. complete cdsy/2.4e-08:97:83//M77184 
F-NT2RP2005407 

15 F-NT2RP2005436//Homo sapiens chromosome 16, cosmid clone 2H2 (LANL), complete sequenceT/O.OI 4:235: 

62//AC005346 ' ' ' 

F-NT2RP2005441//CIT-HSP-2338P5.TR CIT-HSP Homo sapiens genomic clone 2338P5, genomic survey se- 
quence.//4.0e-107:532:97//AQ055548 v. 

F-NT2RP2005453//F21C16TFC IGF Arabidopsis thaliana genomic clone F21 CI 6. genomic survey sequence.// 
20 1.0:239:61//B97865 V- , 

F-NT2RP2005457//B.taurus Cl-B14.5b mRNA for NADH dehydrogenase (ubiquinone) .//4.7e-25:245:79//X68647 
F-NT2RP2005464//Human DNA sequence from clone 836E8 on chromosome 20p12 Contains EST, CA repeat, 
SIS, GSS, retroviral sequence, complete sequencey/4.6e-ltl:724:86//AL03l679 

F-NT2RP2005465//Hamo sapiens chromosome 19, BAG CIT-B-S93i15'(BC301323), complete sequencey/6.5e- 

25 18:152:75//AC006116 

F-NT2RP2005472//Human DNA sequence from clone l118D24on chromosome Ip36. 11 -36.33. Contains part of 
a novel gene similar to worm genes T08G11 .1 and C25H3.9, part bf ;a 6bS Ribosomal Protein Li 0 LIKE (pseudo) 
gene and two 3' exons of the TNFR2 gene for Tumor Necrosis Factor Receptor 2 (75 kD) (TNF Binding Protein 2, 
TBPII, TNF-R2, CD120B, TNFBR). Contains ESTs, STSs, GSSs. genomic marker D1S434 and a ca repeat poly- 

30 morphism, complete sequence7/4.4e-l2:89:97//AL031276 ' • 

F-NT2RP2005476//Homo sapiens BAC Clone RG293F17 from 7p^i5rp2l, complete sequence.//4.3e-40:463:73// 

AC004130 ' 1 ' 

F-NT2RP2005490//Homo sapiens clone NH0001P09. WORKING DRAFT SEQUENCE. 1 unordered pieces.// 
3.2e-115:228:99//AC006030 

35 F-NT2RP2005491//HS_2253_A2_G10_MR CIT Approved Human (Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2253 Col=20 Row=M, genomic survey sequence7/4.6e-23:234:80//AQ1 16847 
F-NT2RP2005495 " r,:":: 

F-NT2RP2005496//HS_3064_A1_F08_MR CIT Approved Hunian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=15 Row=K, genomic survey seq uence. 7/5 !3e-90:436:98//AQ 143097 
<o F-NT2RP2005498//Rabbit protein phosphatase 2A beta subunit mRNA, complete cds.//1 .4e-63:503:78//M64931 

F-NT2RP2005501//Homo sapiens chromosome 10 clone Clt987SK-ll43All map I0q25, complete sequence.// 
0.86:183:63//AC005880 li :;\ . 

F-NT2RP2005509//Homo sapiens cosmid LM1937 from Xq28.//1 .6-'l 6b:65//U82695 

F-NT2RP2005520//Homo sapiens chromosome-associated prbtein-^^^^^ mRNA, complete cds.//3.9e-8l : 

45 444:92//AF092563 ! '^-T'' ' 

F-NT2RP2005525//Homo sapiens mRNA for KIAA0764 proteinrcomplete cds.//6.9e-18:112:99//AB018307 
F-NT2RP2005531//Human structural protein 4.1 mRNA, complete*cds.//1.1e-06:282:60//M 14993 
F-NT2RP2005539//Homo sapiens mRNA for NS1 -binding proteinJ^iNSlI:BP).//2.9e-153:747:97//AJ012449 
F-NT2RP2005540//Homo sapiens mRNA for KI/^0494 proteinl^mplete cds.//5.9e-130:618:9a//AB007963 

50 F-NT2RP2005549//MUS musculus clone OST142, genomic survey sequence.//3.1e-43:277:89//AF046734 

F-NT2RP2005555//HS_2188_A2_D04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2188 Col=8 Row=G, genomic survey sequence.//8.0e-05:195:65//AQ086723 
F-NT2RP2005557//Homo sapiens Clone 486790 diphosphoinosito) polyphosphate phosphohydrolase mRNA, 
complete Cdsy/2.5e-44:473:71//AF062529 ; 

55 F-NT2RP2005581//Homo sapiens BAC clone GS1 80J1 5 from 7q3l , bbmplete sequence./0.99:2l3:65//AC00501 6 

F-NT2RP2005600//H .sapiens CpG island DNA genomic Msel^ fragment, clone I72dl2, reverse read 
Cpg1 72dl 2.rt1 ay/0.32:1 34:63//Z57359 ''^^ - 

F-NT2RP2005605 ^ 
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F-NT2RP2005620//Homo sapiens epsin 2a mRNA, complete cds.//9.8e-91 :447:97//AF062085 
F-NT2RP2005622 

F-NT2RP2005635//Saccharomyces cerevisiae chromosome VIII cosmid 9205.//8.6e-1 7:41 1 :61//U 10556 
F-NT2RP2005637//NATI (NATI*10)=acetyltransferase 1 {3' regidn; polyadenylation polymorphism} [human, unre- 
5 lated Caucasians, mRNA Partial Mutant, 300 nt]y/0.22:l56:65//S78829 

F-NT2RP2005640//Mouse U6 RNA gene7/5.5e-19:249:76//X06980 

F-NT2RP2005645//HS_2201_B2_D07_MF CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=220l Col=l4 Row=H, genomic survey sequenGe.//0.30:l59:65//AQ066763 
F-NT2RP2005651//H.sapiens DNA sequence.//0.00037:150:66//Z22493 
10 F-NT2RP2005654//Homo sapiens mRNA for KIAA0288 genercomplete cds.//4.7e-07:351 :62//AB006626 

F-NT2RP2005669//Homo sapiens KE05 protein mRNA. complete CdS.//8.2e-98:472:98//AF064605 
F-NT2RP2005675//Homo saplens growth suppressor related (DOC-1 R) mRNA, complete cds.//2.4e-94:462:98// 
AF089814 

F-NT2RP2005683//HS-1 024-B1 -H05-MRabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
15 Plate=CT 803 Col=9 Row=P. genomic survey sequence 7/0.99:1 56:64//B34405 

F-NT2RP2005690//Human pyrroline 5-carboxylate reductase niRN A;, complete cds.//7.7e-10:328:61//M77836 
F-NT2RP2005694 . • \ 

F-NT2RP2005701//Homo sapiens 12p13.3 BAC RPCI11-288K12 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequencey/0.72:160:65//AC0051 83 
20 F-NT2RP2005712//Homo sapiens mRNA for KIAA0799 protein, partial cds7/1 .6e-1 24:599 :97//AB0 18342 

F-NT2RP2005719//R.norvegicus mRNA for metallOthionein-lll7/0:86:'l17:64//X89603 
F-NT2RP2005722//Human zinc finger protein ZNF1367/2.6e-44:415:77//U09367 

F-NT2RP2005723//Human BAC clone GS542D18 from 7q3l-q32, complete sequence7/6.9e-1 5:153:81// 
AC002528 

25 F-NT2RP2005726//Homo sapiens Clone DJ0577P23, WORKING DRAFT SEQUENCE, 28 unordered pieces7/ 

5.1e-41:138:95//AC005627 ^'-V: i 

F-NT2RP2005732//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 291J10, WORKING 
DRAFT SEQUENCE7/0.61:303:60//Z93017 

F-NT2RP2005741//Homo sapiens PALM gene, exon 1 and ioini§dCDS7/0.52:116:67//Y16270 
30 F-NT2RP2005748//Human Kox11 mRNA for zinc finger protein, pkrtial7/0.11:136:66//X52342 

F-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DRe) mRNA. complete cds7/7.8e-22:l 34:96// 
AF068868 ' ' 

F-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds7/1.2e-1 00:486:98// 
AF082516 

35 F-NT2RP2005763//Human mRNA for KI/VA01 1 1 gene, complete cds7/0.00073:425:56//D21 853 

F-NT2RP2005767//G,gallus PB1 gene7/2.1e-73:544:80//X9p849*V '^^^ 

F-NT2RP2005773//Human pyrroline 5-carboxylate reductase mRNAV complete cds7/6.2e-15:153:82//M77836 
F-NT2RP2005775//SUS scrofa mRNA for soluble angiotesin-Bih&A'g pf-'otein, complete cds7/1.2e-1 21:649:88// 
D11336 -a;:* ' ■ 

40 F-NT2RP2005781//Pseudomonas aeruginosa gene for MexX and'MexY; complete cds//0.96:1 84: 60//AB0 15853 

F-NT2RP2005784//Human DNA sequence *** SEQUENCING IN, PROGRESS *** from clone 1 1 85N5. WORKING 
DRAFT SEQUENCE7/1 .90-63:222 :96//AL034423 • ^. ^y'- f 

F-NT2RP2005804//Oryza sativa glycine-rlch protein (OSGRPI)imRNA, complete cds7/2.6e-07:232:64// 
AF010579 • ■ 

45 F-NT2RP2005812 

F-NT2RP2005815//Streptomyces sp. gene for alkaline serine protease 17/0.031 :358:59//X741 03 
F-NT2RP2005835//Rattus norvegicus mRNA for p47, complete/cds7/2ie-107:449:91//AB002086 
F-NT2RP2005841//Human DNA sequence from cosmid U209G1 on chromosome X7/5.le-05:l44:73//Z68873 
F-NT2RP2005853//RPCI11-24D4.TKBF RPCI-11 Homo sapiens genomic clone RPCI-11-24D4, genomic survey 

50 sequence7/6.4e-13:130:85//AQ013490 

F-NT2RP2005857//Homo sapiens chromosome-associated pVotein-C (hCAP-C) mRNA, partial cds7/1.7e-174: 
829:98//AF092564 . . ; . ' 

F-NT2RP2005859//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 914P20, WORKING 
DRAFT SEQUENCE7/0.25:174:62//AL034553 
55 F-NT2RP2005868//Fugu rubhpes GSS sequence, clone I03l24af74,' genomic survey sequence7/7.8e-06:92:79// 
AL027276 ' 

F-NT2RP2005886//HS_3187_A2_D08_T7 CIT Approved Hupian- Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=:3187 Col=16 Row=G. genomic sun/ey s^quehce./^^ 
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F-NT2RP2005890//Mouse oncogene (ect2) mRNA, complete ccls.//2.7e-32:660:66//L11316 
F-NT2RP2005901//H.sapiens CpG island DNA genomic Mse1 f ragment. clone 1 5b5, reverse read cpgl 5b5.rt1 a.// 
0.0026:66:84//Z54729 

F-NT2RP2005908//Homo sapiens 12q13.l PAC RPCI3-197B17 (Roswell Park Cancer Institute Human PAC li- 
5 brary) complete sequencey/6.4e-49:48l :75//AC00424l 

F-NT2RP2005933//Rattus norveglcus nucleoporin p54 mRNA.» complete cds.//6.6e-61 :657:73//U63840 
F-NT2RP2005942//H.sapiens PAP mRNA^/l .66-46:61 8:67/7X76770 

F-NT2RP2005980//Homo sapiens Chromosome 17, clone hRPQ.l081_P_3, complete sequenceV/l .Oe-48:533: 
71//AC005207 • 

10 F-NT2RP2006023//HS_3048_A1_A11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3048 Col=2l Row=A, genomic survey sequence 7/2.1 e-25:1 67:91 //AQ 126553 
F-NT2RP2006038//CIT-HSP-384K4.TR CIT-HSP Homo sjapiepsH .genomic clone 384K4. genomic survey se- 
quence.//3.9e-06:102:74//B51912 • '!fV.. ' " ' 

F-NT2RP2006043//Human intercrine-alpha (hIRH) mRNA, com'plete cdsy/1.9e-05:418:59//U19495 
15 F-NT2RP2006052//Peromyscus polionotus ammobates dinucleotide * microsatellite Ppa55 7/0.0035:226:65// 
AF016861 

F-NT2RP2006069//Human HepG2 partial cDNA, clone hmd3g02m57/3:9e-11 :121 :85//D17047 
F-NT2RP2006071 , • 

F-NT2RP2006098//Homo sapiens chromosome 21q22.2, cosmid D13C2. complete sequence7/0.46:264:59// 

20 AF027207 I / ^ 

F-NT2RP2006100//Human Chromosome X, complete sequence7/3.2e-94:488:95//AC004073 
F-NT2RP2006103//HS_2254_A2_D02_MR CIT /Vpproved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2254 Col=4 Row=G, genomic survey sequence7/5.7e-27:l56:96//AQl 29602 
F-NT2RP2006106//Human Chromosome 11 pacpDJ1173a5, complete secjuenceyi1.2e-62:655:71//AC000378 

25 F-NT2RP2006141//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23. WORKING 

DRAFT SEQUENCE7/1 .2e-69:316:98//AL034405 

F-NT2RP20061 66//Homo sapiens chromosome 4 clone B32I8. complete sequence7/3.1 e-45:387:81//AC004063 
F-NT2RP20061 84//Cricetulus griseus beta-l ,6-N-acetylglucpsarTiihyltransferase Lec4A cell line point mutant mR- 
NA, complete cds7/0.99: ill :73//U62587 ' : 
30 F-NT2RP2006186//Homo Sapiens mRNA for KIAA0654 protein; partial cds7/7.8e-11 3:567: 96//AB0 14554 
F-NT2RP2006196//Homo sapiens clone DJ1189D06, complete sequence 7/2.8e-28:7i 8 :62//AC005232 
F-NT2RP2006200//Homo sapiens chromosome 1 2p1 3.3 clone RRCII -96H9, WORKING DRAFT SEQUENCE, 66 
unordered pieces7/6.5e-83:239:94//AC006057 

F-NT2RP2006219//H.sapiens mRNA for DGCR6 protein7/1-4ef'l16:618:93//X96484 
35 F-NT2RP2006237//CIT-HSP-2300P9.TR CIT-HSP Homo sapiens genomic clone 2300P9, genomic survey se- 
quence7/2.0e-1 8:1 18:97//AQ01 2480 • r^ fc^t^ '' 

F-NT2RP2006238//Rattus norvegicus CTD-binding SR-like protein r>Q(8'mRNA, complete cds.//7.6e-1 02:635:86// 
U49055 , , 

F-NT2RP2006258//RPCI11-9N9.TP RPCI-11 Homo sapiens geWbmic clone RPCI-11-9N9, genomic survey se- 

40 quence.//8.6e-05:181:63//B71615 • ' /. . 

F-NT2RP2006261//H.sapiens mRNA for serine/threonine protein l<inase EMK7/0.44: 111 :71//X97630 
F-NT2RP2006275//Pseudorabies virus UL[5.6.7,8,8.5.9.10.1t;12^i3] genes7/2.0e-05:501 :59//X97257 
F-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete cds.//2.7e-138:679:97//AF035262 
F-NT2RP2006320//P.falciparum pfmdrl gene.//0.00013:425:60//X5685V 

45 F-NT2RP2006321//Homo sapiens DNA from chromosome 1 9, 6AC 33*1 52, .complete sequence7/4.l e-1 9:545:62// 
AC003973 -* : 

F-NT2RP2006323//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 745114, WORKING 
DRAFT SEQUENCE.//8.9e-1 8:1 31 :90//AL033532 

F-NT2RP2006333//Homo sapiens PAC clone DJ0808A01 from 792^1 .1 -q31 .1 , complete sequence .//6.2e-1 25:602: 
50 98//AC004893 ! y ' 

F-NT2RP2006334//Homo sapiens chromosome 19, cosmid R27.139, complete sequence.//2.1e-06:241:65// 
AC005514 ' * 

F-NT2RP2006365//Fugu rubripes GSS sequence, clone l7lKl5aC5, genomic survey sequence 7/7.80-06: 148: 
70//AL029590 . 
55 F-NT2RP2006393//Human DNA sequence from clone 80119 on chromosome 6p21 .31 -22.2 Contains genes and 
pseudogenes for olfactory receptor-like proteins, STS, GSS, com^leWsequence7/6.8e-06:l67:70//AL022727 
F-NT2RP2006436//Human DNA sequence *** SEQUENCING j^^Fj^RbGRESS *" from clone Y313F4, WORKING 
DRAFT SEQUENCE7/4.2e-92:363:84//AL023808 * • 
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F-NT2RP2006441 , . - r ' 

F-NT2RP2006454//Sequence 8 from Patent WO9517522.//2.9e-06:180:66//A45338 
F-NT2RP2006456 

F-NT2RP2006464//Homo sapiens mRNA for AND-1 protein y/3.4e-148:545:98//AJ006266 
5 F-NT2RP2006467//SUS scrofa igM heavy chain gene, switch region and exons encoding chi -ch4 and secretion 

domains, partial Cds7/0.061 :201 :66//U50149 - 
F-NT2RP2006472 . 

F-NT2RP2006534//Human DNA sequence from clone 272E8 on chromosome Xp22.1 3-22.31 . Contains a pseu- 
dogene similar to IVIDM2-Like P53-binding protein gene. Contains STSs, GSSs and a CA repeat polymorphism, 
10 complete sequence.//8.8e-10:273:66//Z93929 

F-NT2RP2006554//Human DNA mismatch repair protein homoiog-(hMLHI) gene, exon 67/0.71 :174:59//U40965 
F-NT2RP2006565//Homo sapiens secretory carrier-associated rnembrane protein (SCAMP) mRNA, complete 
cds.//6.6e-114:669:90//AF038966 ' ' V' " 

F-NT2RP2006571//Rabbit cytochrome P-450 isozyme 2 (type B2) fifiRNA, complete cds, clone B2-1 y/6.0e-26: 

15 503:63//M20855 

F-NT2RP2006573//Molluscum contagiosum virus subtype 1 , complete genome 7/0.44:1 34:71 //U603 15 
F-NT2RP2006598//Human BRCA2 region, mRNA sequence CG0337/5.0e-16:140:85//U50537 
F-NT2RP3000002//***ALU WARNING: Human Alu-Sc subfamily consensus sequence7/3.8e-32:214:89//U 14571 
F-NT2RP3000031//Homo sapiens mRNA for histone deacetylase-like protein (JM21).//5.8e-1 36:637:98// 

20 AJ011972 ; . 

F-NT2RP3000046//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete cds7/5.4e-05:571:60//L1 4320 '! r 
F-NT2RP3000047 

F-NT2RP3000050//Flgure 2. Nucleotide and translated protein sequences of HPFl , -2, and-97/1 .0e-67:626:74// 
25 M27877 

F-NT2RP3000055//Genomic sequence from Human 9q34. complete sequence7/3.5e-10:394:64//AC001227 
F-NT2RP3000068 ^'■ ' 

F-NT2RP3000072//Homo sapiens BAC Clone RG290G 13 from 7q2l /complete sequence7/1 .0:301 :61//AC004746 
F-NT2RP3000080//Human DNA sequence "* SEQUENCING IN F^ROGRESS *** from clone 102D24, WORKING 
30 DRAFT SEQUENCE.//1 .9e-44:297:79//AL021 391 

F-NT2RP3000085//Arabidopsis thaliana 3-methylcrotonyl-CoA "carboxylase precursor mRNA, complete cds.// 

4.5e-33:528:65//U12536 . ■ 

F-NT2RP3000092//RPC1 1 1 -22M5.TV RPCI-1 1 Homo sapiens geriomic clone RPCI-1 1 -22M5, genomic survey se- 
quence.//3.3e-27: 1 57:97y/B84237 ' ^ip ' 

35 F-NT2RP3000109//Arabidopsis thaliana l-amino-l-cyclopropanecarboxylate synthase (ACS5) gene, complete 
Cds7/0.92:185:64//L29260 ' ' ' ''' ' '' 

F-NT2RP3000134//Homo sapiens PAC clone DJ0905J08 from 7p12-p14, complete sequence.//1 .2e-1 12:286:89// 
AC005189 ' 

F-NT2RP3000142//Homo sapiens mRNA for KI/^0592 protein, parti al cds. //9.0e-1 81 :849:98//AB011164 
40 F-NT2RP3000149//Homo sapiens chromosome 17, clone hR'PK.264iB_l4. complete sequence7/4.2e-24:155: 
94//AC005884 ' ^^r^'^V 

F-NT2RP3000186//Human DNA sequence "* SEQUENCING IN PROGRESS from clone 500L14, WORKING 
DRAFT SEQUENCE7/7.2e-43:269:81//AL023583 ' ; 

F-NT2RP3000197//Homo sapiens interleukin 9 receptor (IL9R) pseudogene, exons 1-97/0.098:405:57//L39063 
45 F-NT2RP3000207//Drosophila melanogaster DNA sequence (Pi .PS00164 (D269)), complete sequence7/0.96: 
608:55//AC004716 
F-NT2RP3000220 

F-NT2RP3000233//Homo sapiens actin binding protein MAVvEN mRNA, complete cds .//2.0e- 18:509:58// 

AF059569 . • 

50 F-NT2RP3000235//Mouse Cosmid ma53a01 6 from 1 4D1 -D2, f drtipjete sequence .//3.5e-05:224:65//AC0041 01 

F-NT2RP3000247//Human mRNA for KIAA021 8 gene. comt)lete cdi5.//2.1e-1 09.691 :86//D86972 

F-NT2RP3000251//Caenorhabditis elegans cosmid ZK930, complete sequence7/0.20:119:68//Z70213 

F-NT2RP3000252//Homo sapiens cosmid 1F1, complete sequerice7/9.8e-78:174:88//AF065393 

F-NT2RP3000255 .i, 
55 F-NT2RP3000267 l ^'lf?J; ■! 

F-NT2RP3000299//MUS musculus Crk-associated substrate "(Cas-b) mRNA, complete cds.//5.9e-48:374:82// 

U48853 . ; 'Kv";^ ';;:. 

F-NT2RP3000312//Fruit fly (D.melanogaster) Glued mRNA, cornpletecds.//4.9e-22:583:63//J02932 
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F-NT2RP3000320//RPCI11-36J1.TP RPCI-11 Homo sapiens genomic clone RPCI-11-36J1, genomic survey se- 
quence.//4.4e-06:87:88//AQ0471 07 

F-NT2RP3000324//Rattus norveglcus potassium channel regulator 1 mRNA, complete cds.//5.5e-26:283:79// 
U78090 

5 F-NT2RP3000333//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 973M2, WORKING 

DRAFT SEQUENCE7/1 .0:309:60//AL033533 

F-NT2RP3000341//Homo sapiens DNA sequence from PAG 95G20 on chromosome Xpl 1 .3-11 .4. Contains STBs 
and the DXS7 locus with GT and GIG repeat polymorphisms; complete*sequencey/6.7e-42:465:74//Z971 81 
F-NT2RP3000348 

10 F-NT2RP3000350//Homo sapiens cosmid 1 F1 , complete sequence.//3 .46-79:1 74:88//AF065393 

F-NT2RP3000359//Bovine mitochondrial GTP:AMP phosphotransferiasemRNA, complete cds.//2.2e- 127:81 6:85// 
M25757 - 

F-NT2RP3000361//Schi2osaccharomyces pombe DNA for pre-mRNA splicing factor, complete cdsy/0.0075:288: 
58//D83743 ' ; : 

^5 F-NT2RP3000366//MUS musculus ras-related protein (rabi 8) rhRNA, complete cds.//7. 1 e-1 34:693:94//L04966 
F-NT2RP3000393//Rattus norvegicus mRNA for GABA-B R2 receptpr.//0.049:308:60//AJ011318 
F-NT2RP3000397//S.cerevisiae chromosome VII reading frame 0RF YGL1 20c 7/0.0001 2:441 :58//Z72642 
F-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA^complete cdsy/5.0e-1 74:841 :97//AF071 185 
F-NT2RP3000418//Homo sapiens chromosome 17, clone hRPK.l053_B.8, complete sequencey/7.9e-53:817: 

20 68//AC006083 

F-NT2RP3000433//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 862K6, WORKING 
DRAFT SEQUENCEy/6.1e-31 :590:63//AL031681 

F-NT2RP3000439//Fugu rubripes GSS sequence, clone 075E22aBi0, genomic survey sequence.//4.0e-1 9:169: 
81//AL026471 

25 F-NT2RP3000441//Human DNA sequence from PAC 93H18 bri dhrbmosome 6 contains ESTs heterochromatin 

protein HP1Hs-gamma pseudogene, STS and CpG island.//2.4e-41;459:65//Z84488 

F-NT2RP3000449//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 1 01 8D1 2, WORKING 
DRAFT SEQUENCEy/1 .1 e-1 00:365:87//AL031 650 ^ ^ ; 

F-NT2RP3000451//HS_2024_A1_E10_T7 CIT Approved HumM-GenomIc Sperm Library D Homo sapiens ge- 
30 nomic clone Plate=2024 Col=1 9 Row=l, genomic survey sequenc'e;//6!dil :367:57//AQ229420 

F-NT2RP3000456//CIT-HSP-2338P5.TR CIT-HSP Homo sapiens genomic clone 2338P5, genomic survey se- 
quence.//1.5e-89:458:96//AQ055548 ' ^) 

F-NT2RP3000484//Human DNA sequence *** SEQUENCING IN'/PRO'^RESS *** from clone 90L6. WORKING 

DRAFT SEQUENCEy/0.043:147:70//Z97353 ' 
35 F-NT2RP3000487//H.sapiens CpG island DNA genomic Msei . fragment, clone ilbli, forward read 

cpg1 1 b1 1 .ftl ay/1 .7e-1 1 :96:92//Z64440 , • ■ . 

F-NT2RP3000512//Human H0X2G mRNA from the Hox2 locus.y/9.7e'^17:i09:97//X16667 

F-NT2RP3000526//Homo sapiens full-length insert cDNA clone Y:Z38E04.//4.1e-30:283:76//AF086071 

F-NT2RP3000527//Human mRNA for KIAA0211 gene, complete Cdsy/2.5e-34:706:63//D86966 
40 F-NT2RP3000531//MUS musculus immunosuperfamily protein"Bi2 mRNA, complete cdsy/1 .96-14:220:70// 

AF061260 * 

F-NT2RP3000542//Human Chromosome 1 1 pi 1 .2 PAC clone pDJ404ml 5, complete sequencey/0.0001 9:361 :60// 
AC002554 

F-NT2RP3000561//Homo sapiens PAC clone DJ0942I16 from*7qll, complete sequencey/9.0e-1 71:827:98// 

45 AC006012 ; 

F-NT2RP3000562 .:/ .fv , 

F-NT2RP3000578//Rrubripes GSS sequence, clone 013Gd7cE7, genomic survey sequencey/1 .7e-25:284:74// 
AL011271 

F-NT2RP3000582//CIT978SK-A-56H4.TP CIT978SK Homo sapienV genomic clone A-56H4, genomic survey se- 
50 quencey/5.8e-07:239:66//B73597 ..r . 

F-NT2RP3000584 T '^f^r -f, *• 

F-NT2RP3000590//H.sapiens CpG island DNA genomic ^feet- fragment, clone 170d7, forward read 
cpg170d7.ft1a7/3.0e-22:128:100//Z59723 . ■^••v' r 

F-NT2RP3000592//CIT-HSP-2288J7.TR CIT-HSP Homo sapiens, genomic clone 2288J7. genomic survey se- 
55 quence.//2.2e-78:382:9a//B98868 ' • 

F-NT2RP3000596//CIT-HSP-2375J10.TR CIT-HSP Homo sapiens genomic clone 2375J10, genomic survey se- 
quencey/0.00076:143:67//AQ109305 . ' : 

F-NT2RP3000599//Caenorhabditis elegans cosmid T19B10, complete- sequencey/1 .2e-l 3:295: 66//Z74043 
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F-NT2RP3000603//Bovine herpesviais type 1 early-intermediate'transcription control protein {BICP4) gene, com- 
plete cds.//0.37:520:57//L1 4320 

F-NT2RP3000605//Homo sapiens chromosome 19, cosmid •'F20900, complete sequence.//8.8e-1 55:526:97// 
AC006128 0 ' • ' ' 

5 F-NT2RP3000622//HS_3213_A2_D02_T7 CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3213 Coi=4 Row=G, genomic survey sequet:ice.//4.1e-29:238:85//AQ175104 
F-NT2RP3000624//Homo sapiens clone DJ0800G07, complete seq'uericeV/0.47:75:80//AC004890 
F-NT2RP3000628//Human DNA sequence from clone 581 F1 2 on chromosome Xq21 . Contains Eukaryotic Trans- 
lation Initiation Factor EIF3 P35 Subunit and 60S Ribosomal protein L22 pseudogenes. Contains ESTs, complete 

JO sequence.//0.078:393:58//AL031313 , , . . , 

F-NT2RP3000632//Human zinc finger protein 2fp6 (ZF6) mRNA, partiai cds.//1 .4e-96:541 :79//U71 363 
F-NT2RP3000644//Homo sapiens clone RG31 5H1 1 , WORKING DRAFT SEQUENCE, 5 unordered piecesy/5.2e- 
46:421 :77//AC005089 ' . ^ 

F-NT2RP3000661 

15 F-NT2RP3000665//Human DNA sequence from clone 11 91 B2 on chromosome 22ql 3.2-1 3.3. Contains part of the 
BIK (NBK, BP4, BIP1) gene for BCL2-interacting killer (apoptosis-inducing), a 40S RIbososmal Protein S25 pseu- 
dogene and part of an alternatively spliced novel Acyl Transferase gene similar to C. elegans C50D2.7. Contains 
ESTs, STSs, GSSs, two putative CpG islands and genomic marker p22Sll 51 , complete sequence.//1 .7e-11 :292: 
65//AL022237 

20 F-NT2RP3000685//H.saplens mRNA for novel protein.//2.4e-80:460:92//X99961 

F-NT2RP3000690//H.saplens flow-sorted chromosome 6 TaqI fragment, SC6pA10F6V/1 .0:141 :65//Z77872 
F-NT2RP3000736//Human mRNA for KIAA0140 gene, complete . CdS.//6.1e-20:127:96//D50930 
F-NT2RP3000739//Rattus norvegicus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cds.// 
1.1e-46:622:67//AF0 15264 

25 F-NT2RP3000742//Rattus norvegicus phospholipase C delta-4' iTiRf^^ cds y/4.7e-37:429:70//U 16655 

F-NT2RP3000753 ^J^t 

F-NT2RP3000759//Caenorhabditis elegans cosmid Y57GliC. cbmpiete sequence7/2.8e-38:5l9:69//Z99281 
F-NT2RP3000815//HS_2237__A2_D12_MF CIT Approved Htiman-Geno'mic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2237 Col=24 Row=G, genomic survey sequence 7/6. 79:151 :61//AQ067252 
30 F-NT2RP3000825//Campanula ramosa chloroplast NADH dehydrogenase (ndhF) gene, complete cds.//0.36:378: 

58//L39387 ■ : 

F-NT2RP3000826//Suid herpesvirus 1 Kaplan glycoprotein L (UL1) and uracil-DNAgtycosylase (UL2) genes, com- 
plete cds, and (UL3) gene, partial cdsV/0.0025:291 :62//U0251 3 F-Nf2RP3000836//Mouse complement factor H- 
related protein mRNA, complete cds, clone 9C4.//0.69:563:57//M29d69 
35 F-NT2RP3000841//Human DNA sequence from PAC 121 Gl3on'chroniosome 6 contains flow sorted chromosome 
6 Hindlll fragment ESTs. polymorphic CA repeat, CpG island, CpG Island genomic fragments.//2.1e-46:666:68// 
Z86062 

F-NT2RP3000845//Homo sapiens chromosome 19. cosmid R31237, complete sequence.//3.4e-92:l 93:93// 
AC005581 , ' 

40 F-NT2RP3000847//Human HepG2 3' region cDNA, clone hmd5d02y/3.4e-32:261 :B1//D1 6938 

F-NT2RP3000850//Homo sapiens clone RG271 G1 3, WORKING DRAFT SEQUENCE, 7 unordered pleces.//5.1 e- 
44:358:81//AC005082 ' ''^ ' ' . 

F-NT2RP3000852//Homo sapiens DNA sequence from PAC 117P20 on chromosome 1q24. Contains the LNHR 
(SELL) gene coding for Lymph Node Homing Receptor (L-Selectin precursor, LAM-1 Leukocyte Adhesion Mole- 

45 cule, Leukocyte surface antigen Leu-8, TQl , GP90-MEL, LECAMl'Leukocyte-Endothelial Cell Adhesion Molecule 
1 , CD62L). Contains the SELE gene coding for E-Selectin precursor (CD62E, ELAM-1 Endothelial Leukocyte 
Adhesion Molecule 1, LECAM-2 Leukocyte-Endothelial Cell Adhesion Molecule 2). Contains an unknown gene 
with homology to predicted yeast, plant and worm proteins. Contaihs.ESTs and STSs, complete sequence.//4.4e- 
1 23:1 50:98ML021 940 ;V;J ^V^: 

50 F-NT2RP3000859//T19M2TF TAMU Arabidopsis thaliana genornic* clone: T1 9M2, genomic survey sequenceV/ 

0.01 6:1 85:65//B60831 ' • ! 

F-NT2RP3000865 v ' =. 

F-NT2RP3000868//Human ovarian cancer downregulated myosin heavy chain homolog (Dod) mRNA, complete 
cds.//2.0e-29:766:60//U53445 ^>'V"'=^'^ 
55 F-NT2RP3000869//H.sapiens gene for plectinV/l .1e-12:700:60//Z54367 

F-NT2RP3000875//HS_2236_B1_G10_MF CIT Approved Hunian Geribmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2236 Col=19 Row=N, genomic sun/ey sequ.ence.//0.98:l53:68//AQl 54007 
F-NT2RP3000901//Human herpesvirus 2 glycoprotein B pirecursor (UL27) gene, complete cds.//0 .44:2 13:65// 
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AF021340 • • ^ . 

F-NT2RP3000904//Rat Na+ channel mRNA. 3' end7/3.6e-106:505:9V//K/l27223 
F-NT2RP3000917//Mouse mRNA for Dhm1 protein, complete cds^,//3..1.e-1 32:691 :93//D385 17 
F-NT2RP300091 9//Rattus norvegicus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cds.// 
5 3.2e-97:585:88//AF015264 . 

F-NT2RP3000968//Human Chromosome 16 BAG clone CIT987SK-A-234F9, complete sequencey/5.8e-70:181: 
89//U91326 

F-NT2RP3000980//R.norvegicus CYP3A1 gene, 5' flanking reglony/6.1e-26:507:66//X98335 
F-NT2RP3000994//HS-1 049-B2-F03-MF.abl CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
10 Plate=CT 771 Col=6 Row=L, genomic survey sequencey/1.5e-22:1 28:1 00//B39529 

F-NT2RP3001 004//H.sapiens CpG island DNA genomic Msel fragment, clone 39c1 , reverse read cpg39c1 .rtl aJ 
15.9e-27:1 50:997/260925 

F-NT2RP3001007//Homo sapiens clone NH0319F03. WORKING DRAFTSEQUENCE. 3 unordered pleces.//0. 11: 
610:57//AC006039 : r 

IS F-NT2RP3001 055//Drosophila melanogaster; Chromosome 2R; Region 47F1 -47F7; PI clone DS02304, WORK- 
ING DRAFT SEQUENCE. 5 unordered piecesy/1 .8e-23:352:67//ACp05653 
F-NT2RP3001 057//H.sapiens HZF4 mRNA for zinc finger proteiny/i .4e-49:437:77//X78927 
F-NT2RP3001081//Homo sapiens RCCl-like G exchanging factor RLG mRNA, complete cdsy/8.4e-50:534:74// 
AF060219 .y.X.'.^' 

20 F-NT2RP3001 084//Homo sapiens mRNA for KIAA0782 protein .'partial cdsy/1 .2e-1 4:474: 60//AB01 8325 

F-NT2RP3001096//CIT-HSP-2305P8.TF CIT-HSP Homo sapiens genomic clone 2305P8, genomic survey se- 
quencey/3.4e-37:222:93//AQ021278 

F-NT2RP3001107//Human mRNA for KIAA0215 gene, complete cdsy/8.5e-33:712:64//D86969 
F-NT2RP3001109//Human Chromosome I5q26.l PAC clone ppj457jl1 containing DNA polymerase gamma 
25 (polg) gene, complete sequencey/2.7e-1 16:1 86:99//AC00531 7 /* ' 

F-NT2RP3001111 ' ' 

F-NT2RP3001113//Human DNA sequence from cosmid Ul57D4i between markers DXS366 and DXS87 on chro- 
mosome xy/2.4e-05:702:58//Z68871 ' ' *' 

F-NT2RP3001115//Homo sapiens PAC clone DJ0905J08 from 7p12-p14, complete sequencey/1 .9e-1 70:821 :98// 
30 AC005189 

F-NT2RP3001116//HS_3075_A1_F01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3075 Col=1 Row=K, genomic survey sequencey/7.3e-49:290:92//AQ 120581 
F-NT2RP3001119//Human DNA sequence from clone 612B18 oh chromosome 1q24-25.3 Contains exon from 
gene similar to 408 ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, 
35 complete sequencey/1 .4e-1 21 :598:97//AL031 864 . ' 

F-NT2RP3001 120//Human zinc finger protein ZNF1 36 y/7. 4^-76 -687: 75//U09367 

F-NT2RP3001126//Bovine herpesvirus type 1 DNA for UL36.^UL37,'^^yL38. UL39, UL40 and UL41 y/6.8e-05:344: 
64//Z49078 ] ^" 

F-NT2RP3001133//Nephila clavipes minor ampullate silk pVotein MiSpl mRNA, partial cds y/0. 0002 1:529:60// 
40 AF027735 , * 

F-NT2RP3001140//Homo sapiens mRNA for KIAA0762 protein,;p^rtial.pclsy/3.6e-1 79:851 :98//AB01 8305 
F-NT2RP3001147//RPCI11 -3M16.TP RPCI-11 Homo sapiens geniomic'ciorie RPCI-11-3M16, genomic survey se- 
quencey/2.1e-15:106:96//B48859 •; . 

F.NT2RP3001150//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 423B22. WORKING 

45 DRAFT SEOUENCE.y/2.0e-1 59:41 8:95//AL034379 ' ^''''v -^' ffV^i ' 

F-NT2RP3001155//Homo sapiens mRNA for AND-1 proteiny/5.leil 9q:891:98//AJ006266 
F-NT2RP3001176//Human DNA sequence from clone 879k22 on chromosome 1q32.1-41 Contains GSS, com- 
plete sequence.//1.1e-69:207:97//AL034351 [ .' 

F-NT2RP3001214//Plasmodium falciparum 3D7 chromosorhe 12 PFYACB8-628 genomic sequence, WORKING 
50 DRAFT SEQUENCE, 9 unordered piecesy/0.16:475:58//AC005507 

F-NT2RP3001 21 6//Homo sapiens clone DJ0635O05, WORKING DRAFT SEQUENCE. 7 unordered piecesy/3.3e- 

05:561 :56//AC004845 

F-NT2RP3001221 - / 

F-NT2RP3001232//Mouse mRNA for serine protease PC6. comiete'c;dsy/l.0e-ll:l20:87//Di26l9 
55 F-NT2RP3001236 ' ' 

F-NT2RP3001239//Mouse MAPIB mRNA for MAPI B microtubule-associated protein7/3.9e-1 9:501 :61//X51 396 
F-NT2RP3001245//CITBI-E1-2505C1 .TF.1 CITBI-E1 Homo sapiens.genomic clone 2505C1 , genomic survey se- 
quencey/8.5e-70:337:100//AQ242007 * ' 

■- ' ,■ ' • I. 
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F-NT2RP3001 253//CITBI-E1 -2505N 1 4.TR CITBI-E1 Homo sapiens genomic Clone 2505N 1 4, genomic survey se- 
quence.//0.83:235:60//AQ260430 

F-NT2RP3001260//Homo sapiens mRNA for KIAA0726 protein, complete cds.//3.8e-47:761 :64//AB018269 
F-NT2RP3001268//Homo sapiens zinc finger protein (HZF6) mRNA, 5' UTR and partial cds.//2.3e-64:6 18:72// 
5 AF027513 

F-NT2RP3001272//MUS musculus mRNA for macrophage actin-associated-tyrosine-phosphorylated protein.// 
2.6e-99:669:83//Y18101 

F-NT2RP3001274//Human ABL gene, exon 1b and intron lb, and putative M8604 Met protein (M8604 Met) gene, 
complete cds.//0.99:400:58//U07561 , 
10 F-NT2RP3001281//Homo sapiens chromosome 17. clone hRPk.318_A_15, complete sequence.//5.9e-39:304: 
70//AC005837 

F-NT2RP3001297//Human mRNA for KIAA0281 gene, complete cds.//7.6e-47:544:69//D87457 
F-NT2RP3001307//Ambystoma tigrinum RPE65 protein mRNA. corriplete cdsy/2.4e-27:547:63//AF047465 
F-NT2RP3001318//Plasmodium falciparum 3D7 chromosome jj 2 PFYAC11 22 genomic sequence, WORKING 

IS DRAFT SEQUENCE, 3 unordered pieces.//0.00022:624:60//AC004709 

F-NT2RP3001325//Caenorhabdltis elegans cosmld F36H12.//0.25:523:59//AF078790 
F-NT2RP3001338//Human mRNA for KIAA0211 gene, complete cds.//5.1e-29:345:73//D86966 
F-NT2RP3001339//Rattus norvegicus mytonic dystrophy kinase-related Cdc42-binding kinase (MRCK) mRNA, 
complete cds.//1 .2e-151 :821 :91//AF021 935 

20 F-NT2RP3001340//Homo sapiens HMG box factor SOX-13 mRNA, complete cdsy/5.3e-27:247:81//AF0831 05 

F-NT2RP3001355//Homo sapiens Chromosome 22q11.2 BAC Clone 77h2 In CES Region, WORKING DRAFT 
SEQUENCE, 7 unordered piecesy/2.1e-1 6:1 30:76//AC000052 . 
F-NT2RP3001356 • 
F-NT2RP3001374 

25 F-NT2RP3001383//Homo sapiens DNA sequence from PAC 140^12 oh chromosome 6q26-q27y/0.00082:365: 

61//AL008628 'vi^V;; 

F-NT2RP3001384//Homo sapiens HRIHFB2018 mRNA. partial cdsy/6.4e-1 57 : 743 :98//AB0 15332 
F-NT2RP3001392//Human DNA sequence from PAC 302D9 on chromosome 22q11.2-qter. Contains STS, com- 
plete sequencey/0.045:359:61//Z821 98 
30 F-NT2RP3001396//Drosophila melanogaster DNA sequence (P1 'DS08860 (D181)), complete sequencey/1 .So- 

le :336:65//AC 004296 , ' ; 

F-NT2RP3001398//MUS musculus zinc finger protein (2fp64) rriRN/V.'complete cds y/3.1e-1 00:711 :82//U49046 
F-NT2RP3001 399//Homo sapiens PAC clone DJ11 06E03 from 7q31 .3-7q3, complete sequencey/5.4e-20:245:73// 
AC005521 • ^ T- 

35 F-NT2RP3001407//RPCI11-41A20.TP RPCI-11 Homo sapiens denpfnic clone RPCI-11-41A20, genomic sun/ey 
sequence.//0.051 :306:59//AQ029031 -fr? : ' ' ; 

F-NT2RP3001420//Human DNA sequence from PAC 12409 on chromosome 6q21 . Contains DNAJ2 (HDJI) like 
pseudogene, ESTs, STSs and GSSsy/0.90:l70:65//AL02l327 -r"; ^ ; 

F-NT2RP3001426//Human DNA sequence "* SEQUENCING IN PRdGRESS *** from clone 126A5. WORKING 
40 DRAFT SEQUENCEy/2.9e-89:138:98//AL031447 \ '" ' f 'S ' V' ' 

F-NT2RP3001427//CIT-HSP-2302H24.TF CIT-HSP Homo sapiens genomic clone 2302H24, genomic survey se- 
quencey/8.1e-36:212:94//AQ020997 J' ; 

F-NT2RP3001428//Human nuclear pore complex-associated protein TPR (tpr) mRNA, complete cdsy/8.5e-73: 
431:91//U69668 ' - . 

45 F-NT2RP3001432//HS_3032_B1_A03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3032 Col=5 Row=B, genomic survey sequencey/p.op024:1ll :76//AQ0966l9 
F-NT2RP3001447 ' / "! ' 

F-NT2RP3001449//Human DNA sequence from clone 283E3 on chromosome 1p36.21 -36.33. Contains the alter- 
natively spliced gene for Matrix Metalloproteinase in the Female Reproductive tract MIFRI, -2, MMP21/22A. -B 

50 and -C, a novel gene, the alternatively spliced CDC2L2 gene for Cell Division Cycle 2-Like 2 (PITSLRE, p58/GTA. 
Galactosyltransferase Associated Protein Kinase) beta 1. beta 2;1, beta 2-2 and alpha 2-4, a 40S Ribosomal 
Protein S7 pseudogene, part of the KIAA0447 gene, a novel alternatively spliced gene similar to many (archae) 
bacterial, worm and yeast hypothetical genes, and the GNB1. gerie -for.Guanine Nucleotide Binding Protein (G 
protein), Beta polypeptide 1 (Transducin Beta chain 1). Contains putative CpG islands, ESTs. STSs and GSSs, 

S5 complete sequencey/2.1e-105:223:99//AL031282 ^ ^ , 

F-NT2RP3001 453//Ralsionia sp. E2 positive phenol-degradativeigehe regulator (poxR), phenol hydroxylase com- 
ponents (poxA, poxB, poxC, poxD, poxE, poxF), and fenredoxin'-li'ke; protein (poxG) genes, complete cdsy/0.75: 
349:59//AF026065 . . : r 
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F-NT2RP3001457 . . 

F-NT2RP3001459 

F-NT2RP3001472//Homo sapiens Sox-like transcriptional factor mRNA, complete cds.//1 .36-08:168:70// 
AF072836 

5 F-NT2RP3001490 , < 

F-NT2RP3001495//Human oxidoreductase (HHCMA56) mRNA. complete cdsV/l .0e-26:191:90//U13395 
F-NT2RP3001497//Homo sapiens multiple membrane spanning receptor TRC8 (TRC8) mRNA, complete cds7/ 
8.5e-1 71 :804:98//AF064801 

F-NT2RP3001527//Human lymphoid-specific SP100 homolog (LYSP1 OO-A) mRNA, complete. cdsy/8.9e- 140:743: 
10 91//U36499 

F-NT2RP3001529//Streptomyces griseus DNA for ribosoma protein L21, ribosomal protein L27, Obg, complete 
CdS.//2.1e-14:517:59//D87916 . 

F-NT2RP3001 538//Capra hircus hircus clone 1 2 RAPD PGR sequence, genomic survey sequencey/4.7e-05:21 7: 
63//AF078176 /• 
IS F-NT2RP3001 554//Rattus norvegicus microtubule-associated protein 1 A MAPI A (Mtap-1 ) mRNA, complete cdsV/ 
4.3e-17:332:67//M83196 

F-NT2RP3001580//RPCI11'91E19.TV RPCI11 Homo sapiens genomic clone R-91E19, genomic survey se- 

quence.//4.2e-1 5:1 1 0:91//AQ281 332 

F-NT2RP3001587//S.pombe chromosome II cosmid c16H5.//6.6e-28:4^1:64//AL022104 
20 F-NT2RP3001589//RPCI11-68M15.TK RPCI11 Homo sapiens genomic clone R-68M15, genomic sun^ey se- 

quence.//8.7e-1 08:51 7:98//AQ237629 ' 

F-NT2RP3001607//Homo sapiens Xp22 BAG GSHB-600G8 (Genome Systems Human BAG library) complete 
sequence.//1.0e-09:257:65//AC004674 

F-NT2RP3001608//Methylococcus capsulatus methane monooxygenase component A alpha chain, methane mo- 
25 nooxygenase A beta chain and methane monooxygenase compbiienf 0 genes, complete cds.//0. 59:450:57// 

M90050 

F-NT2RP3001 621//Human DNA sequence from clone 24o1 8 on chromosome 6p21 .31 -22.2 Contains zinc finger 
protein pseudogene, VNO-type olfactory receptor pseudogene, nuclear envelope pore membrane protein, EST 
STS, GSS, complete sequencey/1 .8e-42:278:79//AL02l 808 
30 F-NT2RP3001629 V ^ . ' 

F-NT2RP3001634//Homo sapiens mRNA for Ariadne-2 proteiny/i;5e-63:276:97//AJ1 30978 
F-NT2RP3001642//Caenorhabditis elegans cosmid F45E6. complete sequencey/O.OI 8:127:66//268117 
F-NT2RP3001646 ' ' ; -^^ • 

F-NT2RP3001671//Homo sapiens mRNA for NS1 -binding protein.'(NSl:BP).//3.4e-171 :816:98//AJ012449 
35 F-NT2RP3001 672//Drosophila melanogaster transcriptional Vepfie'isdr protein (Scm) mRNA, complete cds.//l .6e- 
38:542:66//U49793 ' . 

F-NT2RP3001676//HS_3090_B1_B04_T7 GIT Approved Human' (j'enomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3090 Gol=7 Row=D, genomic survey sequence y/3.ie-07:333:64//AQ 123250 
F-NT2RP3001678//Drosophila melanogaster; Chromosome 3L; Region 63G5-63D3; PI clone DS01859, WORK- 
40 ING DRAFT SEQUENCE. 6 unordered pieces.//1 .0:539:57//AC004358 : 

F-NT2RP3001679//Homo sapiens genomic DNA of 8p21.3-p22 anti-dncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/11 y/2.8e-l30:355:96//AB02086b'' 

F-NT2RP3001 688//Rattus norvegicus glucocorticoid modulatory element binding protein 2 mRNA, complete cdsy/ 

2.1e-37:512:70//AF059273 ' ' ' " 

45 F-NT2RP3001690//CIT-HSP-2300P9TR GIT-HSP Homo sapiens genomic clone 2300P9, genomic survey se- 
quencey/2.8e-19:123:95//AQ012480 ' ^-"^ 

F-NT2RP3001698//Rat mRNA for RhoGAP, complete cdsy/9-4e-11 :'167:74//D31962 

F-NT2RP3001708//H.sapiens GpG island DNA genomic Msei fragment, clone 4g7, reverse read cpg4g7.rtld.// 
1.3e-17:113:97//Z61312 , ^ 

50 F-NT2RP3001 712//M.musculus mRNA for HP1 -BP74 protein y/2.2e-95:601 :88//X99642 

F-NT2RP3001716 ; 

F-NT2RP3001724//Homo sapienschromodomain-helicase-DNA-bihding protein mRNA, complete cdsy/1 .4e-159: 
565:97//AF054177 

F-NT2RP3001727//Rattus norvegicus implantation-associated.protein (lAG2)-mRNA, partial cdsy/1 .7e-1 32:786: 
55 88//AF008554 

F-NT2RP3001730//Human mRNA for KIAA0128 gene, partial.fe'd^.H9a-104^ 

F-NT2RP3001739//Homo sapiens Chromosome 22q11.2 PAGrCiOhe p201m18 In DGGR Region, complete se- 
quencey/6.5e-07:178:69//AC000097 , • 
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F-NT2RP3001 752//Human DN A sequence from clone 1 05D1 6 on chromosome Xpl 1 .3-1 1 .4 Contains pseudogene 
similar to laminin-binding protein, CA repeat, STS, complete sequence7/5.2e-31:3ll:77//AL031311 
F-NT2RP3001753//Sequence 29 from patent US 5658882. //0. 1 1 :513:58//I62381 
F-NT2RP3001764//Sequence 6 from Patent W09706245.//6.4e-47:673:66//A59888 
5 F-NT2RP3001 777//Caenorhabditis elegans cosmid T1 0E1 07/b,078:'290:63//U39644 

F-NT2RP3001 782//Homo sapiens mRNA for KIAA0459 protein, partial cds7/2.8e-1 51 :71 0:98//AB007928 
F-NT2RP3001792//MUS musculus myelin gene expression facton(MEF-2) mRNA, partial cds7/1.2e-26:2 13:85// 
U13262 

F-NT2RP3001799//Human DNA sequence "* SEQUENCING IN. PROGRESS *" from clone 469D22, WORKING 
10 DRAFT SEQUENCE.//8.4e-51 :168:95//AL031284 ' ^ 

F-NT2RP3001819//S.glaucescens genes strU, strX, strV and^^strVVi^fbr 5'-hy pruduction and 

transport potypeptidesy/0.084:526:58//X89010 ' >.'C%t^::^ • 

F-NT2RP3001844//HS_3110_B1_E10_T7 CIT Approved Human; Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3110 Col=19 Row=J, genomic survey sequenciB7/1.5e-40:232:82//AQ 140433 
15 F-NT2RP3001B54//Plasmodium falciparum 3D7 chromosome* 12 ^PFYACI 81 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered piecesV/O.1 4:452 :58//ACb055p5f ' ' ' 

F-NT2RP3001 855//MUS musculus homeobox protein PKN0X1 (Pknbxl ) mRNA, complete cds.//2.7e-39:575:67// 
AF061270 '''/.'i':', 
F-NT2RP3001 857//M.musculus tex292 mRNA (5'reglon).//8.7e-07:r66:81//X80434 
20 F-NT2RP3001896 ; 

F-NT2RP3001898//Human DNA sequence *" SEQUENCING In PROGRESS *** from clone 163G9, WORKING 
DRAFT SEQUENCE7/0.094:456:60//AL008733 

F-NT2RP3001915//Caenorhabditis elegans cosmid CI 208,' complete sdquence.//0.58:482:56//Z73969 
F-NT2RP3001 926//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from MAL4P1 . WORKING 
25 DRAFT SEQUENCE.//0.42:401 :58//AL034557 

F-NT2RP3001929//Homo sapiens chromosome 16, cosmid clone.RT102 (LANL), complete sequencey/3.1e-28: 
263:77//AC004651 - v f / 

F-NT2RP3001931 ' < . 

F-NT2RP3001938//CIT-HSP-2165E8.TR CIT-HSP Homo sapiens ^genomic clone 2165E8, genomic survey se- 
30 quence.//3.6e-24:182:91//B95475 

F-NT2RP3001 943//Homo sapiens mRNA for KIAA0675 protein /^corriplete cds.//1 .8e-1 65:81 5:96//AB0 14575 
F-NT2RP3001944 _^ „ . .- .^ 

F-NT2RP3001969//Homo sapiens chromosome 12p13.3 cldne' ppcWl-^^^ WORKING DRAFT SEQUENCE, 
72 unordered pieces.//4.8e-62:304:89//AC005844 ^ 'T'^^' ' " 

35 F-NT2RP3001989//Plasmodium falciparum strain Dd2 heat sh'ock prp^^^ 86 (HSP86), 01 (o1), 03 (o3), 02 (02), 

CG8 (cg8), CG4 (cg4), CG3 (cg3), CG9 (cg9), CGI (cgl), CG6'(cbQy,.chloroquine resistance candidate protein 
(cg2), and CG7 (cg7) genes, complete cdsy/8.2e-10:564:60//AFb|pfe'94t 

F-NT2RP3002002//Human DNA sequence from PAC 306D1 oh chVoniosome X contains ESTs.//2.5e-57:361 :80// 
Z83822 ;.; 

40 F-NT2RP3002004//Sequence 3 from patent US 57982457/1.66-26:1 04:1 00//AR025386 

F-NT2RP3002007//Human Chromosome I5q1l-q13 PAC clone'ppj223c9 from the Prader-Willi/Angelman Syn- 
drome region, complete sequence.//0.0053:633:58//AC0041 37 

F-NT2RP3002014//Drosophila melanogaster DNA sequence (P1s DS07528 (D1 69) and DS06665 (D220)), com- 
plete sequence .//1 .3e-32:334:68//AC004640 

45 F-NT2RP3002033//H.sapiens DNA sequence.//0.01 2:21 4:637/722^93 

F-NT2RP3002045//Rat mRNA for alpha-c large chain of the protein complex AP-2 associated with clathrin.//8.7e- 
116:713:86//X53773 

F-NT2RP3002054//Mycobacterium tuberculosis H37Rv complete^ genome; segment 1 43/1 62.//l.6e-l 2:6 13:60// 
AL021841 : • 

50 F-NT2RP3002056//Human DNA sequence from PAC 358H7 pn chrbmosome X.//0.1 7:566:59//Z77249 

F-NT2RP3002057//Homo sapiens Clone NH0084K19. WORKING' DRAFT SEQUENCE, 30 unordered pieces.// 
3.3e-24: 1 67:82//AC005682 , 
F-NT2RP3002062 ^ '• 

F-NT2RP3002063//Rickettsla prowazekii strain Madrid E, -complete genome: segment 3/4.//0.24:508:58// 
55 AJ235272 '^tf 'i^i^i ' 

F-NT2RP3002081//HS_2001_B1_E06_T7 CIT Approved Human Genomto Sperm Library D Homo sapiens ge- 
nomic clone Plate=200l Col=ii Row=J, genomic survey se'gu^^ncQri^9.7e-22:1^ 

F-NT2RP3002097//Homo sapiens Xp22-150 BAC GSHB-309P15r((ien^^ Systems Human BAC Library) com- 
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plete sequence.//9.6e-66:562:77//AC0062l0 ' . 

F-NT2RP3002102//CIT-HSP-2307B10.TR CIT-HSP Homo sapiens genomic clone 2307B10, genomic survey se- 
quence7/5.9e-16:214:74//AQ018040 ; 
F-NT2RP3002108 . " 

5 F-NT2RP3002142//Homo Sapiens Cliromosome 16 BAG clone CIT987SK-A-319E8, complete sequencey/7.6e- 
29:41 4:68//AC004020 - . . 

F-NT2RP3002146//Pseudomonas fluorescens polyketide synthase .type I (pItB) and polyketide synthase type I 
(pItC) genes, complete Cds7/0.96:434:6Q//AF003370 IH^ V ' 

F-NT2RP3002147//Human DNA sequence "* SEQUENCING* IN PROGRESS *" from clone 329F2, WORKING 
10 DRAFT SEQUENCE.//1.3e-63:380:91//AL031 710 ; 

F-NT2RP3002151//Human chromosome 16p13.1 BAG clone\^Cjf987SK-551G9 complete sequence.//9.9e-60: 

315:80/AJ95742 ' ''''i'f'- 

F-NT2RP3002163 , • 

F-NT2RP3002165//M.musculus HCNGP mRNAy/1 .4e-142:867:87//X68061 
15 F-NT2RP3002166//Homo sapiens chromosome X, clone hGIT,2dO_L_4, complete sequence.//0.090:394:59// 

AC006121 '/ ■ 

F-NT2RP3002173//HS_3062_B1_G05_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3062 Gol=9 Row=N, genomic survey sequence.//3.3e-101 :509:96//AQ193219 
F-NT2RP30021 81 //Human DNA sequence from clone 24o18 on chromosome 6p21 .31-22.2 Contains zinc finger 
20 protein pseudogene, VNO-type olfactory receptor pseudogene, nuclear envelope pore membrane protein, EST. 
STS, GSS, complete sequencey/4.5e-106:432:84//AL021808 

F-NT2RP3002244//Homo sapiens chromosome 19. cosmid R27377, complete sequencey/0.63:353:60// 
AC005321 , . 

F-NT2RP3002248//HS_3029_A1_D10_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomlc clone Plate=3029 Gol=19 Row=G, genomic survey sequerice.//3.5e-10:125:79//AQ094880 

F-NT2RP3002255//Bovine herpesvirus type 1 immedidate-early trariscriptional control protein (BICP4) gene, 5' 
endy/5.6e-09:629:59//L14321 

F-NT2RP3002273//CSRL-165E12-U cSRL flow sorted Chro'mosorfie 11 specific cosmid Homo sapiens genomic 
clone CSRL-165E12, genomic survey sequencey/4.9e-35:366:74//B03p04 
30 F-NT2RP3002276//B.taurus mRNA for B15 subunit of NAdH: libiquinohe oxidoreductase complexy/0.023:326: 

60//X64898 ; 1%':^^:' 

F-NT2RP3002303//Methanobacterium thermoautotrophicunfj frprp.bas^^^ 182957 (section 16 of 148) of 

the complete genome. //3.8e-1 2 :643:57//AE000810 > v!: ':i ' 

F-NT2RP3002304//Plasmodium falciparum 3D7 chromosome' 12"PFYAG1 383 genomic sequence, WORKING 
35 DRAFT SEQUENCE, 3 unordered piecesV/l .6e-09:490:60//AC0055p4 

F-NT2RP3002330//Human DNA sequence from cosmid L58b6,'Huri'tirigton's Disease Region, chromosome 
4p1 6.3, containing STS matches.//1 .9e-93:572:88//Z49862 ' 'V 

F-NT2RP3002343//HS_3010_A2_B08_T7 GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3010 Gol=16 Row=G, genomic survey sequence!//9!oe-75:373:97//AQ119068 
40 F-NT2RP3002351 //Human mRNA for NAD-dependent methylene tetrahydrofolate dehydrogenase cyclohydrolase 
(EC1.5.1.15)y/4.9e-64:588:75//X16396 ; : ' ; 

F-NT2RP3002352//Homo sapiens mRNA for protein encoded by ckolrfS (71 -7A) gene, alternatively spliced formy/ 
1.3e-164:770:98//Y16355 

F-NT2RP3002377//Homo sapiens mRNA for KIAA0788 protein, partial cdsy/1 .4e-1 90:91 1:98//AB0 18331 

45 F-NT2RP3002399 

F-NT2RP3002402//Rattus norvegicus mRNA for dipeptidyl peptidase III. complete cdsy/7.2e-25:249:79//D89340 
F-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cds.//1 .2e-138:649:99//AB014578 
F-NT2RP3002484//CIT-HSP-367N3.TR1 CIT-HSP Homo sapiens genomic clone 367N3. genomic survey se- 
quencey/5.0e-1 8:11 5:96//B78927 

50 F-NT2RP3002501//Caenorhabditis elegans cosmid K01 C8, complete sequencey/0.00020:1 70:65//249068 

F-NT2RP3002512//Homo sapiens clone 664 unknown mRNA/partial sequencey/1 .6e-59:308:97//AF091088 
F-NT2RP3002529//Human vacuolar protein sorting homolog h-vps^5 rnRNA, complete cdsy/1.4e-l 44:763:93// 
U35246 

F-NT2RP3002545//Homo sapiens mRNA for KIAA0729 protein? parti a 
55 F-NT2RP3002549//Homo sapiens clone DJ0098O22, WORKING DRAffTSEQUENCE, 5 unordered piecesy/4.7e- 

26:123:72//AC004821 . ' ! ' 

F-NT2RP3002566//Streptomyces viridifaciens Sigma factor (hrdb) gene, complete cdsy/0.76:459:59//U60418 
F-NT2RP3002587//Homo sapiens chromosome Y, clone 26l*;M,2d,- complete sequencey/4.6e-l 3:1 99:76// 
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AC004617 

F-NT2RP3002590//Porphyra purpurea chloroplast, complete gehome.//0.88:284:60//U38804 
F-NT2RP3002602//CIT978SK-A-441H11-2.TPB CIT978SK. Homo-sapieris genomic Clone A-441H11, genomic 
survey sequence y/2.0e-22: 140: 95//B68331 . . ^ 

5 F-NT2RP3002603 ' ' 

F-NT2RP3002628//C.acetobutylicum dnaJ and orfB genes7/2.pe-05:333:60//X69050 
F-NT2RP3002631 . \ .y^j i 

F-NT2RP3002650//MUS musculus mRNA for cartilage-associated protein (CASP)7/1 .5e-20:641 :62//AJ006469 
F-NT2RP3002659//Bovine herpesvirus type 1 UL22-35 genes.//5.2e-05:621 :59//Z78205 
10 F-NT2RP3002660//Homo Sapiens PAC clone DJ1006K12 fron[i'7q3t.2^31. complete sequence.//0.98:453:57// 
AC004946 

F-NT2RP3002663//Homo sapiens Chromosome 19, cosmid F6697, complete sequence7/3.3e-22:407:67// 
AC006129 " 
F-NT2RP3002671//S.pombe chromosome III cosmid C553.//1 :0e-*12:336:66//AL023704 
15 F-NT2RP3002682//Caenorhabdltis elegans cosmid Fl 7C11 , complete sequencey/1 .3e-21 :448:64//Z72507 

F-NT2RP3002687//CIT978SK-A-789B1.TP CIT978SK Homo sapiens genomic Clone A-789B1, genomic survey 
sequence.//2.5e-25:173:91//B51656 

F-NT2RP3002688//Mouse mRNA for kinesin-like protein (Kif1b). complete cds.//1 .2e-73:728:74//D 17577 
F-NT2RP3002701//CITBI-E1 -2507L14TF CITBI-E1 Homo sapiens genomic clone 2507L14, genomic survey se- 
20 quence.//0.0012:55:92//AQ263530 : 

F-NT2RP3002713 > 

F-NT2RP3002763//Caenorhabditis elegans cosmid T20F10, complete sequencey/0.98:209:63//Z81594 
F-NT2RP3002770 . 

F-NT2RP3002785//Homo sapiens laminin beta-4 chain precursor (LiAMB4) mRNA, alternatively spliced short var- 

25 lant, partial CdS.//0.78:515:57//AF029325 % ^^^t'^""" . 

F-NT2RP3002799//Human DNA sequence from clone 1052M9pn chrpmbsome Xq25. Contains the SH2D1 Agene 
for SH2 domain protein 1 A, Duncan's disease (lymphoproliferatiye syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLPI) LIKE gene and part of a mouse D0C4 l-IKfegene, Contains ESTs and GSSs, complete 
sequence.//1.9e-21:167:79//AL022718 . ^^1 .\ • 

30 F-NT2RP3002810//Homo sapiens chromosome 17, clone hRPPc!2l'5_E_13. complete sequence.//0.32: 187:66// 
AC005549 \, 

F-NT2RP300281 8//Homo sapiens jerky gene product homolog mRN^', complete cdsy/6.9e-54:61 5:70//AF00471 5 
F-NT2RP3002861//Caenorhabditis elegans cosmid M03F47/4.2e-.05:226:65//U6460l 
F-NT2RP3002869//MUS musculus semaphorin Via mRNA, complete cds 7/2. Oe-93: 638 :83//AF030430 
35 F-NT2RP3002876//Homo sapiens mRNA for B1 20, complete cds7/8;5e-89:557:88//AB001 895 

F-NT2RP3002877//Homo sapiens chromosome 12p13.3 clorie;RPC[l1-433J6. WORKING DRAFT SEQUENCE. 
100 unordered pieces7/7.9e-12:160:78//AC006087 

F-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, partial cds7/5.7e-180:853:98//AB018314 
F-NT2RP3002911//RPCI11-24N15.TPC RPCI-11 Homo sapiens genomic Clone RPCI-11-24N1 5, genomic survey 
40 sequence7/2.3e-13:442:61//B88815 

F-NT2RP300294a//, complete sequence7/2.2e-11 0:637:91 //AC005500 

F-NT2RP3002953//Homo sapiens chromosome 5, BAG clone 34jl 5 (LBNL HI 69), complete sequence7/1 .7e-166: 
793:98//AC005754 

F-NT2RP3002955//Human HepG2 partial cDNA, clone hmd3c02m57/0.00011:61:95//D17024 
45 F-NT2RP3002969//Rat mRNA for brain acyl-CoA synthetase II. complete cds7/1 .2e-128:808:85//D30666 

F-NT2RP3002972//H.sapiens (xs168) mRNA, 381bp7/1 .5e^-43:dl2:85^^^^ 

F-NT2RP3002978//Plasmodium falciparum 3D7 chromosome: 1 2' :PFYAC 181 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces7/0.00044:527:57///\G0di5505 ' 

F-NT2RP3002985//Genomic sequence from Human 9q34, complete.seguence7/0.92:341:60//AC001644 
50 F-NT2RP3002988//HS_3015_A1_B07_T7 CIT Approved Hunfan Ge hemic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3015 Col=13 Row=C, genomic survey sequence://4.4e-05:379:58//AQ091708 
F-NT2RP3003008//MUS musculus maj'orhistocompatibility locus class ! II regions Hsc70t gene, partial cds;smRNP, 
G7A, NG23, MutS homolog, CLCP, NG24. NG25, and NG26 genes; C9mplete cds; and unknown genesY/l .4e-72: 
197:79//AF1 09905 ."^ / 

55 F-NT2RP3003032//Plasmodium falciparum DNA "* SEQUENCING IN PROGRESS *** from contig 3-80, complete 

sequence7/1.6e-08:809:58//AL010153 ; / ' 

F-NT2RP3003059//Rattus norvegicus potassium channel regulatpr',1 nriRNA, complete cds7/4.1e-1 11:804:81// 
U78090 : , . ' / • 
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F-NT2RP3003061//Human mRNA for ankyrin (variant 2.1)7/1 :4e-12:633:59//X1 6609 

F-NT2RP3003068//Human BAG Clone RG264L19 from 7p1 5-p21 . complete sequencey/0.034:282:60//AC002410 
F-NT2RP3003071//H.sapiens CpG island DNA genonri'ic- 'MseTffrag clone I3dl2, reverse read 
cpg13d12.rt1c.//6.8e-1 5:95:1 00//Z64565 
5 F-NT2RP3003078 ■ 

F-NT2RP3003101//MousemRNA for tetracycline transporter-like protein, complete cdsy/8.1e-72:732:71//D883l5 
F-NT2RP3003121 >- 'i-'^}''- ' ' 

F-NT2RP3003133//Homo sapiens chromosome 19, cosmid ; R30385, complete sequence.//3.5e-1 2: 168:76// 
AC004510 ■ * 

10 F-NT2RP30031 38//Mouse kif4 mRNA for microtubule-based motor protein KIF4. complete cds.//4.ae-1 48:908:87// 

D12646 

F-NT2RP3003139//Rattus norvegicus kappa opioid receptor gene, exon 4 and complete cds.//2.0e-3i :658:63// 
U 17995 

F-NT2RP3003145//MUS musculus carboxypeptidase X2 mRNA, complete cds.//3.5e-22:430:63//AF0 17639 

IS F-NT2RP3003150 ' * 

F-NT2RP3003157//HS_3055_B1_G05_MF CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3055 Col=9 Row=N, genomic survey sequence.//1 . 9e-92: 493 :94//AQ 155489 
F-NT2RP3003185//Rattus norvegicus brain-enriched guanylate kinase-associated protein 1 mRNA, complete 
cds.//8.6e-06:228:65//AF064868 

20 F-NT2RP30031 93//H.sapiens HZF1 0 mRNA for zinc finger protein.//7.4e-73:737:71//X78933 

F-NT2RP3003197 

F-NT2RP3003203//Rattus norvegicus golgi peripheral membrane protein p65 (GRASP65) mRNA, complete cds.// 
4.1e-48:640:67//AF015264 '^^-^^'^ 
F-NT2RP3003204//Human Mermaid LINE-1 element mRN/V secjUen&V/0. 0033: 
25 F-NT2RP3003210//Homo sapiens SYBL1 geneV/l Je-34:430:70//l^Job4799 

F-NT2RP30032 1 2//Rattus norvegicus lamina associated polypeptide^l G;(LAP1 C) mRNA, complete cdsy/6.3e-75: 
776:74//U20286 !*^:v 

F-NT2RP3003230//Rattus norvegicus mRNA for cononin-like p'rOteiribyf :8e-62:575:74//AJ006064 
F-NT2RP3003242//Homo sapiens StannlocalCln-2 (STG-2) mRNAfcbmplete cdsy/3.7e-1 28:61 7:98//AF055460 
30 F-NT2RP3003251//H.sapiens Staf50 mRNA.//3.5e-67:651 :76//)<822G0''' 

F-NT2RP3003264//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.015:473:58//AC004153 ' ; 

F-NT2RP3003278//H.saplens CpG island DNA genomic Msel fragment, clone 28b4, forward read cpg28b4.ft1 aV/ 
4.0e-27:174:93//Z60555 'l 
35 F-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, complete 'cds,//1 .3e-131 :694:93//L36983 

F-NT2RP3003290//Homo sapiens nickel-specific induction protein (Cap43) mRNA, complete cdsy/1.7e-64:662: 
71//AF004162 

F-NT2RP3003301//Spinacia oleracea mRNA for ATP-dependent'prptease Lon, complete cdsy/4.9e-37:682:64// 

D85610 ' : 

40 F-NT2RP3003302//Homo sapiens, clone hRPK.15_A_1 , complete sequencey/4.6e-95:680:82//AC00621 3 

F-NT2RP3003311//Homo sapiens chromosome 21, Neurofibromatosis 1 (NF1) related locus, complete se- 

quencey/1 .0:191 :62//AG004527 * " f^:^' 

F-NT2RP3003313//Streptomyces coelicolor cosmid 5A7y/0.0p84:;403:61//AL031 1 07 

F-NT2RP3003327//H.sapiens StafSO mRNAy/2.5e-29:253:67j^^iC822S^^ 
45 F-NT2RP3Q03330 ; "^^i.t ' \ \ 

F-NT2RP3003344 ] ^^^^^^^ , 

F-NT2RP3003346//Homo sapiens chromosome 17, clone hRPk!793iF_l7, complete sequencey/9.0e-41 :296: 
84//AC005284 f 

F-NT2RP3003353//Human DNA sequence from PAC 970D1 on chromosome 1q24. Contains ESTs, STSs and a 
50 BAG end-sequence (GSS).//0.047:404:60//AL021069 ' -J i ^tP - 

F-NT2RP3003377//Homo sapiens clone DJ0919J22, W0RK|NG\DRA;FT SEQUENCE. 34 unordered piecesV/ 

8.3e-122:632:96//AC005519 '"^ 'l 

F-NT2RP3003384//Homo sapiens Chromosome 2 BAG Clone 376al7 WORKING DRAFT SEQUENCE, 17 unor- 
dered piecesy/0.0036:127:74//AC000360 'A'-.i:: 3 . • 
55 F-NT2RP3003385//MUS musculus SKD3 mRNA, complete cds://2^0e-.il0:843:79//U09874 

F-NT2RP3003403//Human Chromosome X, complete sequencey/7.5e-21 :647:61//AC002407 
F-NT2RP3003409//Human DHHG-domain-containing cysteine-rich protein mRNA, complete cdsy/1 .0e-20:430: 
63//U90653 
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F-NT2RP3003411//MUS musculus C0P9 complex subunit 7b (C0PS7b) mRNA, complete cds.//4.2e- 139:524:90// 
AF071317 ^ ■ 

F-NT2RP3003427//HS-1 051 -A1 -D03-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic done 
Plate=CT 773 Col=5 Row=G, genomic survey sequence.//8.8e-18:111:97//B40173 
5 F-NT2RP3003433//HS_2219_B2_A11_MF CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=22l9 Col=22 Row=B, genomic survey sequence.//l .2e-57:4i0:83//AQ 145866 
F-NT2RP3003464//Homo sapiens rab3-GAP regulatory domain'. mRNA, complete cds.//5.2e-1 81:853:98// 
AF004828 . ... : , . 

F-NT2RP3003490//Homo sapiens mRNA for KIAA0725 protein, partial cds7/1.6e-173:826:98//AB018268 
10 F-NT2RP3003491//GIT-HSP-2344O1 TR CIT-HSP Homo sapiens genomic clone 234401 . genomic survey se- 

quence.//1 .2e-39:213:97//AQ057124 

F-NT2RP3003500//HS_3000_B1_C07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3000 Col=13 Row=F, genomic survey sequence7/0.025:253:60//AQ090347 
F-NT2RP3003543//Homo sapiens chromosome 1 6. cosmid clone 399H1 1 (LANL), complete sequenceV/0 .95:279: 
15 60//AC004234 

F-NT2RP3003552//Homo sapiens clone UWGC:y54c222 from 6p21, complete sequence.//1.8e-88: 166:84// 
AC006049 

F-NT2RP3003555//Human DMA sequence *** SEQUENCING IN PROGRESS *** from clone 228H13, WORKING 
DRAFT SEQUENCE7/8.9e-1 7:245:72//AL031985 ' 
20 F-NT2RP3003564//HS_3141_B1_G10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3l4l Col=l9 Row=N, genomic survey sequerice.//2.7e-79:442:93//AQl 87798 
F-NT2RP3003572 ^ V?^^ .- . 

F-NT2RP3003576//Homo sapiens clone RG031N19, WORKING DRAFT SfeQUENCE, 1 unordered pieces.//5.8e- 
55:275:84//AC0a5632 - y ■ 

25 F-NT2RP3003589//Canine rab10 mRNA for ras-related GTP-biriding'prdteinV/l .1e-94:488:95 

F-NT2RP3003621//Homo sapiens chromosome 16, cosmid clone 432A'i (LANL), complete sequencey/6.0e-88: 
463:84//AC004235 

F-NT2RP3003625//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 390E6, WORKING 
DRAFT SEQUENCE.//0.98:307:60//AL031 600 ' ' ' ' 

30 F-NT2RP3003656 

F-NT2RP3003659//Rrubripes GSS sequence, clone 01 3G07cE7,^ genomic survey sequence.//1 .7e-25:284:74// 

AL011271 

F-NT2RP3003665//Homo sapiens chromosome 9q34, clone 63G10, complete sequence.//0. 01 1:279:65// 
AC002096 

35 F-NT2RP3003672 1 ! ^ 

F-NT2RP3003680//Drosophila melanogaster; Chromosome '2R; Region 39B1-39B3; PI clone DS05527, WORK- 
ING DRAFT SEQUENCE, 9 unordered pieces.//3.4e-16:425:64//AC005811 

F-NT2RP3003686//HS_3064_B2_A04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=8 Row=B, genomic survey sequence.//3.1e-27:153:98//AQ 136993 
40 F-NT2RP3003701 ' ' 

F-NT2RP3003716//Rattus norvegicus Shal-related potassium •channel Kv4.3 mRNA, complete cds7/4.6e-1 07: 
788:82//U42975 'i: - 

F-NT2RP3003726//Homo sapiens mRNA for KIAA0757 proteirii corriplefe cds.//2 .3e-1 48 :700:9a//AB0 18300 
F-NT2RP3003746//CIT-HSP-2306A10.TF CIT-HSP Homo sapiens: genomic clone 2306A1 0, genomic survey se- 

45 quence.//0.39:212:61//AQ01 5785 ' ' ' ' ' ' 

F-NT2RP3003795//Human DNA sequence from clone 333H23 on chromosome 22q12.1-12.3. Contains the (pos- 
sibly altematlvely spliced) RPL3 gene for 60S Ribosomal Protein^L35arid the threefold alternatively spliced gene 
for Synaptogyrin 1 A, IB and 1C (SYNGRI A. SYBGRIB. SYNGRtC)i:b^^ downstream of a putative CpG 

Island. Contains ESTs, an STS, GSSs, genomic marker D22S1 155 and a ca repeat polymorphism, complete se- 

50 quence.//4.2e-21 :445:66//AL022326 ' 1 ' 

F-NT2RP3003799//Homo sapiens DNA from chromosome 19-cpsmjds R31158, R31874, and R28125, genomic 
sequence, complete sequence.//1.0:257:63//AF038458 ; i 

F-NT2RP3003800//Mouse neuronal proto-oncogene c-src mRNA encoding tyrosine-specific protein kinase, com- 
plete cds.//1 ,2e-63:484:81//M17031 
55 F-NT2RP3003805//Homo sapiens chromosome 19, cosmid R27377, complete sequence.//0.96:353:60// f 

AC005321 

F-NT2RP3003809//Bovine herpesvirus 1 complete genomey/7!2ejl2:6i5:60//AJ00480l 
F-NT2RP3003819 ' ' 
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F-NT2RP3003825 

F-NT2RP3003828//Human rRNA primary transcript internal transcribed spacer 2 (1TS2) .//6.2e-l 6:543:62//Xl 7626 
F-NT2RP3003831//RPCI11-50N15TJ RPCI11 Homo sapient'; genomic clone R-50N15. genomic survey se- 
quence.//1 . 1 e-21 : 1 74:85//AQ082633 
5 F-NT2RP3003833//Homo sapiens clones 24718 and 24825 mRNA sequence7/8.0e-47:242:98//AF070611 

F-NT2RP3003842//RPCI11-44E5.TJ RPCI11 Homo sapiens genomic Clone R-44E5, genomic survey sequence7/ 
9.76-25:1 43:97//AQ1 95884 

F-NT2RP3003846//Homo sapiens mRNA for KIAA0725 protein, partial CdS.//4.2e-36:335:6a//AB0 18268 
F-NT2RP3003870//Homo sapiens mRNA for KIAA0800 protein, complete CdS.//4.1e-174:805:99//AB018343 

10 F-NT2RP3003876//Rattus norvegicus Rabin3 mRNA, complete cds.//2.7e-109:709:84//U1 91 81 

F-NT2RP3003914//Drosophlla melanogaster UDP-glucose:glycoprotein glucosyltransferase mRNA, complete 
Cds.//8.9e-11 :193:70//U20554 

F-NT2RP3003918//Homo sapiens VAMP-associated protein of 33 kDa (VAP-33) mRNA. complete cdsy/2.6e-47: 
404:77//AF057358 

15 F-NT2RP3003932//Plasmodium falciparum 3D7 cliromosome*i2'PFYACl383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0.68:597:55//AC005504 . 

F-NT2RP3003989//Human DNA sequence *** SEQUENCING IN PF^IOGRESS *** from clone 404H4. WORKING 
DRAFT SEQUENCE.//0.37:548:56//AL031 661 .-• 

F-NT2RP3003992//Human cGMP-gated cation channel beta subunit (CNCG2) mRNA, complete cdsy/0.021 :433: 
20 58//U58837 , . • \ , 

F-NT2RP3004013//M.musculus Spnr mRNA for RNA binding firoteinV/l .4e-1 64:838:94//X84692 
F-NT2RP3004016//Human DNA sequence *** SEQUENCINGIN! PROGRESS *** from clone 1 01 8K9. WORKING 
DRAFT SEQUENCE.//0.00042:356:62//AL031 726 ^ ^ . 

F-NT2RP3004041//Human DNA sequence *** SEQUENCING Jisj PROGRESS *** from clone 809F4, WORKING 

25 DRAFT SEQUENCE.//6.8e-112:627:82//AL022400 " V" , ' 

F-NT2RP3004051//Human mRNA for KIAA0319 gene, complete cds7/2.2e-61:774:67//AB002317 
F-NT2RP3004070//Homo sapiens DNA sequence from PAC 352A20 on chromosome 6q24. 1-25.1. Contains a 
pseudogene similar to yeast, bacterial , worm and slime mold hypothetical genes, and a gene coding for an aldehyde 
dehydrogenase family protein. Contains ESTs, STSs and GSSs, complete sequerice.//7.9e-17:484:62//AL02l939 

30 F-NT2RP3004078//M.musculus (BALB/c) mRNA.//1.9e-l62i684:83//X76089 

F-NT2RP3004093//F24Pl7-Sp6 IGF Arabldopsis thaliana genomic^clorie F24P17, genomic survey sequence.// 
0.021 :207:63//B09433 ' ' ' ' 

F-NT2RP3004095//Homo sapiens clone NH0486I22, WORKING DRAFT SEQUENCE. 5 unordered piecesy/3.5e- 
25:272:77//AC005038 

35 F-NT2RP3004110//Homo sapiens DNA from chromosome 19, EfAC'33152, complete sequencey/8.6e-28:223:73// 
AC003973 

F-NT2RP3004125//Homo sapiens TTF-I interacting peptide 2p\m RNA, partial cds.//2.2e-28:637:63//AF000560 
F-NT2RP3004145 'V^. . 

F-NT2RP3004148 * ^ ^'''• •^ ^- ' 

40 F-NT2RP3004155//Homo sapiens timing protein CLK-1 mRNA. compiete cdsy/6.5e-120:578:98//AF032900 

F-NT2RP3004189//M.musculus tex292 mRNA (5'region).//1.1e-06:1C)2:82//X80434 
F-NT2RP3004206//D.melanogaster cm mRNA.//7.3e-69:715:71//X58374* 

F-NT2RP3004207//Mouse mRNA for seizure-related gene prqdiict.6/.ty[p'e 2 precursor, complete cdsy/4.8e-42: 
650:66//D64009 ' 
45 F-NT2RP3004209//Human cosmid Q7A10 (D21S246) insert DNA.-complete sequencey/8.4e-55:l84:84//D42052 

F-NT2RP3004215//Homo sapiens chromosome 5, Pac clone 9c13" (i!bnl HI 27), complete sequencey/0 .22:458: 
60//AC006084 

F-NT2RP3004242//Caenorhabditis elegans cosmid ZK632, complete sequencey/l .6e-29:409:69//222181 
F-NT2RP3004246//Homo sapiens chromosome 10 clone CIT987SK-1010K1 map 10q25, complete sequence.// 

50 3.6e-117:242:100//AC005385 

F-NT2RP3004253//H .sapiens 28S rRNA V8 region (LAN5-6),//2:6e-1.2:589:59//X69353 
F-NT2RP3004258//Rattus norvegicus Zis mRNA, complete cdsy/1 .2e-88:489:91//AF013967 
F-NT2RP3004262//Homo sapiens heat Shock protein hsp40-3 mRNA,'COmplete cdsy/3.1 e-153:733:98//AF088982 
F-NT2RP3004282//Homo Sapiens torsinA (DYT1 ) mRNA, complete cdsy/1 .3e-24:597:61//AF007871 

55 F-NT2RP3004332 

F-NT2RP3004334//L.esculentum gene for fruit ripening polygalai;tu|;onasey/0.23:501 :57//X80908 
F-NT2RP3004341//Human DNA sequence from clone 503G16 bn chromosome 6p23 Contains EST, CpG island, 
complete sequencey/0.001 4:1 98:66//Z93020 . ^ r.r 
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F-NT2RP3004348//R,norvegicus mRNA forcytosolic resiniferatoxin-binding protein.//1 .4e-1 03:600 :82//X67877 
F-NT2RP3004349//Homo sapiens Xp22 BAG GS-321G1 7 (Genome Systems Human BAG library) complete se- 
quence .//5.le-49:480:75//AC004025 

F-NT2RP3004378//Drosophila melanogaster; Chromosome 2R; Region 47F1-47F7: P1 clone DS02304, WORK- 

5 ING DRAFT SEQUENCE, 5 unordered piecesY/l .8e-23 :352:67//AC005653 

F-NT2RP3004399//H.sapiens mRNA for leucine-rich primary response protein 1 7/7.2e-140:804:90//X97249 
F-NT2RP3004424//MUS musculus mRNA for nuclear protein SA3.//6.8e-53;413:81//AJ005678 
F-NT2RP3004428//Salmo salar DNA for a cryptic repeat.//3.2e-07:270:63//AJ012206 
F-NT2RP3004451//RPGI11-51J15.TK RPCI11 Homo sapiens genomic clone R-51J15, genomic survey se- 

10 quence.//8.8e-19:180:82//AQ052326 

F-NT2RP3004454//Homo sapiens mRNA for KIAA0448 protein, cbmplete cds.//6.2e-123:583:99//AB007917 
F-NT2RP3004466//HS_3038_B2_F08_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3038 Gol=16 Row=L, genomic survey sequencey/0 .41:1 72:59//AQ 102458 
F-NT2RP3004470//H .sapiens GpG island DNA genomic Msel. fragment, clone 81a11, reverse read 

15 cpg81a11.rtla.//7.0e-25:148:96//Z56029 

F-NT2RP3004472//RPCI11-42M5.TJ RPCI11 Homo sapiens genomic clone R-42M5, genomic survey sequence J/ 
1 .6e-20:143:92//AQ052792 

F-NT2RP3004475//Homo sapiens mRNA for KIAA0456 protein, partial cds.//3.0e-150:715:98//AB007925 
F-NT2RP3004480//MUS musculus maternal-embryonic 3 (Mem3) mRNA, complete cds.//1.0e-1 19:679:90// 
20 U47024 . . ' , 

F-NT2RP3004490//Homo sapiens mRNA for Musashi, complete cdS.//7.,1e-155:752:97//AB012851 
F-NT2RP3004498//Homo sapiens Clone DJ1147A01, WORKING DRAFT SEQUENCE. 25 unordered pieces.// 
4.0e-67:265:84//AC006023 

F-NT2RP3004503//Homo sapiens Xp22-132-134 BAG GSHB-596J15 (Genome Systems Human BAG library) 
25 complete sequence.//1 .20-55:41 5:78//AC004673 _.',\,,. ,^ 

F-NT2RP3004504//M. musculus mRNA for GPEB protein.//2..0e'-1Tp:618:91//Y08 

F-NT2RP3004507//Homo sapiens chromosome 19, cosmirf'R2'6660; complete sequence.//9.3e-46:433:76// 
AC005328 '.'r^''"^" ' 

F-NT2RP3004527//Homo sapiens mRNA; transcriptional unit Nt44T'5''ehdy/1.1e-10 

30 F-NT2RP3004534//Mouse oncogene (ect2) mRNA, complete cds7/2ioe-93:442:84//L1131 6 

F-NT2RP3004539//Homo sapiens mRNA for KI/VA0632 protein, partial cdsy/8.5e-145:679:98//AB014532 
F-NT2RP3004544//Homo sapiens mRNA for KI/VA0554 protein, partiaj cds.//2.8e-169:793:98//AB011126 
F-NT2RP3004566//MUS musculus krupple-related zinc finger protein ('Errizf.1) mRNA, complete cds 7/6.99-18:433: 
64//AF031955 [ '"f"^' 

35 F-NT2RP3004569//CITBI-E1-2522H6.TF CITBI-E1 Homo sapiens genomic clone 2522H6, genomic survey se- 
quence.//5.3e-1 5: 1 38:84//AQ280780 

F-NT2RP3004572//Homo sapiens cofactor of initiator function (CIF150) mRNA, complete cds,//1 .Oe-1 79:860:97// 
AF026445 ^ ' 

F-NT2RP3004578//Homo sapiens mRNA for KI/VA0477 protein, complete cds.//4.2e-1 50:711 :98//AB007946 
40 F-NT2RP3004594//Homo sapiens mRNA for AND-1 proteiny/1 .1e-158:796:95//AJ006266 

F-NT2RP300461 7//Homo sapiens clone DJ1 1 52C1 7. WORKING DRAFT SEQUENCE, 1 unordered pieces.//9.3e- 
14:360:65//AG004977 

F-NT2RP3004618//Oryctolagus cuniculus translation initiation; factor elF2G mRNA. complete cdsy/2.9e-52:539: 
73//AF005355 

45 F-NT2RP3004669//Brn-3a=class V POU transcription factor [mice, . CD/CD, embryo fibroblast cells, Genomic, 21 60 

nt].//0.046:437:57//S69350 * * ^--^^ 

F-NT2RP3004670//Human DNA sequence SEQUENCING, IN PROGRESS *** from clone 356B8, WORKING 
DRAFT SEQUENGE.//1.9e-05:625:59//Z98882 yj^^AJv 

F-NT2RP4000008//Homo sapiens chromosome X, clone hClf.2bbl^t_4, complete sequence.//! .56-155:844:92// 
so AC006121 ^vUu^iv > 

F-NT2RP4000023//Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: K24G6, complete sequence.// 
0.01 2:41 7:59//AB01 2242 . ' 

F-NT2RP4000035//Homo sapiens BAG Clone NH0353P23 from' 2, complete sequence.//8.0e-l 8:242:74// 
AC005035 ; J; ;:*: ■ 

55 F-NT2RP4000049//Homo sapiens decoy receptor 2 mRNA,'cqmp1etfe:Qas7/2.1 e-81 :556:85//AF029761 

F-NT2RP4000051//MUS musculus mRNA for cartilage-associated protein (CASP)y/1.6e-19:654:63//AJ006469 
F-NT2RP4000078//Homo sapiens mRNA for NS1 -binding protein •(N*Sr^BP).//2.5e-149:720:97//AJ01 2449 
F-NT2RP4000102//Plasmodium falciparum MAL3P2, complete sequence.//0.28:336:57//AL034558 



1858 



EP1 074 617 A2 



F-NT2RP4000109//Homo sapiens mRNA for MEGF5. partial CCls.//4.4e-166:774:99//AB01l538 
F-NT2RP4000111//B.taurus mRNA for cleavage and polyadenylation specificity faclory/2.6e-137:678:91//X75931 
F-NT2RP4000129//Homo sapiens mRNA for KtAA0483 protein, partial cds.//3.3e-114:548:98//AB007952 
F-NT2RP4000147//Rattus non/egicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 

5 plete CdS.//1 .2e-1 04: 677: 85//U 35776 

F-NT2RP4000150//Rat proto-oncogene (Ets-1) mRNA, complete cds.//7.2e-54:327:74//L20681 
F-NT2RP4000151//Homo sapiens clone 664 unknown mRNA, partial sequencey/2.2e-62:360:92//AF091088 
F-NT2RP4000159//RPCI11-75N16.TJ RPCI11 Homo sapiens genomic clone R-75N16, genomic survey se- 
quence.//2.6e-19:119:98//AQ267551 . > , 

10 F-NT2RP4000167//Homo sapiens Xp22-150 BAG GSHB-309P15i (Genome Systems Human BAG Library) com- 

plete sequence. //3.3e-49:683:67//AC0062 10 ' 

F-NT2RP4000185//Homo sapiens Clone DT1P1E11 mRNA, GAG repeat region.//1.1e-99:543:93//U92989 
F-NT2RP4000210//Homo sapiens mRNA for KIAA0700 protein, partial cds.//4.9e-1 74:825 :98//AB01 4600 
F-NT2RP4000212//, complete sequencey/4.0e-13l :233:94//ACo633po' 
15 F-NT2RP4000214//Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence.//!. 8e- 161:751:99// 
AC005261 

F-NT2RP4000218//RPCI11-69B7.TJ RPCI11 Homo sapiens genomic clone R-69B7, genomic survey sequence^/ 
1 .76-84:41 3:98//AQ268504 

F-NT2RP4000243//Homo sapiens mRNA for cartilage-associated protein (CASP)y/2.6e-1 56:771 :97//AJ006470 
20 F-NT2RP4000246//Mus musculus neural variant mena+++ protein (Mena) mRNA, complete cds.//2.1e-1 20:707: 

87//U72523 

F-NT2RP4000259//Homo sapiens Clone 683 unknown mRNA, complete sequencey/2.8e-128:604:99//AF091092 
F-NT2RP4000263//C1T-HSP-2336N24.TF CIT-HSP Homo s'apiehs' genomic clone 2336N24, genomic survey se- 

quence.//0.27:124:69//AQ043515 a . 

25 F-NT2RP4000290//S.cerevisiae Chromosome XIV reading frame^pRF YNLl32w.//8.6e-32:6l 9:63//Z7l408 
F-NT2RP4000312//Human mRNA for KIAA0147 gene, partial tds:y74:7e-41 : 685: 6^^ 

F-NT2RP4000321//MUS musculus transcription factor H0XA13 (H6xa1.3) gene, complete cds.//6.9e-05:756:59// 
U59322 '■' 1 

F-NT2RP4000323 V :■ 

30 F-NT2RP4000355 ' ' .J^ilf!-'' 

F-NT2RP4000360//Homo sapiens mRNA for KIAA0738 protein, complete cds.//2.0e-140:654:99//AB018281 
F-NT2RP4000367//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cdsy/2.6e- 
135:649:97//AF044195 : ^ . ... 

F-NT2RP4000370//Rickettsia prowazekii strain Madrid E, complete genome; segment 3/4y/2.0e-23:524:62// 
35 AJ235272 * ' T ^'^^ : • 

F-NT2RP4000376//Sequence 1 from patent US 5580968y/1 .6e-i'i.5:71 6:87//l30536 

F-NT2RP4000381//MUS musculus mRNA for hepatoma-derived growth factor, complete cds, strain:BALB/c.//4,3e- 

05:450:58//D63850 

F-NT2RP4000398//Homo sapiens chromosome 19, BAG CIT-B-3'93i15 (BG301323), complete sequencey/9.2e- 

40 37:336:69//AC006116 

F-NT2RP4000415//Caenorhabditis elegans cosmid C42D8.//0:30:222:60//U56966 
F-NT2RP4000417//Drosophlla melanogaster cosmid clone 86E4.y/l-!8e-48:580:69//AL02i086 
F-NT2RP4000424//Homo sapiens chromosome 17. clone HRPG41C23, complete sequencey/1 .6e-42:265:81// 
AC003101 ^ 

45 F-NT2RP4000448//CIT-HSP-2370F8.TF CIT-HSP Homo sapiens?- genomic clone 2370F8, genomic survey se- 
quence.//2.0e-56:287:98//AQ110194 [jk'k'l ' . 

F-NT2RP4000449//GIT-HSP-2366N18.TR CIT-HSP Homo sapiena^enbmic Clone 2366N18, genomic survey se- 
quence.//2.4e-42:236:95//AQ076183 ' -^^f^'. ' 

F"NT2RP4000455//Homo sapiens PAC clone 166H1 from 12q, pomjpjete s.equencey/0.17:158:67//AC003982 
50 F-NT2RP4000457//H.sapiens mRNA for herpesvirus associated ubiqui.tinyspeclfic protease (HAUSP)y/0.00034: 
532:57//Z72499 . r \i." v 

F-NT2RP4000480//Rhodothermus marinus R-21 DNA ligase gerie, complete cds7/0.0094:61 6:58//U10483 

F-NT2RP4000481 ' n v 

F-NT2RP4000498//S.cerevisiae chromosome IX cosmid 9150y/5:7ei24?633:60//Z3^ 
55 F-NT2RP4000500//G.gallus mRNA for LRP/alpha-2-macroglobulin receptor.//2.4e-62:667:73//X74904 

F-NT2RP4000515 'j"^;, ^' ' 

F-NT2RP400051 7//Homo sapiens chromosome 1 8, clone hRPk.474_N_24, complete sequencey/1 .6e-1 79:851 : 
98//AC006238 ' 7 ' 
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F-NT2RP4000518//Homo sapiens mRNA for ATP-dependent RNA helicase. partial 7/6. 7e-33:203:93//AJ01 0840 
F-NT2RP4000519//MUS musculus tyrosine kinase growth factor receptor (Etl^tyro3) gene, alternative 5' coding 
exon2C.//0.26:162:61//U23720 . V' .■; 

F-NT2RP4000524//Rattus norvegicus rsec8 mRNA, partial cds.//i .2e-139:809:89//U32498 
5 F-NT2RP4000528//Caenorhabditis elegans cosmid F59E1 2.//1 .Oe-06':464:59//AF003386 

F-NT2RP4000541//Drosophila meianogaster DNA sequence (Pi bSOisi 09 (D53)), complete sequence7/1 .3e-05: 
498:58//AC002443 

F-NT2RP4000556//Sequence 1 from Patent EP 0285405.//1.2e-18:586:61//l05465 

F-NT2RP4000560//Munne genomic DNA; partially digested,;:SaM5|A' fragment, cloned into cosmid vector 
10 pEMBLcos2, complete sequence.//2.5e-53:1 83:82//AF059580"' ' ' " 

F-NT2RP4000588//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 414D7, WORKING 
DRAFT SEQUENCE.//0.00062:253:65//AL033543 . ' 

F-NT2RP4000614//Homo sapiens TLS-associated protein TASR-Z mRNA, complete cds.//3.2e-1 38:666:98// 
AF067730 

15 F-NT2RP400063a//HS_3042_B2_D05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3042 Col=10 Row=H, genomic survey sequence.//3.0e-06:78:89//AQ099333 
F-NT2RP4000648//Homo sapiens KNSL4 and MAZ genes for kinesin-like DNA binding protein and Myc-associ- 
ated zinc finger protein, complete cds7/1.9e-11:104:85//AB01 7335 

F-NT2RP4000657//MUS musculus bone morphogeneticfactor^^ 1 (BrripH ) gene, exon 1 7/0.34:350:62//AF1 00904 
20 F-NT2RP4000704//Homo sapiens mRNA expressed in 19week fetal lung, clone IMAGE:3008567/3.3e-l 67:785: 

99//AB004852 

F-NT2RP4000713//Gallusgallus atonal homologi (Cath1) gene, complete cds.//3.7e-07:261:65//U61149 
F-NT2RP4000724//Human endogenous retrovirus env mRNA7/9,^e-1.36:474:89//X82272 
F-NT2RP4000728//Homo sapiens mRNA for KIAA0606 profe'ih; f^^rtial cds7/3.1e-41 :350:71//AB011 178 
25 F-NT2RP4000737//Myxococcus xanthus ATP-dependent protease (bsgA) gene, complete cds 7/1 .0:504:58// 

L19301 ; 

F-NT2RP4000739//CIT-HSP-2010O22.TR CIT-HSP Homo sapieris g|n6mic clone 2010022, genomic survey se- 
quence./yi.le-24:161:93//B57903 -'i ^ 

F-NT2RP4000781//Homo sapiens clone DJ0892G19, complete sequerice7/0.052:493:58//AC004917 
30 F-NT2RP4000787//Cricetulus griseus SRD-2 mutant sterol regulatbry eliement binding protein-2 (SREBP-2) mR- 
NA, complete cds.//9.6e-18:259:68//U22818 • ^^U/;^ ' • 

F-NT2RP4000817//Homo sapiens mRNA for KIAA0470 protein, coniplete cds7/1 .5e-1 74:81 6:98//AB007939 
F-NT2RP4000833//Homo sapiens PAC clone DJ0905J08* from|»7p12^p14, complete sequence7/0.97:52:92// 
AC005189 - . • • . - . ^ 

35 F-NT2RP4000837//Human DNA sequence *** SEQUENCING 1N'pr6(3'RESS *** from clone 1 11 2F1 9, WORKING 

DRAFT SEQUENCE7/2.1e-128:644:97//AL034420 ♦ 

F-NT2RP4000839//RPCI11-6D8.TP RPCI-11 Homo sapiens genomic clone RPCI-11-6D8, genomic survey se- 
quence.//l.5e-44:28l:9i//B482i6 

F-NT2RP4000855//Rattus norvegicus mRNA for aminopeptidase-B, complete cds7/9.5e-43:722:64//D87515 
40 F-NT2RP4000865//Human zinc finger protein ZNF1367/6.8e-95;:415:78//U09367 

F-NT2RP4000878//MUS musculus mRNA for myeloid aissociated differentiation protein 7/7.0e-87:646:80// 
AJQ01616 

F-NT2RP4000879//N.tabaccum mRNA for ubiquitin activating enzyme El 7/9.0e-17:806:58//Y10804 
F-NT2RP4000907//Mouse NLRR-1 mRNA for leucine-rich-repeat protein, complete cds.//6. 86-153:934:86// 
45 D45913 * ' ^';v;/,. , 

F-NT2RP4000915//Homo sapiens mRNA for ZNF198 protein7/9*4e-79:584:78//AJ224901 
F-NT2RP4000918//Drosophila meianogaster DNA sequence XPllP!504 106 (D172)), complete sequence7/2.0e- 
08:609:58//AC004290 /.^'^^V^^r 

F-NT2RP4000925//Rattus norvegicus Shal-related potassium ciiahneiXv4.3 mRNA. complete cds7/3.5e-64:415: 
50 87//U42975 ' i ; 

F-NT2RP4000927//H.saplens genomic DNA (chromosome 3; clpite 'NPIL062R)7/0.75:175:62//X87547 
F-NT2RP4000928//Homo sapiens CDP-diacylglycerol synthW*2|(eDS^) mRNA. partial cds.//3.5e-l 63:781 :97// 

AF069532 " -f^i. " 

F-NT2RP4000929//Plasmodium falciparum 3D7 chromosome l:2j::PFYAC69 genomic sequence WORKING 
55 DRAFT SEQUENCE. 4 unordered pieces.//0.94:763:56//AC004688 * . ' 

F-NT2RP4000955//Homo sapiens clone DJ0919J22, WORKING; DRAFT. SEQUENCE. 34 unordered pieces7/ 
1.0e-128:673:96//AC005519 ' ^ ' ' 

F-NT2RP4000973//Caenorhabditis elegans cosmid Y47H9C, complete sequence7/1 .6e-15:255:69//AL032657 
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F-NT2RP4000975//CIT-HSP-2307I6.TF CIT-HSP Homo sapiens-'genomic Clone 230716, genomic survey se- 
quence.//6.5e-31:317:79//AQ015742 / ; • ■ 

F-NT2RP4000979//Human bullous pemphigoid antigen mRNA, 3' encl.//0.88:54:90//M22942 
F-NT2RP4000984//Rhodobacter sphaeroides mRNAy/0 J6:214:64/(M83^ 
5 F-NT2RP4000989//F.rubripes GSS sequence, clone 01 lAl'laEl 2,, genomic survey sequence 7/1 ,0:149:65// 

AL010911 .rl ; 

F-NT2RP4000996//Penaeus seliferus microsatelllte Pse017 repeat' regi6n7/3.3e-08:139:74//AF04735B 
F-NT2RP4000997//Rattus norvegicus RNA polymerase I l27. kDa s'ubunit mRNA, complete cdsy/3.6e-l 26:824: 
84//AF025424 . 
10 F-NT2RP4001004 'f '"'' ' 

F-NT2RP4001006//MUS musculus ROSA 26 transcription AS RGSAi26AS mRNA, complete cdsV/l .4e- 11 0:861 : 
78//U83176 ■ ? 

F-NT2RP4001 01 0//Rattus norvegicus PSD-95/SAP90-associated protein-4 mRNA. complete cdsy/2.0e-1 35:789: 
89//U67140 

15 F-NT2RP4001029//MUS domestlcus nuclear binding factor NF2d9 mRNA, complete cds.//3.7e-l 20:71 8:88// 
U20086 

F-NT2RP4001041//Schlzosaccharomyces pombe mRNA, partial cds. clone: SY 071 77/4.1 e-22:452:64//D891 70 
F-NT2RP4001057 '• - ' >^ ' 

F-NT2RP4001064//MUS musculus mRNA for cartilage-associated protein (CASP)7/1,2e-20:639:62//AJ006469 
20 F-NT2RP4001 078//Streptomyces coelicolor cosmid 1 C27/0.0025:474:59//AL031 1 24 

F-NT2RP4001079//Rat alternatively spliced mRNA7/l.4e-l4l:83^:8a//M930l8 

F-NT2RP4001080//H.sapiens PTB-4 gene for polypirimidine tract binding proteln7/9.0e-64:628:70//X65372 
F-NT2RP4001086//Homo sapiens mRNA for KIAA0592 proteih^i pM^I cds7/4.7e-84:604:86//AB011164 
F-NT2RP4001095 ' 
25 F-NT2RP4001100//CITBI-E1-2503J7.TR CITBI-E1 Homo saplehs' genomic clone 2503J7, genomic survey se- 
quence.//9.4e-17:185:79//AQ263402 " 

F-NT2RP4001117//Canis familiaris sec61 homologue mRNA, cdmpfete' cdsY/l .0e-143:760:87//M96629 
F-NT2RP4001122 ^ • % 

F-NT2RP4001126//Homo sapiens shox gene, alternatively splibia); products, complete cds7/4.2e-l 7:636:61// 
30 U82668 ' * 

F-NT2RP4001138//Homo sapiens PAC clone DJ1121 El 0 from 7q2l il.-q2, complete sequence7/2.5e-23:408:60// 

AC004969 ; ^V:, \ .\ 

F-NT2RP4001143//Sequence 5 from patent US 57534327/1.86-39: 276 :86//AR008079 

F-NT2RP4001148//Homo sapiens Clone RG332P12, WORKING DRAFTSEQUENCE, 1 unordered pieces7/2.7e- 
35 116:684:89//AC005095 

F-NT2RP4001149//Mouse mRNA for thymic epithelial cell surface antigen, complete cds7/3.0e-48:581 :66// 

D67067 

F-NT2RP4001150//Homo sapiens alone DJ1032D07. WORKING DRAFTSEQUENCE, 3 unordered pieces7/9.4e- 

25:193:67/^AG004952 ' n'JI 

40 F-NT2RP4001159//Human FMR1 gene, 5' end7/0.28:130:66//L19476" 

F-NT2RP4001174//FMR1 {CGG repeats} [human, Fragile X syndrome patient. Genomic. 429 nt] 7/0. 00 14: 187:67// 
S74494 <jfl 

F-NT2RP4001206//Dictyostelium discoideum random slug cDNA19 protein (rscl9) mRNA, partial cds7/0.032:453: 

58//U82511 t 

45 F-NT2RP4001207//HS_2248_A1_C03_MF CIT Approved H.uman^<Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2248 Col=5 Row=E, genomic survey sequence7/0.00018:58:94//AQ1 92358 
F-NT2RP4001210//Homo sapiens chromosome 10 clone CIT987S^^f6^9^ map 10p11.2-10p12.l, complete 
sequence.//0.93:515:58/i^AC005877 * ir^lf^:^ > 

F-NT2RP4001213//Human KRAB zinc finger protein (ZNF177) mRNX' 'splicing variant, complete cds7/3.6e-44: 
50 187:74/AJ37251 . a^^S'i^lK 

F-NT2RP4001219//Caenorhabditis elegans cosmid Y47H9G, complete sequence .//1 .3e-1 5:288:67//AL032657 
F-NT2RP4001228//Homo sapiens actin binding protein MAYVEN mRNA, complete cds7/2.2e-26:855:60// 
AF059569 ' * ... >. . 

F-NT2RP4001235//RPCI11 -1 8E11 .TVB RPCl-11 Homo sapiens genomic clone RPCI-11-18E11 , genomic survey 
55 sequence7/2.7e-15:101:98//B88081 ■••:^yf^'^'' 

F-NT2RP4001256//Amycolatopsis mediterranei 3-amino-5-hydroxy benzoic acid synthase (rifD) gene, complete 
CdS.//1.0:459:59//U33061 

F-NT2RP4001 260//Sequence 2 from Patent WO9601 901 7/0.001 8:246 :63//A48324 
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F-NT2RP4001274//Homo sapiens, complete sequencey/2.5e^05:2oY:67//AC005854 

F-NT2RP4001276//CIT-HSP-2324B15.TF CIT-HSP Homo sapiens genomic clone 2324B1 5. genomic survey se- 
quence.//3.5e-18:138:92//AQ040728 

F-NT2RP4001313//Homo sapiens mitochondrial outer membrane protein (TOM40) mRNA, nuclear gene encoding 
5 mitochondrial protein, complete cds.//7.4e-30:535:65//AF043250 -^i' ' - 

F-NT2RP4001315//BOS taurus mRNA for Rab5 GDP/GTP exchange'factor, Rabex5.//3.5e-l45:795:9l//AJ00lll9 
F-NT2RP4001336//CIT-HSP-2169F21 TR CIT-HSP Homo sapiens genomic clone 2169F21 , genomic survey se- 
quence.//8.4e-l 6: 109:94/7889870 

F-NT2RP4001339//HS_3205_B1_E08_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens go- 
to nomic clone Plate=3205 Col=15 Row=J, genomic survey sequence://7.1e-24:305:73//AQ 183725 

F-NT2RP4001343//Homo sapiens PAC clone DJ0894A1 0 from 7q32-q32. complete sequencey/l .9e-1 7:1 06:91// 
AC004918 

F-NT2RP4001345//G.gallus mRNA for lecithin-cholesterol acyltransferase.//7.6e-40:631:66//X91011 
F-NT2RP4001351//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 184J9. WORKING 
15 DRAFT SEQUENCE.//2.7e-30:608:64//AL031428 

F-NT2RP4001 353//Streptomyces coelicolor cosmid 5A7.//0.23:540:57//AL031 1 07 

F-NT2RP4001372//RPCI11-49L11.TJ RPCI11 Homo sapiens genomic clone R-49L11, genomic survey se- 
quence.//8.5e-23:129:100//AQ051 701 . • 

F-NT2RP4001373//G.gallus genomic DNA repeat region, clone 16E1 .//0.15:213:61//X78609 
20 F-NT2RP4001375 , : 

F-NT2RP4001379//Homo sapiens chromosome 17, clone hRPK.3ii_F_i2, complete sequence7/7.3e-28:l53: 
88//AC005722 , \ : t^v' : ■ ^ 

F-NT2RP4001389//Homo sapiens PAC clone DJ0740D02 from Vi4-p15/complete sequence.//7.2e-47:5 18:73// 
AC004691 ' 
25 F-NT2RP4001407//Rfalciparum glutamic acid-rich protein gnen, complete cds.//0.00079:686:57//J03998 
F-NT2RP4001414//Human mRNA for KI/VA0202 gene, partialc|s^-Se^76:818:71//D86957 
F-NT2RP4001433//H.sapiens HZF10 mRNA for zinc finger pr'6tein.//3^^^^^ 
F-NT2RP4001442 ' 4 . T 

F-NT2RP4001447//Homo sapiens mRNA for KIAA0783 protein, c6mplete'cds.//0.21 :218:63//AB018326 
30 F-NT2RP4001474//Human NotI linking clone 924A058R, genomic survey sequence7/7.6e-14:109:90//U49884 
F-NT2RP4001483//Human mRNA for 2-oxoglutarate dehydrogehasi^,' complete cds.//2.5e-59:480:75//Dl0523 
F-NT2RP4001498//Homo sapiens huntingtin interacting protein HYPH mRNA, partial cds.//9.7e-39:392:72// 
AF049612 i 

F-NT2RP4001502//H.sapiens (D8S135) DNA segment containing GT repeat.//2.7e-24:147:96//X61693 
35 F-NT2RP4001507//Plasmid pSB24.2 (from S.cyanogenus) neoniycin resistance protein gene, complete cdsV/ 
0.87:583:58//M32513 ' ' " 

F-NT2RP4001524//Plasmoclium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.93:394:58//AC005308 

F-NT2RP4001529//MUS domesticus nuclear binding factor NF2cJ9 mRNA, complete cds.//3.1e-1 43:820:89// 
40 U20086 

F-NT2RP4001 547//S.cerevisiae chromosome XIV reading frame* (pRF YNR048w.//2.2e-05:31 9:61//Z71 663 
F-NT2RP4001551//S.pombe chromosome II pi p8B7.//0.64:365:60//AL632684 

F-NT2RP4001555//Homo sapiens 12q24.2 BAC RPCI11-36biVl "(RbsWell Park Cancer Institute Human BAC Li- 
brary) complete sequencey/1.0:309:58//AC004806 V . / ; ; • : 

45 F-NT2RP4001567//HS_2166_B1_C07_MF CIT Approved Huma'^ Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2166 Col=l3 Row=F, genomic survey sequence.7/0.99:l88:59//AQ086290 
F-NT2RP4001568//Human mRNA for KI/^0167 gene, complete Cds.//7.;0e-53:566:72//D 79989 
F-NT2RP4001571//RPCI11-21F20.TP RPCI-11 Homo sapiensiigqno^^^^^ RPCI-11-21 F20. genomic sun^ey 

sequence.//2.8e-19:119:97//B85885 ^.::''.yp^ 

50 F-NT2RP4001 574//B.primigenius mRNA for coat protein gamma;6opy/5.8e-1 29:81 3:85//X92987 

F-NT2RP4001575//Rattus norvegicus mRNA for ARE1 protein://3':4e^131:795:86//AJ223830 
F-NT2RP4001592//S.aureus gene for isoleucyl-tRNA synthetase://1:3e-'14:663:59//X74219 
F-NT2RP4001610//Homo sapiens Xp22 Cosmids U15E4, U115H5, U132E12, U115B9 (Lawrence Livermore hu- 
man cosmid library) complete sequencey/6.4e-10:135:73//AC002364 

55 F-NT2RP4001 614//HS_3042_B2_D05_MF CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=:3042 Col=l0 Row=H, genomic survey seqLiehce7/3.4e-06:78:89//AQ099333 
F-NT2RP4001634 I \ 

F-NT2RP4001638//CSRL-161F1-U cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 
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clone cSRL-1 61 Fl, genomic survey sequence.//4.9e-l2:l44:76//Bb2870' 

F-NT2RP4001644//M.musculus mRNA for map kinase interacting kinase, Mnk2.//3.8e-69:437:86/A'11092 
F-NT2RP4001656//HS_2013_A1_D01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2013 Col=1 Row=G, genomic survey sequence.//2.0e-30:207:89//AQ224793 
5 F-NT2RP4001677//Hylobates lar huntingtin gene, partial exon.//0.23:l65:71//L49362 

F-NT2RP4001679//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 462023, WORKING 
DRAFT SEQUENCE.//2.7e-45:351 :84//AL031431 

F-NT2RP4001696//Human chromosome 8 BAG clone CIT987SK-2A8 complete sequence.//1,8e-30: 163:88// 
U96629 

10 F-NT2RP4001 725//Drosophila melanogaster DNA sequence (Pi, PS08860 (D1 81 )), complete sequencey/1 .1 e- 
13:402:63//AC004296 ]' ]' . .. 

F-NT2RP4001 730//RPC1 1 1 -37M21 TK RPCI-1 1 Homo saplen^/geppmic clone RPCI-1 1 -37M21 , genomic su rvey 

sequence.//0.88:177:67//AQ029840 

F-NT2RP4001739 

15 F-NT2RP4001753//H.sapiens telomeric DNA sequence, clone l2QtEL023, read 12QTELOO023.seqy/4.9e-36: 

192:98//Z96232 

F-NT2RP4001760//Mouse oncogene (ect2) mRNA, complete cds.7/2:3e-140:866:86//L11316 
F-NT2RP4001790//Homo sapiens clone NH0569I24. complete sequence.//1.4e-29:327:74//AC005678 
F-NT2RP4001803 , . . ^ 

20 F-NT2RP4001822//Homo sapiens telraspan TM4SF (TSPA^i^^rtlRNA. complete cds7/1.0e- 16:576:60// 

AF054841 ' t "'> 

F-NT2RP4001823//Human DNA sequence from clone 1 81 C9 on'ch'romosome 22q1 3.2-1 3.33. Contains a PHAPI2 
Leucine Rich Acidic Nuclear Protein pseudogene, part of a putative riovel gene, ESTs, STSs and GSSs, complete 
sequence.//2.1 e-08:601 :59//Z98743 
25 F-NT2RP4001828 

F-NT2RP4001838//Human mRNA for KIAA0071 gene, partial cds7/2.2e-53:555:73//D31888 
F-NT2RP4001841 ' * ' ' 

F-NT2RP4001849//Homo sapiens mRNA for KIAA0672 proteiii. cbrTfpieie cds.//1 .7e-55:813:65//AB014572 
F-NT2RP4001 861 //Human Simple repeat polymorphism.//0.0014:145:66//M87691 
30 F-NT2RP4001889//HS_2052_B1_H06_T7 CIT Approved Humah-rGenomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2052 Col=11 Row=P, genomic survey sequence.//1.0e-23:187:86//AQ270425 
F-NT2RP4001893//Homo sapiens BAG clone GS166A23' frbrTi:,7p2V; complete sequence.//7.3e-76: 178:95// 
AC005014 ^ . .. js . 

F-NT2RP4001 896//T3B4TFC TAMU Arabidopsis thaliana ge'norni'c cl6rieT3B4, genomic survey sequence7/0.99: 
35 354:61//B26193 

F-NT2RP4001901//Streptomyces griseus genes for Orf2, Orf3, Orf4; Grf5, AfsA, OrfS, partial and complete cds.// 

0.031 :409:60//AB011413 V':; .^ ' 

F-NT2RP4001927//HS_2216_B1_D03_MF CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2216 Col=5 Row=H, genomic sun/eysequence:7/4i9e-32:216:89//AQl 84677 

40 F-NT2RP4001 938//MUS musculus zinc finger protein (Zfp64) mRfslAi'xiomplete cds.//1 .2e-83:709:79//U49046 

F-NT2RP4001946//HS_3021_B2_H10_MR CIT Approved Human:Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3021 Col=20 Row=P, genomic sun/ey sequence.7/7.6e-09:120:76//AQl33185 
F-NT2RP4001950//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix assodlated;.'actin dependent regulator of chromatin, 

45 subfamily a, member i (SNF2L1 ) and a 408 Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequence.//2.1e-1 8:421 :65//AL022577 , 

F-NT2RP4001 953//CIT-HSP-2294D1 4.TR CIT-HSP Homo sapiens genomic clone 2294D1 4, genomic survey se- 
quence.//0.030:358:61//AQ005028 " 

F-NT2RP4001966//MUS musculus D0C4 (Doc4) mRNA, complete'cds7/2.5e-68:812:68//AF059485 
50 F-NT2RP4001975//Homo sapiens chromosome 17, clone hCIT.9l_j_4, complete sequencey/1.9e-57:555:75// 
AC003976 

F-NT2RP40020l8//cSRL-l43G4-u cSRL flow sorted Chrorriosome' 11 specific cosmid Homo sapiens genomic 
clone CSRL-143G4, genomic survey sequencey/8.9e-2l:l23:98//Bpi950 F-NT2RP4002047//Saccharomyces 
cerevislae chromosome XI! cosmid 8003.//1 .6e-29:520:64//U 1*7243 ^ 
55 F-NT2RP4002052//CIT-HSP-2045A15.TF CIT-HSP Homo sapiens genomic clone 2045A1 5, genomic survey se- 

quence.//2.8e-22:137:96//B80243 • ''^-r*^^ *^'. 

F-NT2RP4002058//T20L11 -T7 TAMU Arabidopsis thaliana genomic, clone T20L11 , genomic survey sequence.// 
0.019:141:65//AQ248640 ' ' 
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F-NT2RP4002071//CIT-HSP-2314J9.TF CIT-HSP Homo sapiens genomic clone 2314J9, genomic survey se- 
quence.//0.99:163:63//AQ027223 

F-NT2RP4002075//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *" from clone Y57G11, 
WORKING DRAFT SEQUENCE.//0.15:506:59//Z92841 
5 F-NT2RP4002078//RPC111-73M20.TJ RPC111 Homo sapiens * gerfdmlc clone R-73M20, genomic survey se- 

quence.//4.8e-21 :1 30:96//AQ269030 

F-NT2RP4002081//Rrubrlpes GSS sequence, clone 190O22bB9; ^genomic survey sequence.//0.0024:350:60// 
Z92062 

F-NT2RP4002083//M.musculus tex27 mRNA7/8.2e-77:456:89)/X8p437 
10 F-NT2RP4002408//Caenorhabclitis elegans serine/threonine kinase LET-502 (let-502) mRNA, complete cdsV/ 

3.7e-18:54l:62//U85515 • V; . : 

F-NT2RP4002791 

F-NT2RP4002888//Homo sapiens BAG clone RG067E13 fromf7q2i'| complete sequence.//4.7e-39:385:75// 
AC002383 ; 
IS F-NT2RP4002905//Homo sapiens chromosome 17, clone hRPC.842_Aj.23, complete sequencey/6.5e-9l :672: 
83//AC004662 nvVv 

F-NT2RP5003459//Human glyceraldehyde-3-phosphate dehydrogenase (GAPDH) mRNA, complete cds.//2.9e- 
37:193:99//M33197 

F-NT2RP5003461//Human DNA sequence from PAC 506G2 contains. ESTs.//79e-51 :300: 80/7282901 
20 F-NT2RP5003477//Human Chromosome 3 pac pDJ70i1 1 , VVORKING DRAFT SEQUENCE, 2 unordered pieces.// 

6.7e-77: 1 50:1 00//AC000380 ',. i • 

F-NT2RP5003492 

F-NT2RP5003500//Human DNA sequence from cosmid 97K10, between markers DXS6791 and DXS8038 on 
chromosome X contains STSs and CpG islandy/l.7e-1l1:623:93//Z81365 
25 F-NT2RP5003506//H.sapiens CpG island DNA genomic Mse1 fragment, clone 71 h2, reverse read cpg71 h2.rt1 a.// 
1.4e-49:283:93//262703 

F-NT2RP5003512//HS_3084_A1_D04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3084 Col=7 Row=G, genomic survey sequence.//7.7e-18:ll7:95//AQl863l2 
F-NT2RP5003522//Homo sapiens clone NH0479C13. WO RKirid^ DRAFT SEQUENCE. 12 unordered pieces.// 
30 3.8e-1 01 :21 1 :96//AC005236 

F-NT2RP5003524//Homo sapiens beta-spectrin (HSpTBI)' genl>: exon 14 and partial cds.//0.00056:650:57// 
AF013178 ' ^f^-fy.' ■ 

F-NT2RP5003534//H.saplens CpG island DNA genomic* 'Msei \ fragment, clone 14c10, forward read 
cpg14c10.ft1b.//0.00013:70:91//Z54631 . : 

35 F-OVARC1000001//Homo Sapiens mRNA for KIAA0465 proteinf partial?cdsy/1 .2e-67:373:94//AB007934 

F-OVARC1000004//Homo sapiens chromosome 4 clone B368A9 *map 4q25, complete sequencey/5.8e-93:518: 

81//AC005510 ' / ' 

F-OVARC1000006//Gallus gallus histone H2A (H2A-VIII) gene, comlDlete cdsy/9.le-56:392:84//U38933 
F-OVARC 10000 13 ' ' - ' 

40 F-OVARC1000014//Homo sapiens GLE1 (GLE1) mRNA, complete cds.//5.6e-170:815:98//AF058922 

F-0VARC1 00001 7//Streptomyces glaucescens tcm operony/o:37:347:6p//M80674 
F-OVARC1000035//Homo sapiens GA17 protein mRNA, compleite cclsV?6.8e-36:238:89//AF064603 
F-0VARC1 000058 

F-OVARC1000060//Homo sapiens ribonuclease 6 precursor, mRNA, complete cdsy/2.5e-36:192:98//U85625 
45 F-OVARCI 000068//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 404K8, WORKING 

DRAFT SEQUENCEy/0,14:554:57//AL023883 ^]\: J . 

F-OVARCI 000071//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 596C15, WORKING 
DRAFT SEQUENCEy/5.3e-104:197:100//AL031387 , 

F-0VARC1 000085//Human DNA sequence from clone 1 91 N21 on chromosome 6q27 Contains genes for PDCD2 
50 (PROGRAMMED CELL DEATH-2/RP8 HOMOLOG), TATA.factO!:;.(TFIID), proteasome subunit HC5. EST STS, 

GSS. complete sequencey/1 .6e-11 6:588:96//AL031259 *' ^ ^"^"^^ 

F-OVARC1000087//HS_2004_B2_E11_MR CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2004 Col=22 Row=J, genomic survey.sequence}/7.le-1l:94:94//AQ221037 
F-OVARCI 00009l//nbxb0020Pl7r CUGI Rice BAC Library Oryza sativa genomic clone nbxb0020P17r, genomic 
55 survey sequencey/5.2e-05:238:64//AQ258489 ' ''^^ ' 

F-OVARCI 000092//Homo sapiens chromosome Y, clone 264,M,20; complete sequencey/1. 1e-1 0:720:58// 
AC004617 - * 

F-OVARC1000106//HS_3212_B2_G12_MR CIT Approved Human'GenomIc Sperm Library D Homo sapiens ge- 
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nomic clone Plate=3212 Col=24 Row=N, genomic survey sequence.//9.9e-05:l4i :73//AQl75369 
F-OVARC 10001 09 

F-OVARC 1 0001 1 3//Homo sapiens okadaic acld-inducible phosphoprotein (OA48-1 8) mRNA. complete cdsy/1 .6e- 
133:663:96//AF069250 

5 F-0VARC1 00011 4//HU man DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1111 N9. WORKING 

DRAFT SEQUENCE7/2.3e-51 :547:70//AL022574 ^ . ; : , 

F-OVARC1000133//Homo sapiens clone GS512I21 , WORKING'DRAFT SEQUENCE, 9 unordered piecesy/0.62: 

349:61//AC005027 ; .K,, -'n v 

F-OVARC 1 0001 39//Caenorhabditis elegans cosmid F09Diy/2:5e'-18:314:64//AF040640 

10 F-OVARC1000145//HS_2257_B2_D11_MR GIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2257 Col=22 Row=H, genomic survey sequerice.//5.8e-30:203:90//AQ304854 
F-OVARC1000148//CIT-HSP-2345A22.TR CIT-HSP Homo sapiens genomic clone 2345A22, genomic survey se- 
quence.//1,1e-26:146:100//AQ056703 V ' 

F-OVARC1000151//Sequence 1 from patent US 5665588.//2.6e-61:677:70//l64695 

15 F-OVARC 1 0001 68//Homo sapiens chromosome 19, cosmid R31343, complete sequence7/4.9e-1 9:381:63// 
AC005764 ^ . 

F-0VARC1 0001 91//Plasmodium falciparum DNA *** SEQUENCINiS IN PROGRESS *** from MAL4P1 . WORKING 

DRAFT SEQUENCE.//1.3e-06:745:57//AL034557 ' " 

F-OVARC 10001 98//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4. BAG clone C0366H07; 
20 HTGS phase 1 , WORKING DRAFT SEQUENCE, 28 unordered pieces .//6.4e-1 61 :781 :97//AC004604 

F-OVARC 1000209//Oryza sativa submergence induced protein 2A mRNA, complete cds.//9.2e-33:5ll:65// 
AF068332 

F-0VARC1 00021 2//F.rubripes GSS sequence, clone 185L11aCl'. genomic survey sequence.//1.1e-1 3: 139:79// 
AL019910 

25 F-OVARC 1000240//Sequence 1 from patent US 5710024.//1 .4e-T29:623:98//l81226 

F-OVARC1000241//MUS musculus hypoxia inducible factor three alpha mRNA. complete cds.//1.1e-11 2:697:87// 
AF060194 

F-OVARC1000288 2.2e-22:181:83//J00345 ' 

F-OVARC 1000302//A-1 92 A9TP CIT978SK Homo sapiens genomic'clone A-192A9, genomic survey sequence.// 
30 4.8e-1 8:1 1 0:99//B1 8003 - -'^^/rl'''^ ' , 

F-OVARCl000304//IVlouse mRNA from MovIO locus 7/5.50- 100%31.^85//X52574 
F-OVARC 1000309 ■" ^^^n'!'-'-'' 

F-OVARC1000321//Homo sapiens clone NH0479C13, WORKING DR/^FT SEQUENCE, 12 unordered pieces.// 
3.1e-122:325:95//AC005236 ■':fCy:.{, ■ 

35 F-OVARC 1000326//Rattus norvegicus lamina-associated polypeptide 1C (LAPIC) mRNA, complete cds7/4.0e- 
46:339:84//U19614 ' . *' 

F-OVARC 1000335//Caenorhabditis elegans cosmid F15B1 07/0.020 :545:5'7//AF036696 
F-OVARC 1000347//Homo sapiens clone GS051M12, complete sequence 7/0. 71 : 252 :59//AC 005007 
F-OVARC 1000384//Homo sapiens expanded SCA7 CAG repeat.//2.2e-09:276:64//AF020275 

40 F-OVARC1000408//Human Chromosome 11p15.5 PAC clone,pDJ9l5fl containing KvLQTI gene, complete se- 

quence7/0.61:343:59//AC003693 , ^ . ' 

F-OVARC1000411//S.cerevisiae chromosome XI reading frame ORF YKL202w.//0.075:242:60//Z2820l 
F-OVARC1000414//Homo sapiens PAC clone DJ0905M06 from 7q31, complete sequence.//0.00088:285:62// 
AC005166 ^ 

45 F-OVARC1000420//Human DNA sequence *** SEQUENCINGIn' PROGRESS *** from clone 371 H6, WORKING 

DRAFT SEQUENCE.//0.1 4:487:60//AL031 71 8 

F-OVARC 1000427//Homo sapiens clone UWGC:rg041a03 from 7p14-15, complete sequence7/4.9e-30: 195:84// 
AC005826 ' ' 

F-OVARC1000431//Plasmodium falciparum MAL3P2, complete sequence.//1 .3e-05:651 :59//AL034558 
50 F-OVARC1000437//Chlcken tensin mRNA, complete cds.//9.6e-54:296:78//M74165 

F-OVARC 1000440//Human PINCH protein mRNA. complete cds7/2.7e-19:116:99//U09284 
F-OVARC 1000442//HU man DNA sequence from clone 816K17 -pa chromosome 20p12.2-13 Contains TGM3 
(PROTEIN-GLUTAMINE GLUTAMYLTRANSFERASE E3 PRECufeOR (EC 2.3.2.13) (TGASE E3) (TRANS- 
GLUTAMINASE 3), and another member of the Transglutaminase-family, complete sequence7/1 .Oe-21 :202:79// 
55 AL031678 F-OVARC1000443//Homo sapiens mRNA for KIAA0683: prbtein, complete cds.//1 .06-138:566:99// 

AB014583 

F-0VARC1 000461 ' ' 

F-OVARC 1000465//BOS taurus guanine nucleotide-exchange protein (ARF-GEPI) mRNA, complete cds.//4.7e- 
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124:650:93/MF023451 ' |. 

F-OVARC1000466//Homo sapiens DNA from chromosome 19, cosmid R29144, complete sequencey/l.0e-l5: 
510:59//AC004221 

F-OVARC1000473//Ciona intestinalis genomic fragment, clone 3F4, genomic survey sequence .//2.5e-06:272:62// 
5 AJ227191 

F-OVARC1000479//CDNA encoding novel rat protein TIP120 which is formed of complex with TBP (TATA binding 
protein).y/1.1e-117:652:90//E12829 ' • ij:;" ' 

F-OVARC1000486//Homo sapiens DNA sequence from PAC*262pV2 on chromosome lq23.3-24.3. Contains a 
Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotendinous'antigen)-LIKE gene and a mitochondrial/chloro- 
10 piast 3CS ribosomal protein S1 4-LIKE gene preceeded by a CpGislirVd.* Contains ESTs. genomic marker D1 S2691 

andSTSs.//1.7e-13:709:60//Z99297 . ; 

F-OVARC1000496//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 455J7. WORKING 
DRAFT SEQUENCE.y/6.0e-23:316:72//AL031 733 - 
F-OVARC1000520//Homo sapiens supervillin mRNA, complete.cds.//2.1e-11 3:539 :99//AF051 850 
15 F-OVARC1000526//Homo sapiens clone GS438P06. WORKING' DRAFT SEQUENCE, 17 unordered pieces.// 

8.0e-1 49:71 6:98//AC005024 . j 

F-OVARC1000533//Homo sapiens chromosome 19, cosmid 'R30385, complete sequence.//5.8e-1 37:545:97// 
AC004510 

F-OVARC1000543//HS_3055_/\2_F10_I\/1F CIT Approved Human Genomic_Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=3055 Col=20 Row=K, genomic survey Sequence.//0.19:104:71//AQ102820 

F-OVARC1000556//Homo sapiens DNA sequence from PAC f68Ll5 on chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS, STS. CpG island, complete sequence.//4.4e-l 36:670:97//AL022069 
F-OVARC1000557//Human DNA from chromosome 19-specific cosmid R27090, genomic sequence, complete 
sequence.//1.3e-15:262:69//AC002985 ■ ' ' " ■ 

25 F-0VARC1 000564//MUS musculus done OST731 4, genomic suryey sequencey/l .9e-41 :476:70//AF046733 

F-OVARC1000573//HS_3241_B1_H03_T7 CIT Approved Hum^'fti^enomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3241 Col=5 Row=P, genomic sun^ey sequence7/2.2e-101 :530:95//AQ21 1942 
F-OVARC1000576//Human Chromosome X. WORKING DF^FT-SeSuenCE, 2 unordered pieces7/9.7e-97:445: 
90//AC002414 . 1 n * 

30 F-OVARC1000578//Homo sapiens DNA from chromosome.19f BAC;331^ complete sequence7/9.1 e-27:354: 

72>7AC003973 : o^lM^ ' 

F-OVARC1000588//Human DNA sequence from clone 497J2rbn'^c!i'rom 6q26-27. Contains a KOC (KH- 
domain containg transcript overexpressed in cancer) pseudogene,-;genomic marker D6S193, ESTs, STSs and 
GSSs, and a ca repeat polymorphism, complete sequencey/0.97:276:62//AL023775 
35 F-OVARCI 000605 ^ 

F-OVARC1000622//Homo sapiens (subclone 2_d8 from P1 H42j' brll/i'sequence, complete sequence y/7.2e-60: 
457:82//L81648 ' ' ' " 

F-OVARC1000640//Human BAC clone RG326K09 from 7q21 , complete sequence.//6.2e-58:499:80//AC002069 
F-0VARC1 000649//Human squamous cell carcinama of esophagus mRNA for GRB-7 SH2 domain protein, com- 
40 plete cds.//5. 1 e-77:424:93//D43772 

F-OVARCI Q00661//Homo sapiens mRNA for KIAA0590 protein, complete CdS.//4.8e-99:536:94//AB011162 
F-0VARC1 000678//cSRL-29c7-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone 
cSRL-29c7. genomic survey sequence.//2.5e-57:336:91//B042'44 ' . 

F-OVARCI O00679//Rattus norvegicus mRNA for myosin-RhoGAP; protein Myr 7.//1 .6e-81:291:84//AJ001713 
45 F-0VARC1 000681//Human DNA sequence '** SEQUENCING IN PROGRESS *** from clone 257E24, WORKING 

DRAFT SEQUENCE.//8.2e-1 58:782:96//AL034424 

F-OVARCI 000682//Homo sapiens alpha 1 .2-mannosidase IB mBNA, complete cdsy/1 .5e-151 :549:99//AF027156 
F-OVARClO00689//nbxb0003aG01f CUGl Rice BAC Library Of^z^af^sativa genomic clone nbxb0003M01f. genomic 
survey sequencey/0.17:499:60//AQ050003 MS;^.^ . 

50 F-OVARC 1000700 ?^r)^: 

F-OVARCI O00703//Drosophila melanogaster DNA repair prot'einl(rneiT4l) gene, complete cds, and TH1 gene, 
partial cds.//3.5e-26:425:65//U34925 ; ^^^^yc^r., 

F-OVARC1000722//Homo sapiens chromosome lq2l-lq23*beta-l'i4-galactosyltransferase mRNA, complete 
Cds.//3.7e-1 09:451 :91//AF03B661 ^ ' '* 

55 F-OVARC 1000730 ; ^{^'2 

F-OVARCI 000746 * ^'.'^'^^^ • 

F-OVARC1000769//HS_2056_B2_G06_T7 CIT Approved HumanjGenomic Sperm-Library D Homo sapiens ge- 
nomic clone Plate=2056 Col=12 Row=N, genomic survey sequencey/8.8e-19:147:86//AQ245905 
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F-OVARC1000771//M.musculus mRNA for GTP-binding proteln.;//2.2e-62:305:78//X95403 
F-OVARC1000781//Sequence 5 from Patent W09722695./i(1 .9e-'89':7p5:78//A63552 

F-OVARC1000787//Homo sapiens PAC clone DJ430N08 from 22q 12.1 rqter, complete sequencey/3.0e-131 :631: 
98//AC004542 ^ ^ 

5 F-OVARC1000800//Human Chromosome llq23 PAC clone pbd25ii^^^^ complete sequenceV/i .76-32:295:80// 
AC003691 ; . ' ; 

F-OVARC1000802//Homo sapiens chromosome Xp22'67-68;'WpMkllvJC5 DRAFT SEQUENCE, 99 unordered 
piecesy/3.2e-55:356:88//AC004469 . . « 

F-OVARC1000834//Homo sapiens mRNA for atopy related autqantigeri CALC.//9.5e-27:163:94//Y17711 
10 F-OVARC1000846//Homo sapiens mRNA for KIAA0643 protein, partial cdsy/6.0e-1 50:432:1 00//AB01 4543 

F-OVARC1000850//Homo sapiens PB39 mRNA. complete cds.//1;;0e-l'35:632:99//AF045584 

F-OVARC1000862//M.musculus mRNA for FT1 .//2.6e-109:769:83//Z67963 

F-OVARC1000876//S.cerevisiae chromosome IX cosmid 9150;//7.4e-21 :541:61//Z38125 

F-0VARC1 000883//MUS domesticus nuclear binding factor NF2d9.mFi<NA. complete cdsy/2.2e-08:98:88//U20086 
15 F-OVARCI 000885//B.subtllis 25 kb genomic DNA segment (from sspE to katA)7/0.25:231 :61//Z82044 

F-OVARC1000886//CIT-HSP-21 71H6.tr CIT-HSP Homo sapiens genomic clone 2171H6, genomic survey se- 

quence.//0.00035:139:69//B89721 

F-OVARC 1000890 

F-OVARC 1000891 

20 F-OVARC1000897//Human DNA sequence from clone 21 5F1p..pn chromosome 22q12. 1-12.3. Contains part of a 

Homeobox domain containing gene and GSSs, complete sequ'encey/i.4e-l8:473:64//AL0244g4 
F-0VARC1 00091 2//Bovine herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete cds.//8.9e-08:378:63y/L1 4320 • 'Virr 

F-OVARCI 00091 5//Homo sapiens mRNA for KIAA0600 proteinj partial cds 7/7 Je-85:440:95//AB0111^ 
25 F-OVARC1000924//HS_2022_A1_C01_T7 CIT Approved Human;. Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2022 Col=1 Row=E. genomic survey sequerice.//5.7e-21 :122:99//AQ269493 
F-OVARCI 000936//Human PAC clone DJ0093I03 from Xq23?cVr^pjete keque 

F-OVARCI 000937//Human DNA sequence *** SEQUENCING I JvJ . PROGRESS *** from clone 20208, WORKING 
DRAFT SEQUENCE.//0.00066:436:61//AL031 848 )• 'f- f^''"" 

30 F-OVARC1000945//Rattus norvegicus mRNA for atypical PKC specific binding protein, complete cdsy/5.0e-89: 

556:86//AB005549 " -'i^^'' 

F-OVARC 1000948//P.falciparum complete gene map of plastid^ike DN^'(IR-B).//0.98:160:64//X95276 
F-OVARC 1 000959//CIT-HSP-2348O1 6.TR CIT-HSP Homo sapieriis jjiendmic clone 234801 6, genomic survey se- 
quence.//0.99:270:59//AQ062850 
35 F-OVARCI 000960//Human DNA sequence from PAC 21 2P9' on chrpmosome 1 p34.l -1 p35. Contains delta opiate 
receptor, CpG island, CA repeat,y/3.9e-41:577:72//AL009l8l '-^^ ' 

F-OVARCI 000964//P.falciparum malaria antigen (M26-32-2) gene; partial cdsy/0.19:83:73//M63270 
F-OVARCI 00097l//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y57G11. 
WORKING DRAFT SEQUENCE.//0.013:670:57//Z92841 
40 F-OVARCI 000984//Leishmania major chromosome 1, complete 'sequencey/0.80:345:58//AE001 274 

F-OVARCI 000996//MO25 gene [mice, embryos, mRNA, 2322 nt]y/2.6e-55:403:82//S51858 
F-OVARCI 000999//Synthetic construct galanin receptor type 3'tGALR3) gene, complete cdsy/0.33: 105:69// 
AF042785 

F-OVARCI 001 000//HS_2247_A1_H05_MR CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2247 Col=9 Row=0, genomic survey sequencey/3.1e-60:315:96//AQ1 53910 

F-OVARC 1 001 004//Homo sapiens from UWGC:y18c282 frqm^^ep^^^ complete sequencey/3:1e-1 24:595:98// 
AC004190 ' ^p^^Pi^:--'!] 

F-OVARC1001010//CIT-HSP-2034M3.TF CIT-HSP Homo sapiens, geno^^ clone 2034M3, genomic survey se- 
quence.y/1 .0:151 :6Q//B74290 ;^ v-^'i^ 

50 F-OVARCI 001 01 1//Human DNA sequence from cosmid U85A3=;;bStij^eeh markers DXS366 and DXS87 on chro- 

mosome X contains rad21 and T-cell cyclophorin pseudogenes. sfsy/3.0e-08:149:79//Z78021 
F-OVARCI 001 032//Yeast (S.cerevisiae) mitochondrial Tyr-tRNA gene yy3.2e- 13:667: 60//M 12451 
F-OVARCI 001 034//MUS musculus Fn54 mRNA, partial Cdsy/2.5ej'l19:737:86//AF001533 
F-OVARCI 001 038//Horno sapiens TRIAD1 type I mRNA, c^j3'le'te^cys^//2Je-150:^^^ :97//AF099149 

55 F-OVARC 1 001 040//Homo sapiens clone RG270D13, WORkInG DBAFT SEQUENCE, 18 unordered pieces.// 

9.86-29:277 :76//AC005081 ' /> .| . 

F-OVARCI 001 044//Human DNA sequence *" SEQUENCING IN>f?OGRESS *" from clone 36411 , WORKING 
DRAFT SEQUENCEy/0.001 7:387:6. 1//AL031 31 9 ' '"' 
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F-OVARC1001051//Rattus norvegicus brain specific cortacUn-binding protein CBP90 mRNA, partial cdsy/0.012: 
1 1 2:74//AF053768 ■ v '! • * ' 

F-OVARC1001055//Sequence 1 from patent US 5580754.//3.3e:4^:381.:81//l30292 

F-0VARC1 001 062//nbxb0026H08r CUGI Rice BAG Library Oryza sativa genomic clone nbxbO026H08r, genomic 
5 survey Sequencey/0.018:344:59//AQ271 878 - 

F-OVARC1001065//S.pombe ctiromosome I cosmid c29E6.//0.86:338;59//Z66525 

F-OVARC1001068//Homo sapiens Era GTPase A protein ^(HER^^^)'" mRNA, partial cds.//2.0e-1 30:620:98// 
AF082657 . " ' ^ 

F-OVARC1001072//Homo sapiens glypican 3 (GPC3) gene, partial cds and flanking repeat regtons.//9.3e-24:285: 

10 65//AF003529 r », ; 

F-OVARC1001074//Human DNA sequence from clone 23K20 on chrorhosome Xq25-26.2 Contains EST, STS, 
GSS, complete sequencey/2.0e-07:652:59//AL022153 

F-OVARG1001085//Homo sapiens c-syn protooncogene mRNA, complete cds7/5.0e-35:187:99//M 14333 
F-OVARC1001092//Homo sapiens mRNA for JM5 protein, complete CDS (clone IMAGE 53337, 

15 LLNLC110F1857Q7 (RZPD Berlin) and LLNLC110G0913Q7 (RZPD Berlin))y/4.0e-74:289:95//AJ005897 

F-OVARC1001107//Homo sapiens SKB1 Hs mRNA, complete Cdsy/3.6e-72:351 :86//AF01 5913 
F-OVARC1001113//Homo sapiens diaphanous 1 (HDIA1) mRNA, complete cdsy/6.4e-1 50:71 0:98//AF051 782 
F-0\/ARC1001117//Homo sapiens chromosome 5, PI clone 328E3 (LBNL H53), complete sequencey/0.99:148: 
67//AC005178 r . 

20 F-0VARC1 001 118//Human Chromosome 11 pacpDJ197h17.wdRklNG DRAFT SEQUENCE, 11 unordered piec- 

esy/2.6e-35:302:74//AC000382 ' V . 'V. i. . 

F-OVARC1001129//CIT-HSP-647P20.TP CIT-HSP Homo s'apiens g^enomic clone 647P20, genomic survey se- 
quence.//0.94:106:66/^B79052 * i^CS* " 

F-OVARC1001154//R. norvegicus mRNA for epithelin 1 and 2 y/i'.8e -95:462:79/7X62322 
25 F-0\/ARC1001161//Homo sapiens chromosome 4 clone B71 Ml 2- map.'4q25, complete sequencey/2.9e-90:496: 
84//AC004069 . 
F-OVARC1001162 ; . 

F-OVARC1001167//Homo sapiens clone DJ1098J04, WORKING^DRAFT SEQUENCE, 2 unordered piecesy/ 
0.00090:21 9:64MC004961 'ji^'Vii^^X-^ • 

30 F-OVARC1001169//Bon'elia burgdorferi (section 27 of 70) of the corriplete genomey/1 .0:265:59//AE00l141 
F-0VARC1 001 170//H .sapiens (xsl70) mRNA, 350bpy/4.6e-58:355:90//Z36823 

F-0VARC1 001171//CIT-HSP-2285E22.TF CIT-HSP Homo sapiens genomic clone 2285E22, genomic survey se- 
quencey/1 .5e-25: 1 52:83//AQ00231 5 

F-0VARC1 001 1 73//Human DNA sequence from clone 243E7 on chromosome 22qi 2.1 . Contains ESTs, STSs and 

35 GSSs, complete sequencey/0.0024:94:80//AL022323 

F-OVARC1001176//Streptomyces plicatus B-N-acetylhexosaminidase (hex) gene, complete cdsy/l .0:356:60// 

AF063001 ' 

F-OVARC1001180//G.gallus DNA for polyubiquitin gene Ub'!iy/0.0062:275:60//X58195 

F-0VARC1 001 1 88//Homo sapiens full-length insert cDNA clor^e ZD93F03y/1 .8e-32: 1 80:97//AF086486 

40 F-OVARC1001200 

F-OVARC1001232//Caenorhabditis elegans cosmid F10B5, complete sequence y/0.01 3: 128:67//Z48334 
F-OVARC1001240//Human Chromosome 11 pac pDJ360pl 7, WORKING DRAFT SEQUENCE, 44 unordered 
piecesy/3.7e-131:811:87//AC001235 v ;5 ;i ■ 

F-0VARC1 001 243//Human BAC clone GS1 1701 0 from 7q21 -q^2' pprripiete sequencey/0.044:457:59//AC003078 
45 F-OVARC1001244//Human homolog of Drosophila female sterile/hoimeotic mRNA, complete cdsy/8.4e-l8:ll8: 
95//M80613 

F-OVARC1001261//MUS musculus putative membrane-associated^ gL^t^^^ kinase 1 (Magi-1) mRNA. alterna- 
tively spliced c fonm, partial cdsy/1.4e-95 :649:84//AF027505 ^ V 

F-OVARC1001268//Rattus norvegicus ADP-ribosylation factor-directed GTPase activating protein mRNA, com- 
50 pletecds.yyo.00051:72:83//U35776 , '^'-B-KT-v 

F-OVARC1001270 y"''-'- ^ 

F-0VARC1 001 271 //Homo sapiens mRNA for KIAA0643 protein, partial cds y/2.1e- 142: 644: 96// AB0 14543 
F-0VARC1 001 282//RPC11 1 -60K8TK RPCI1 1 Homo sapiens genomic clone R-60K8, genomic survey sequencey/ 
0.0089:285:58//AQ1 95857 . - !:V ?• ' ' 

S5 F-OVARC1001296//Homo sapiens echinoderm microtubule-associated protein homolog HuEMAP mRNA, com- 
plete CdS.//3.0e-20:263:73/AJ97018 

F-0VARC1 001 306//nbxb0002M13r CUGI Rice BAC Library Oryzasativa genomic clone nbxb0002M13r, genomic 
survey sequencey/0.98:170:66//AQ156061 ' • 
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F-OVARC1001329//Homo sapiens BAG Clone RG370M10 from 7pl5, complete sequence .//1 .3e-05:432:61// 
AC003986 

F-OVARC1001330//Plasmodium falciparum 3D7 chromosome^12 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0.027:444:59//A'COp5504- ; 
5 F-OVARC1001339//Homo sapiens chromosome 17, clone hClT.i24_H_2, complete sequence7/0.76:89:74// 

AC006071 

F-OVARC1001341//CITBI-E1-2503J7.TR CITBI-E1 Homo sapiens genbrnic clone 2503J7, genomic survey se- 

quence.//0.99:45:86//AQ263402 

F-OVARC1001342 

10 F-0VARC1 DDI 344//HS-1 059-A2-H02-MFabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 781 Col=4 Row=0, genomic survey sequence.//1. 56^07:254: 67//B44456 

F-OVARC1001357//Homo sapiens Xp22-149 BAG RPGI11-46604 (Roswell Park Cancer Institute Human BAG 
Library) complete sequence.//0.83:375:61//AG005297 
F-OVARC 1001 360 

15 F-OVARG1001369//Homo sapiens clone 1 62B15, complete sequence.//0.0066:99:76//AC004811 

F-OVARC1001372//Homo sapiens Iiprin-alpha4 mRNA. partial ,eds,//2.7e-142:683:98//AF034801 
F-0VARC1 001 376//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 850H21 . WORKING 
DRAFT SEQUENCE.//1 .9e-52:382:73//AL031680 

F-OVARC 1001 381 //Homo sapiens mRNA for candidate tumor suppressor involved in B-CLL.//1 .2e-1 47:683:99// 
20 AJ224819 

F-OVARC1001391//S.coellCOlorwhiBgene.//0.018:454:59//X62287 • . 

F-OVARC1001399//GIT-HSP-229118.TR CIT-HSP Homo sapiens, genomic clone 229118, genomic sun^ey se- 
quence.//! .7e-11 :104:87//AQ007611 

F-OVARC 1001 41 7//Homo sapiens EXLIVII mRNA, complete cdsy/3,9e-149:707:98//AB006651 
25 F-0VARC1 001 41 9//Homo sapiens GOK (STIM1 ) mRNA, compiet(3 cas}/4.9e-48:586:69//U52426 

F-OVARC1001425//Human DNA sequence from clone 1048E9 on chromosome 22q11.2-12.2 Contains pseudo- 
gene similar to ribosomal protein S3A and part of a gene similar to„C:elegans protein CE02118, ESTs, STS, GSS, 
complete sequencey/0.00i9:96:78//Z997l4 . j . 

F-OVARC 1 001 436//Caenorhabditis elegans mitotic chromosome arid" X^chromosome associated MIX-1 protein 
30 (mix-1) mRNA, complete Cds.//0.77:519:59//U96387 

F-OVARC1001442//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 998H6, WORKING 
DRAFT SEQUENCE.//1 .0:1 67:64//AL031 687 

F-OVARC 1 001 453//Human DNA sequence from PAC 453D1 5 oh chromosome 6 contains STS7/4.4e-64:376:79// 
Z84482 ' ^ " 

35 F-OVARG1001476//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y24F12, 
WORKING DRAFT SEQUENCE.//0.20:107:71//AL022277 
F-OVARC 1001 480 

F-OVARC1001489//Plasmodium falciparum 3D7 chromosorhe i2':PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//0.20:281:63//AC005146 
40 F-0VARC1 001 496//Homo sapiens C-terminal binding protein 2 mRNA. complete cdsy/8.1 e-85:479:92//AF01 6507 

F-OVARC 1 001 506//Homo sapiens Chromosome 16 BAG clone eif987-SKA-l3F4 -complete genomic sequence, 
complete sequencey/i.2e-98:503:83//AG002039 * v /. 

F-OVARC 1 001 525//Human beta-hexosaminidase alpha chain' (Fi|xA) gene, exon iy/1.7e-13:87:l00//M 16411 
F-OVARC 1 001 542//H .sapiens polymorphic repeat associated -with Jigte dehydrogenase pseudogene 5.// 
45 0.43:1 90:68//X6921 9 ^ . ' 

F-OVARC1001547//Plasmodium falciparum 3D7 chromosomej.2 P^yACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered piecesy/0.01 7:533 :56//ACpp5-1 4b? ' 

F-OVARG1001555//Homo sapiens clone NH0469M07, WORKING DRAFT SEQUENCE. 7 unordered piecesV/ 
7.4e-1 59:41 6:99//AC005037 , / 

50 F-OVARC1001577//Homo sapiens SRp46 splicing factor - transcribed; retropseudogene.//2.4e-1 15:540:99// 
AF031165 . " -^'^ ' 

F-OVARC 1 001 600//Homo sapiens chromosome 21q22.3 PAG 39G1 7, complete sequence.//5.5e-1 3:529:62// 
AF043945 

F-OVARC 1001 610//, complete sequencey/l .4e-12:152:77//ACpp5409 
55 F-OVARC1001611 . ' * ' V 

F-OVARC1001 615//Human DNA sequence from clone 873P14 on chromosome 20pl2 Contains STS, GSS, com- 
plete sequencey/0.022:146:70//AL031682 : 

F-0VARC1 001 668//Homo sapiens mRNA for MCM3 import factor, complete cdsy/6.5e-1 09:358:96//AB005543 
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F-OVARC1001702//Homo sapiens mRNA for hSOX20 protein, comjjlete ccls.//1 .8e-47:393:81//AB006867 
F-OVARC1001703//CIT-HSP-2164L6TF CIT-HSP Homo sapiens genomic clone 2164L6, genomic survey se- 
quence.//0.94:85:69//B92840 

F-OVARC1001711//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 317C6, WORKING 

5 DRAFT SEQUENCE.//1 .9e-06:489:61//Z9765l 

F-OVARC1001713//Rattus non/egicus neuroligin 2 mRNA, complete ccls7/1 .0:262:59//U41662 
F-0VARC1 001 726//Human telomere associated repeat sequence^ complete sequencey/7.5e-08:283:65//M57752 
F-OVARC1001731//MUS musculus gene for beta-tropomyosin.//2.6e;83:606:81//X12650 
F-OVARC1001745//HS_3007_B2_G09_T7 GIT Approved Human Genomic Spenm Library D Homo sapiens ge- 

10 nomic clone Plate=3007 Col=1 8 Row=N, genomic survey sequence.//0.00020:269:60//AQ1 64522 

F-OVARC1001762//S.pombe chromosome III cosmid c338.//3.0e-1 7:624:61 //AL023781 
F-0VARC1 001 766//Homo sapiens eukaryotic translation initlation'tactor elF3, p35 subunit mRNA, complete cdsV/ 
4.2e-149:706:98//U97670 / s- 

F-OVARC1001767//Homo sapiens mRNA for KIAA0675 protein, -complete cds.//3.0e-115:580:96//AB014575 
15 F-OVARC1001768 c 

F-OVARC1001791//Homo sapiens BAG Clone RG118P15 from 8q21, complete sequence .//5.7e-64:477:78// 
AC005066 I . 

F-OVARC1001795//Homo sapiens chromosome 4 clone B341C26 map 4q25, complete sequence.//6.5e-11 :171 : 
76//AC004704 

20 F-0VARC1 001 802//CITBI-E1 -2502A1 7.TR CITBI-E1 Homo sapjens genomic clone 2502A1 7, genomic survey se- 

quence.//0.98:214:61//AQ264481 »; 'v.V. 

F-OVARC1001805//Human DNA sequence from clone 511 El 6^ oh chromosome 6p24.3-25.1. Contains the last 
coding exon of the gene for PI 8 component of aminoacyl-tRNA syhthetase complex, part of an unknown gene 
downstream of a putative CpG island, and an SIS with a GA^'repeat pdlymorphism, complete sequencey/9.5e- 
25 151:712:99//AL023694 \ " 

F-OVARC1001809//MUS musculus sphingosine kinase (SPHKia) mRNA, partial cdsy/2.7e-56:522:75//AF068748 
F"OVARC1001812//Homo sapiens chromosome 17, clone HCIT104N19, complete sequence.//1.7e-63:526:81// 
AC003662 . >: 

F-0VARC1 001 81 3//Human DNA sequence from cosmid U 1 44Alp, . between markers DXS366 and DXS87 on chro- 
30 mosomeX contains STSy/0.17:214:65//Z70224 ' ' i ' 

F-OVARC1001820//Human DNA sequence *** SEQUENCING 11^ PROGRESS *** from clone 445N2, WORKING 
DRAFT SEQUENCEy/3.2e-55:379:82//AL031 779 

F-OVARC1001828//Homo sapiens chromosome 5, BAG clone 2p3o13 (LBNL H155), complete sequencey/2.8e- 
17:509:62//AC005609 ; 'V*; 

35 F-0VARC1 001 846//Human DNA sequence from cosmid U73E8; between markers DXS366 and DXS87 on chro- 

mosome X./^0.35:403:58/yZ73361 . " 

F-OVARC1001861//CIT-HSP-2165M3.TR CIT-HSP Homo sapiehs genomic clone 2165M3, genomic survey se- 

quencey/2.4e-25:148:96//B94622 - ' ! ' ' 

F-OVARG1001873//Homo sapiens clones 24718 and 24825 mRNA'Sequencey/1.2e-18:122:95//AF070611 
40 F-OVARC1001879//HS_3026_B1_F09_T7 CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3026 Col=17 Row=L, genomic survey sequencey/4.9e-29:204:87//AQ207748 
F-OVARC1001880//Human interferon regulatory factor S .CHuitilrfsf hiRNA, complete cdsy/3.5e-05:489:60// 
U51127 , \ 

F-0VARC1 001 883//Homo sapiens clone GS259H1 3, WORKING CfRA FT SEQUENCE, 4 unordered piecesy/1 .9e- 
45 29:350:74//AC005020 . ] T'^J 

F-OVARC1001900//Homo sapiens tumorous imaginal discs protein' fidse homolog (TID1) mRNA, complete cdsy/ 
8.6e-56:300:96//AF061749 ■ ^ / 

F-0VARC1 001 901//Human DNA sequence from clone 1 03M22 on chromosome 6p24. Contains STSs and GSSs, 
complete sequencey/2.3e-10:253:66//AL031904 
50 F-OVARC1001911//HS_2196_B2_H11_MF CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2196 Col=22 Row=P, genomic sun^ey sequencey/3.4e-09:123:78//AQ294069 
F-OVARC1001916//HS_3054_B1_C11_MF CIT Approved Human; Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=21 Row=F. genomic survey seciuende!//1.2e-31 :126:97//AQ099979 
F-OVARC1001928 

55 F-0VARC1 001 942//H. sapiens CpG island DNA genomic Msel fragment, clone 21 d7, fonward readcpg21 d7.ft1ay/ 

7.2e-12:83:98//Z60390 '^^ 

F-0VARC1 001 943//Aplysia californica potassium channel modCilatpry "factor mRNA, complete cdsy/3.5e-50:535: 
69//AF059179 

^ ^t*, • - • 
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F-0VARC1 001 949//Human KRAB zinc finger protein (ZNF1 77) mRNA, complete cdsy/l .7e-1 6:294:67//U37263 
F-0VARC1 001 950//Homo sapiens *" SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCEV/1 .5e- 

20:261 :68//AJ01 1929 • v-.-.i 

F-OVARC10Q1987//D.melanogaster G6PD gene, exons 2-4.//0.99:447:57//Z19021 

F-OVARC1001989//Homo sapiens clone DJ0042M02, WORKING DRAFT SEQUENCE, 20 unordered piecesV/ 
2.9e-1 9:1 78:83//AC005995 

F-OVARC1002044//Plasmodium falciparum MAL3P7, complete sequence.//0.17:232:62//AL034559 
F-0VARC1 002050//Homo sapiens mRNA for KIAA0465 protein, partial cdsy/2.1 e-1 58:739:98//AB007934 • 
F-OVARC1002066//Homo sapiens genomic DNA, chromosome 21 q22. 2 (Down Syndrome region), segment 4/15, 
WORKING DRAFT SEQUENCE.//3.0e-1 7:781 :59//AP000011 

F-OVARC1002082//Homo sapiens clone DJ0965K10. WORKING. DRAFT SEQUENCE, 6 unordered pieces.// 
5.4e-136:683:96//AC006015 ! ' " 

F-OVARC1002107//Homo sapiens BAC clone RG276003 from 7q22-q31.1, complete sequence.//1 .0:220:61// 
AC004668 

F-0VARC1 00211 2//Homo sapiens histone macroH2Al.2 mRNA, compljete cds.//6.le-ll5:557:98//AF04l483 
F-OVARC1002127//Homo sapiens chromosome 9, clone hRPK.202_H_3, complete sequence.//0.01 3:461:57// 
AC006241 

F-OVARC1002I38//Caenorhabditis elegans cosmid F32D1.//1.0e-29:545:64//AF016427 

F-OVARC1002143//CIT-HSP-2343H20.TR CIT-HSP Homo sapiens genomic clone 2343H20, genomic survey se- 
quence. //2.3e- 11:258: 67//AQ055576 . 
F-OVARC1002156 

F-0VARC1 0021 58//F1 707-T7 IGF Arabidopsis thaliana genomic clone F1 707, genomic survey sequencey/1 .8e- 
16:383:66//B11616 

F-OVARC1002165//H.sapiens BDP1 mRNA for protein-ty rosinep.hosphatase 7/0.0041 :300:64//X79568 
F-OVARC1002182//F.rubripes GSS sequence, clone 123l23aA7f genomic survey sequence.//1.4e-1 0:240:66// 
AL017241 ..^ ;v.-c.^ 

F-PLACE1000004//CIT-HSP-2294H13.TF CIT-HSP Homo sapiens genomic clone 2294H13, genomic survey se- 
quence.//8.2e-10:158:75//AQ003859 

F-PLACE1000005//Mouse alpha-1 antitrypsin gene, segment lV/4*8e;i5:89:93//M1 2585 
F-PLACE1000007//Homo sapiens ubiquitin hydrolyzing enzyme I (UBHI^ partial cds.//3.8e-51 :550:72// 

AF022789 ' r 

F-PLACE1000014 

F-PLACE1 00003l//Homo sapiens alone DJ0098O22, WORKING' DRAFT SEQUENCE, 5 unordered piecesy/0.91 : 
333:61//AC004821 . ; 

F-PLACE1000040//Homo sapiens DNA sequence from PAC 958B3 dri chromosome Xp22.l1-Xp22.22. Contains 
ESTs STS and CpG islandy/2.6e-20:279:67//Z93023 

F-PLACE1000048//Homo sapiens chromosome 17, clone HCIT46^2L7; complete sequence.//3.6e-63:488:82// 

AC005177 ' ' ' ' ; ■ 

F-PLACE1000050//MUS musculus chromosome 14 marker um-m24 GA dinucleotide DNA sequencey/2.3e-10: 
141:75//U31508 

F-PLACE1000061//Human ribosomal protein L37a mRNA sequencey/1 .9e-30:190:94//L22l 54 
F-PLACE1000066//Homo sapiens PAC clone DJ1106E03from 7q31 .3-7q3, complete sequence.//6.0e-63:597:74// 
AC005521 

F-PLACE1000078//Homo sapiens chromosome 11 clone CIT987SK-10l'2F4. WORKING DRAFT SEQUENCE, 6 
unordered piecesy/5.2e-09:143:73//AC005848 

F-PLACE1000081//Human DNA from chromosome 19 specific cosmid R28461 , genomic sequence, complete se- 
quencey/0.52:390:60//AC002389 /. 
F-PLACE1 000094 ,r - r ■ . ' 

F-PLACE1 0001 33//Human DNA sequence from clone 372K1 on'chromosome 6q24 Contains EST, STS, GSS and 
CpG Island, complete sequencey/4.4e- 129:731 :92//AL023580. ■ . .r, 
F-PLACE1000142//H.sapiens AUH m RN Ay/6 .4e-09:328:62y/X79 888^^ 

F-PLACE1000184//Homo sapiens estrogen-related receptor garnrrii mRNA, complete cds.//7.7e-1 50:737:97// 
AF058291 " 

F-PLACE1000185//Sequence 15 from patent US 5691147y/5.7e-.106:558:94//l76211 F-PLACE1000213 
F-PLACE1 00021 4//Plasmodium falciparum 3D7 chromosome^i2''PFYAci383 genomic sequence, WORKING 
DRAFT SEQUENCE. 3 unordered piecesy/1 .8e-06:644:57//AC0055P4 

F-PLACE1000236//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 695020, WORKING 
DRAFTSEQUENCE.//2.6e-39:191:83//AL032818 , , . *. 
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F-PLACE1000246//HS_2008_A2_D04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2008 Col=8 Row=G, genomic survey sequer)ce.//0.96:153:6l//AQ269813 
F-PLACE1000292//Drosophila melanogaster Oregon-R mitochonclrial A+T region.//5.1e-1 2:571 :60//U11584 
F-PLACE1000308//D.teissieri mitochondrial DNA fortRNA-fmet, tRNA-lle, tRNA-GIn & amp; tRNA-Val.//0.00013: 
5 369:59//X54011 

F-PLACE1000332//HS_2016_B2_D08_T7 CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2016 Col=16 Row=H, genomic survey seq.uepce.//7:5e-83:424:96//AQ232106 
F-PLACE1000347//CIT-HSP-2326A16.TV CIT-HSP Homo skpiens genoniic clone 2326A1 6, genomic survey se- 
quence .//0.1 3:46:1 00//AQ047350 " " ' 
10 F-PLACE1 000374//MUS musculus putative CCAAT binding factor 1 (mCBF) mRNA. alternatively spliced transcript 
mCBF1 . complete cdS.//0.00048:84:83//U1 9891 • - , i'; vpv :\ 

F-PLACE1000380//Rrubripes GSS sequence, clone 047P2laAdO/. genomic survey sequence.//0.43: 198:62// 
Z88163 ; ' ' 

F-PLAGE1000383//Homo sapiens myotubularin related protein 1 (MTMRl) mRNA, partial cds.//8.7e-1 49:740:96// 
IS U58032 ' ' > 

F-PLACE1000401//Pinctada fucata mRNA for insoluble protein, conriplete cds.//0.22:484:56//D86074 
F-PLACE1000406//Human nuclear matrix protein 55 (nmt55) mRNA, complete cdsy/3.3e-1 9:372: 65//U89867 
F-PI_ACE1000420//Homo sapiens chromosome 17, clone hRPK.227_G_15, complete sequence.//1.6e-85:421: 
87//AC005899 

20 F-PLACE1000421//Human GT334 protein (GT334) gene, exons 16 and 1 77/0.88: 145:68//U61 51 5 

F-PLACE1000424//Homo sapiens PAG Clone DJ0905J08 frorn 7p12-p14, complete sequence.//0.076: 196:66// 
AG005189 ' v* . ' 

F-PLACE1000435//HS_3217_A2_A12_MR CIT Approved Human Genomic-Sperm Library D Homo sapiens ge- 
nomic clone Plate=3217 CoI=24 Row=A, genomic survey seque'nde.//2.2e-47:438:76//AQ181698 
25 F-PLACE1000444//Homo sapiens Chromosome 16 BAG clone ciT987SK-A-152E5, complete sequenceV/6.9e- 
61 :61 6:71//AC004382 " - Hj:!^;^';- ' 

F-PLACE1000453//Murine genomic DNA; partially digested ;:Sau3A fragment, cloned into cosmid vector 
pEMBLcos2, complete sequencey/5.8e-i8:3i4:69//AF05956tf.;-(^^ 

F-PLACE1000481//Homo sapiens Chromosome 22q11.2 Co1srTii8tCl6rie 94a In DGCR Region, complete se- 
30 quence.//1.1e-33:349:76//AC002491 -^^/if^^: - 

F-PLACE1000492//Rat vacuolar protein sorting homolog r-vps33b' mRNA, complete cds.//l.le-34:256:83// 
U35245 I ' v:: 

F-PLACE1000540//Rfalciparum complete gene map of plastid-li'ke^DNA (IR-B).//0.099:336:58//X95276 
F-PLAGE1 000547//Arabidopsis thaliana GDP-mannose pyrophosphorylase (GMP1 ) mRNA, complete cds.//5.4e- 
35 11:279:63//AF076484 . ^ 

F-PLACE1 000562//. complete sequencey/1 .7e-97:559:88//AQ0g5,46.9' 
F-PLAGE1 000564 ' ■ 

F-PLACE1000583//Figure 2. Nucleotide and translated protein seqUehdes of HPFI, -2, and-9.//3.3e-46:631 :68// 
M27877 

40 F-PLACE1000588//Human guanylate binding protein isoform I (GBP-2) mRNA, complete cds.//7.3e-84:503:88// 
M55542 • * • 

F-PLACE1000596//Homo sapiens mRNA for NS1 -binding proteln^(NS1-BP)./y3.8e-164:798:97//AJ012449 
F-PLACE1000599//Rfalciparum complete gene map of plastidj-lik^ DNA (IR-B).//0.018:295:61//X95276 
F-PLAGE1 00061 0//HS_2056_Al_Dl0_T7 CIT Approved Hurrian Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2056 Col=19 Row=G, genomic sun/ey sequence.//5.3e-24:188:87//AQ235967 

F-PLAC El 00061 1//Rattus norvegicus neural membrane proteih 35 mRNA, complete cds.//2.4e-47:687:66// 
AF044201 .r/ ,rr':, 

F-PLAC El 000636 -'"['^^^'.i 

F-PLACE1 000653//Homo sapiens N-acetylgiucosamine-phpsphate mu'tase mRNA, complete cdsy/1 .5e-152:747: 
50 96//AF1 02265 ; / ' 

F-PLACE1000656//Homo sapiens mRNA for JM4 proteinvrppmplete CDS (clone IMAGE 546750 and 

LLNLC110F1 85707 (RZPD Berlin)) y/2.3e-1 56 :775:97//AJ005896:^ • ' ' 

F-PLACEl000706//nuclear protein TIF1 [mice, mRNA, 3951 .nt] //8.cie-60:675:70//S78219 

F-PLACE1 000712 ,^ ' 

55 F-PLAC El 80071 6//HS-1 057-A1 -A03-MR.abi CIT Human Genonhjc.Spernri Library C Homo sapiens genomic clone 

Plate=CT 779 Col=5 Row=A, genomic survey sequence y/27e-42:26i6;82//B43026 

F-PLACE1000748//CIT-HSP-2372J8.TR CIT-HSP Homo sapiens genomic clone 2372J8, genomic survey se- 
quencey/0.023:157:68//AQ113l09 
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F-PLACE1000749//Plasmodlum falcipaaim MAL3P7, complete sequence.//0.099:664:57//AL034559 
F-PLACE1000755//H.saplens DNA 3' flanking simple sequence region clone wg2c3y/0.00068:206:62//X76589 
F-PLACE1 000769//RPCI1 1 -3J1 8.TPB RPCI-11 Homo sapiens genomic clone RPCI-11-3J18, genomic survey se- 
quence.//6.5e-08:93:89//B63806 
5 F-PLACE1 000785//Homo sapiens mRNA for KIAA0648 protein, partial cds.//3.5e-1 38:663:98//AB014548 

F-PLACE1000786//Drosophila melanogaster cosmid 80H7.//1 .4e.43:589:68//AL03l027 
F-PLACE1000793//H.sapiens CpG island DNA genomic Mseli^* fragment, clone 13d12, reverse read 
Cpg13d12.rt1c.//4.6e-09:71:100//Z64565 ! .;.•.; ' 

F-PLACE1000798//Human Chromosome 16 BAG clone CIT987Sk-A-635H12, complete seq uence 7/5 .Oe-1 4:235: 

10 72//AC002310 :': . 

F-PLACE1000841//Homo sapiens clone NH0441G08, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
0.013:404:60//AC006158 ' ; ' " 

F-PLACE1000849//H.sapiens CpG island DNA genomic. Msel fragment, clone 72a10, reverse read 
cpg72a10.rt1ay/3.3e-09:82:92//262712 ' " " 

15 F-PLACE1 000856//Hydra vulgaris HT4 mRNA for collagen-like protein, partial Cds.//1 .0:31 7:59//AB008935 

F-PLACE1000863//H.sapiens CpG island DNA genomic Msel fragment, clone 53d2, forward read Cpg53d2.ft1b.// 

7.3e-37:199:98//Z55621 

F-PLACE1000909//H. sapiens CpG island DNA genomic Mse1 fragment, clone 173f8, reverse read 
Cpg1 73f8.rt1 a.//1 .5e-1 7:1 28:92//Z57391 ^ ' 

20 F-PLAC El 000931 //Human DNA sequence from PAC 212P9 on chromosome Ip34.l'lp35. Contains delta opiate 
receptor, CpG island, CA repeat,y/8.ie-55:647:72//AL009i8i' ' 
F-PLACE1 000948 

F-PLACE1000972//RPCI11-61B1.TJ RPC111 Homo sapiens genomic clone R-61B1, genomic survey sequence.// 
1.0e-26:148:99//AQl 94348 ' ' 

25 F-PLACE1 000977//Homo sapiens mRNA for KI/^0672 profeinf c^briipiete cds.//6.1e-08:413:61//AB014572 

F-PLACE1000979//H. sapiens CpG island DNA genomic Msel fragment, clone 76e8, reverse read cpg76e8.rt1a.// 
2.7e-10:84:94//Z55963 ' t '! ' .^ . ; 

F-PLACE1000987//Homo sapiens mRNA for KIAA0724 protein7'comf5l0te c^ 

F-PLACE1001000//Herpetomonas muscarum muscarum kinetoplasf 'l2^ rRNA gene.//0.0056:443:58//U01011 
30 F-PLACE1001007//CIT-HSP-2013L15.TF CIT-HSP Homo sapiens genomic clone 2013L15, genomic survey se- 

quence.//0.99:277:58//B58681 / \ ] . ? ' 

F-PLACE1001010//Human cosmid gl572cl 01. complete sequence.//3,^^^ 

F-PLACE1001015//Homo sapiens PAC clone DJ0754J18 frorifi'; 7f)21', complete sequence.//7.2e-33:333:73// 
AC004741 

3S F-PLACE1001024 ' . ..".''^ 

F-PLACE1001036//CIT-HSP-2373I10.TF CIT-HSP Homo sapiens; genomic clone 2373110, genomic survey se- 
quencey/1.1e-80:393:98//AQl 08662 ^' ' * 

F-PLACE1001054//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K9I9, complete sequencey/ 
8.8e-40:483:66//AB01 3390 

<o F-PLACE1001062//MUS musculus mRNA encoding lysine-ketoglutarate reductase/saccharopine dehydroge- 
nasey/1 .2e-23:224:80//AJ224761 

F-PLACE1001076//HS_2195_B1_D05_MF CIT /approved Human Gfenomlc Sperm Library D Homo sapiens ge- 
nomic clone Plate=2195 Col=9 Row=H, genomic survey sequencey/0.0014:168:66//AQ066659 
F-PLACE1001088 

45 F-PI_ACE1001092//Homo sapiens sorting nexin 4 mRNA, complete 

F-PLACE1001104//Caprine arthritis-encephalitis virus envelope glycoprotein (env) gene, partial cdsy/0.0073:253: 
62//U81400 - V^.'V ?' 

F-PLACE1001118//Homo sapiens KRAB domain zinc finger protein '(ZFP37) mRNA. complete cdsy/2.5e-64:676: 
71//AF022158 y ' v j.;;: ,;^;.; 

50 F-PLACE1001136//Human amphiregulin (AR) gene, exon 5. doneV^ambda 

F-PLACE1001168 ' '• "^' V ' ' 

F-PLACE1 0011 71 //Homo sapiens subtelomeric cosmid llb-1,' corhRlet:esequencey/7.6e-23:245:68//AC005603 
F-PLACE1001185//Human DNA sequence from clone 889Ni5,on chromosome Xq22.l -22.3. Contains part of the 
gene for a novel protein similar to X. laevis Cortical Thymocyte Marker^CtXf the possibly alternatively spliced gene 
55 for 268 Proteasome subunit p28 (Ankyrin repeat protein), a novfel g^n'e and axons 36 through 45 of the C0L4A6 

for Collagen Alpha 6(IV). Contains ESTs, STSs, GSSs and a putatiye*CpG island, complete sequencey/0.010: 
102:70//AL031177 ' 

F-PLACE1001238//Mouse mRNA for RNA polymerase I associated 'factor (PAF53), complete cdsy/9.3e-82:684: 
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77//D14336 ' ■ 

F-PLACE1001241 . , • ■ 

F-PLACE1001257//Caenorhabditls elegans cosmid R12E27/1..1e-16:480:60//AF067219 
F-PLACE1001272//H.sapiens subunit of coatomer complex.//0:3V:5d:96//X70476 
5 F-PLACE1Q01279//Plasmodium falcipaaim 3D7 chromosome 12. FfFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces7/0,054:352:60//Abop550p^ '6 

F-PLACE1001280//Bovine herpesvirus type 1 early-intermediate transc'riptron control protein (BICP4) gene, com- 
plete cds.//1 .Oe-1 0:620:61 //L1 4320 

F-PLACE1001294//M.musculus GEG-154 mRNA.//5.0e-1 07:826 :80//X71 642 
10 F-PLACE1001304//Mouse Zfp-35 mRNA for zinc finger protein ZFP^357/r.2e-67:5l0:77//X1 76 17 

F-PLACE1001311//HomosapienscloneDJ0826E18,WORKING DrKfTSEQUENCE, 4 unordered pieces.//1.6e- 
47:491 :73//AC005282 

F-PLACE1 001 323//HS-1 007-A2-B1 0-MRabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate^CT 328 Col=20 Row=C, genomic survey sequence.//9.6e-26:.r42:100//B31181 
15 F-PLACE1001351 

F-PLACE1001366//Homo sapiens mRNA for KIAA0799 protein, partial Cds.//8.6e-25:155:95//AB018342 
F-PLACE1001377//H.sapiens MADM gene (exon 1).//1.6e-43:393:79//Z48614 

F-PLACE1001383//Human DN A sequence from clone 246H3 on chromosome 22q1 1.21 -12.2 Contains LRP5 (Li- 
poprotein Receptor Related Protein) pseudogene, EST, CA.repeats (D22S414, D22S925, D22S926), STS, GSS 
20 and CpG island, complete sequence.//1 .5e-l 1 9:705:91 //AL022324 ' 

F-PLACE1001384//Homo sapiens mRNA for multi PDZ domain proteln.//5.7e-08:ll7:84//AJOOl3l9 
F-PLACE1001387//Sequence 3 from patent US 561 001 87/1 .7e-06:395:58//l57340 

F-PLACE1001395//Plasmodium falcipamm circular DNA rpoB and rpoC genes for beta and beta-prime subunits 

of RNA polymerase (EC 2.7.7.6).y/7.2e-11:620:60//X52177* - ^^ 
25 F-PLACE1001399//Homo sapiens chromosome 17, clone hRPK:22vN^12. WORKING DRAFT SEQUENCE. 2 

ordered pieces7/3.0e-145:700:98//AC005412 ' ' ^ ' 

F-PLACE1001412//Homo sapiens clone 643 unknown mRN A? cqiiifiim^^ 

F-PLACE1 001 4l4//Homo sapiens chromosome 9, clone hRPK.202LfH'L3. complete sequence7/8.2e-l 21 :608:97// 

AC006241 • 

30 F-PLACE1001440//Human Chromosome 11 pac pDJ393o15, VVORKING DRAFT SEQUENCE, 8 unordered piec- 

es.//1.3e-06:437:61//AC000384 ^ 

F-PLACElOOl456//Homo sapiens Xp22 GS-52411 (Genome Systenrrs H BAC library), complete sequence.// 
0.98:348:60//AC003106 ^ ' / T . v 

F-PLACE1001468//Homo sapiens DNA sequence from PAC 435 A 7 on chromosome Xq22.1-q22.3. Contains 
35 STSy/4.4e-05:358:62//AL022148 / " , t \ 

F-PLACE1001484//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 387E22, WORKING 
DRAFT SEQUENCE.//5.7e-31 :195:93//AL031 660 

F-PLACE1001502//Human fibroblast growth factor receptor 3 (FGFR3) gene, exon L//0.00015:333:59//L78720 
F-PLACE1001503//Drosophlla melanogaster DNA sequence (P1 DS05273 (D80)), complete sequence7/0.000l 6: 
40 161:66//AC004373 

F-PLACE1001517//Human DNA sequence from PAC 696H22 on chromosome Xq21.1-21.2. Contains a mouse 
E25 like gene, a KInesIn like pseudogene and ESTs7/3.7e-22:260:76//AL02l786 

F-PLACE1001534//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 620E11. WORKING 
DRAFT SEQUENCE7/1.1e-1 43:71 3:97//AL031 667 ' 
45 F-PLACE1 001 545//Homo sapiens Chromosome 3, clone hRPK.I esJU 6, complete sequence.//2.7e-1 39:482:96// 

AC005669 ■ '^.r,:- : 

F-PLACE1001551//Homo sapiens chromosome 19, CIT-H'SP^444q24, complete sequence7/6,9e-1 16:681:89// 

AC005261 . ; ^ 

F-PLACE1001570//HS_3105_A1_F06_MR CIT /Vpproved Humar|G|eno^^ Sperm Library D Homo sapiens ge- 
50 nomic clone Plate=3105 Col=11 Row=K, genomic survey sequence;5vi :2e-i0:137: 

F-PLACE1001602//Homo sapiens genomic DNA of 8p21.3-p22 |ntl-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/1 1 7/1 .8e-l 02:21 7:99//AB020,860* 

F-PLACEiOOi603//Homo sapiens nitrllase homolog 1 (NIT1>) gene,,;altei;natlvely spliced product, complete cds7/ 
3.7e-1 04:501 :98//AF069984 : 
55 F-PLACE1001608//HS_2189_A1_G07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2189 Col=13 Row=M, genomic survey sequencey/2;9e-60:429:84//AQ221959 
F-PLACE1001610//Homo sapiens clone NH0469M07, W0RKINi3 DRAFT SEQUENCE, 7 unordered pieces.// 
4.4e-114:552:98//AC005037 ' 
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F-PLACE1 001 611 //Human DNA sequence from clone 1039K5 bnWrbmosome 22q1 2.3-1 3.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to monocarboxyiate transporter (MCT3), ESTs, STS, GSS 

and a CpG island, complete sequence.//0.93:131:71//AL03i587' :j T" • • 

F-PLACE1001632//Homo sapiens mRNA forKIAA0798 protein / complete cds.//1 .1e-74:702 :75//AB0 18341 
5 F-PLACE1001634//Human pl90-B (p190-B) mRNA, complete cds.//1,2e-1 8:1 14:1 00//U1 7032 

F-PLACE1001640//Homo sapiens chromosome 17, clone hRPk:65HLL-9, complete sequence7/7.7e-1 59:788: 
97//AC005971 "^f^ * 

F-PLACE1001672//Human DNA sequence from clone 71 Li 6" on. chromosome Xpll. Contains a probable Zinc 
Finger protein (pseudo)gene, an unknown putative gene, a pseuHogene with high similarity to part of antigen Kl- 
10 67. a putative Chondroitin 6-SuIfotransferase LIKE gene and a KIAA02'67 LIKE putative Na(+)/H(+) exchanger 

protein gene. Contains a predicted CpG island, ESTs, STSs and GSSs and genomic markers DXS1003 and 
DXS1055, complete sequence.//7.8e-36:365:73//AL022165 

F-PLACE1001691//Homo sapiens chromosome 17, clone hRPK.294_J_22, complete sequencey/9.1e-1 49:760: 
96//AC005921 

15 F-PLACE1001692//Rat medium-chain S-acyl fatty acid synthetase thio ester hydrolase (MCH), complete cds.// 
2.9e-57:643:71//M16200 

F-PLACE1001705//Homo sapiens chromosome 17, clone hRPK.958_E_11. WORKING DRAFT SEQUENCE, 2 
ordered pieces.//3.9e-1 8:284:71//AC005883 

F-PLACE1001716//Human mRNA for KIAA0191 gene, partial cds'.//6. 6 e-68: 369: 73//D83776 
20 F-PLACE1001720//Homo sapiens Chromosome 22q11.2 Cosmid.pione 31f3 In IGLC Region, complete se- 

quence.//1 .0:274:59//AC000051 

F-PLACE1 001 729//Streptomyces coelicolor cosmid 1 C2.//0.22:433:^7//AL031 1 24 
F-PLACE1001739//Caenorhabditis elegans cosmid C18H7.//b.6H9:34i 

F-PLACE1001740//Homo sapiens chromosome 5, PI clone^l l cj8H7/(LBNL H81), complete sequencey/4.8e-26: 

25 372:68//AC005221 "ri-'" : " 

F-PLACE1001745 ^ -j^'/^' 

F-PLACE1 001 746//Plasmodium falciparum DNA *** SEQUENCING [N P.ROGRESS "* from MALI PI . WORKING 
DRAFT SEQUENCE.//0.018:472:57//AL031 744 -! - 

F-PLACE1001748//Homo sapiens metalloprotease 1 (MPI) mRNA, complete cds.//8.8e-159:773:97//AF061 243 
30 F-PLACE1001756//Homo sapiens chromosome 12p13.3clone Rpcil1-303E5. WORKING DRAFT SEQUENCE. 

65 unordered pieces.//1.9e-54:274:81//AC005842 *^ ^' ;^ 7^ 

F- PLACE 1001 76 1//HS_3027_A1_D02_MR CIT Approved Human; Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3027 Col=3 Row=G, genomic survey sequence.//6^0'95:49:93//AQ1 30972 
F-PLACE1 001 771 //Homo sapiens transient receptor potential protein 6 mRNA, complete cds.//1 .Oe-1 46:709:97// 
35 AF080394 

F-PLACE1001781 1 .36-08:238: 65//AC005637 , 

F-PLACE1001799//HS_3075_B1_H03_MR CIT Approved Human'Genbmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3075 Col=5 Row=P, genomic survey sequence .//1 .7e-09:1 66 :69//AQ 138474 
F-PLACE1001810//Arabidopsis thaliana genomic DNA. chromosome 3, PI clone: MRC8, complete sequence.// 
40 0.00035:1 96:66//AB020749 . ^ 

F-PLACE1 001 81 7//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds.// 
1 .le-108:546:96//AF058953 ' * 

F-PLACE1001821//RPCI11-35D17.TK RPCI-11 Homo sapiens genomic clone RPCI-11-35D17, genomic survey 
sequence.//2.1e-55:300:97//AQ045286 — vi^Sh ' 

45 F-PLACEiooi844//Homo sapiens chromosome 17, clone ■HCIT^:62L7; complete sequence7/2.8e-67:443:86// 
AC005177 

F-PLACE1001845//Arabidopsis thaliana chromosome I BAG T25B24,genomic sequence, complete sequence.// 
0.34:21 9:64y/AC005850 . i - 

F-PLACE1 001 869//Klebsiella pneumoniae ribitol kinase (rbtk) and?ibit6l transporter (rbtT) genes, complete cds.// 

50 7. 1 e-1 1 :505:57/7AF045244 ' 

F-PLACE1001897//RPCI11-46D15.TJ RPCI11 Homo sapiens genomic clone R-46D15, genomic survey se- 
quence.//9.3e-08:383:63//AQ1 94408 .. 
F-PLACE1001912 ' ,1 • 

F-PLACE1001920//Homo sapiens MDC-3.13 isoform 2 mRI^ A. complete cds .//7.3e-1 56:753 :98//AF099935 
55 F-PLACE1 001 928//HS_2220_B2_G04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2220 Col=8 Row=N, genomic survey sequence.//2.8e-43:233:97//AQl5236l 
F-PLACE1 001 983//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 745C22, WORKING 
DRAFT SEQUENCE.//1.6e-07:396:62//AL031 596 , . 
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F-PLACE1 001 989//Human DNA sequence "* SEQUENCING IN RROGRESS *** from clone 968D22, WORKING 
DRAFT SEQUENCE.//1 .Oe-1 09:602:93//AL023755 . > • • / 

F-PLACE1002004//Human DNA sequence *** SEQUENCING JN PROGRESS "* from clone 317E23. WORKING 
DRAFT SEQUENCE.//1.0e-69:475:87//AL020996 • * 

5 F-PLACE1 002046//MUS musculus ligatin (Lgtn) mRNA, partial 'cds.//7.2e-97:623:85//U58337 

F-PLACE1002052//HS_2178_B2_D05_MR GIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2178 Col=10 Row=H, genomic sun/ey sequence.//4.8e-22:140:95//AQ307908 
F-PLACE1 002066//Apis mellifera NADH dehydrogenase subunit 2 (ND2) gene, mitochondrial gene encoding mi- 
tochondrial protein, partial cds.//0.0063:371 :60//U72284 

10 F-PLACE1002072//Homo sapiens tight junction protein ZO (ZO-2) gene, alternative splice products, promoter and 
exon A.//0.97:248:60//AF043195 

F-PLACE1002073//Homo sapiens mRNA for KIAA0606 protein, partial cds.//1 .3e-37:635:64//AB01117B 
F-PLACE1002090//Homo sapiens full-length insert cDNA clone ZA85C09.//7.0e-122:583:98//AF086131 
F-PLACE1 00211 5//nbxb0038A20r CUGI Rice BAG Library Oryza sativa genomic clone nbxb0038A20r, genomic 

15 survey sequencey/0.039:210:69//AQ29l 086 

F-PLACE1 00211 9//MUS musculus IER5 (lerS) mRNA, complete cdsy/7.1e-61:540:77//AF079527 
F-PLACE1002140//Homo sapiens DNA sequence from PAG 454M7 on chromosome Xq25-26.3. Contains the 
0CRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-1 . Contains ESTs, STSs and GSSs, complete 
sequence.//2.1e-125:491:98//AL022162 : 

20 F-PLACE1002150//Plasmodium falciparum MAL3P5. complete sequehi:e.//0.12:408:61//AL034556 

F-PLACE1002157//Homo sapiens BAG clone NH0335J 18 from- 2, complete sequence.//1.le-44:5l5:7l// 

AC005539 : : , 

F-PLACE1002163//Homo sapiens T-cell receptor alpha delta locusWdirl/bases 1000498 to 1071650 (section 5 of 
5) of the Complete Nucleotide Sequence.//0.98:210:65//AE000662 ^^ -^ . 
25 F-PLACE1002170//Homo sapiens Xp22 bins 16-17 BAC GSHB-53lJl 7 (Genome Systems Human BAG Library) 

complete sequence.//1 .2e-06:283:60//AC004805 

F-PLAGE1002171//MUS musculus interferon alpha/beta receptor *( I FN AR) gene, exon 11 and partial cds.//l.0e- 
24:31 3:71//U06244 " ' ' / ' f 4 

F-PLAGE1002205//Drosophila melanogaster; Chromosome 3L; Region 79F1-80A2; BAC clone BAGR48E05, 
30 WORKING DRAFT SEQUENCE, 4 unordered pieces.//1 .6e-05:428:60//AC005720 

F-PLACE1002213//HS_3238_B1_G03_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3238 Col=5 Row=N, genomic sun/ey sequence.//2.2e-74:371:98//AQ206965 
F-PLAC El 002227//HS- 1 056-81 -C01 -MF.abi CIT Human Genomic Sperrri Library C Homo sapiens genomic clone 
Plate=CT 778 Col=1 Row=F, genomic survey sequence.//2.1e-07:1 74:71 //B42800 
35 F-PLACE1002256//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** fromcontig 3-72, complete 

sequence.//0.022:458:59//AL01 0142 

F-PLACE1002259//Human DNA sequence from clone 246H3 on chromosome 22q11 .21 -12,2 Contains LRP5 (Li- 
poprotein Receptor Related Protein) pseudogene, EST, CA're'peats (P22S414, D22S925, D22S926), STS, GSS 
and CpG island, complete sequencey/3.5e-91:637:84//AL022324 ' : ' ' " 
40 F-PLACE1002319 

F-PLACE1002342//Caenorhabditis elegans cosmid M03A1 y/0.47::403:58//U49956 

F-PLACE1002395//Homo sapiens Chromosome 19, cosmid R289^1 incomplete sequence.//i.9e-l 27:487:93// 
AC004623 ' ' V ' 

F-PLACE1002399//Homo sapiens chromosome 17, clone hRPK.235 Uip, complete sequencey/5.6e-05:474:59// 
45 AC005922 [ ;'Vy'^-'. 

F-PLACE1002433//Drosophila melanogaster fidipidine gene, exphs.1-7y/1 .7e-11 :613:58//AJ011928 
F-PLACE1 002437//M. musculus abcl mRN Ay/5. 5e-62: 452 :85//X759^6 

F-PLACE1002438//Dictyostelium discoideum developmental protein. DG 1098 (DG1098) gene, partial cdsy/0.013: 
372:59//AF081801 . ' ; > ' 

50 F-PLACE1002450//HS_3233_A1_G01_MR CIT Approved Human Gehomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3233 Col=1 Row=M, genomic sun/ey sequencey/3.1e-07:449:59//AQ204769 
F-PLACE1 002465 

F-PLACE1002474//MUS musculus matrilin-2 precursor mRNA, complete cdsy/1.5e-110:720:85//U69262 
F-PLACE1 002477//Homo sapiens Xp22-i 71 -1 73 BAC GSHB-31 214 (Genome Systems Human BAC Library) com- 
55 pletesequencey/3.9e-05:l95:7l//AC005926 ; ; ^'-/y . • 

F-PLACE1002493//Homo sapiens 3p22-8 PAC RPCI4-736H12 (Rdswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/0.020:301 :60//AC006060 ^ 
F-PLACE1 002499 ' " 
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F-PLACE100250Q//Ratlus norvegicus zinc transporter (ZnT-2) mRNA, complete ccls7/2.1e-58:465:80//U50927 
F-PLACE1002514//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 292E10, WORKING 
DRAFT SEQUENCE.//3.7e-08:139:76//Z93930 

F-PLACE1002529//Homo sapiens mRNA for KIAA0713 protein, partial cdsy/9.0e-143:583:95//AB018256 
5 F-PLACE1002532//Homo sapiens BAG Clone RG300E22 from 7q2l-q3l.l, complete sequencey/0.000l9:193: 

65//AC004774 

F-PLACE1002537//Human DNA sequence from clone 1 27F1 8 ^.ori chromosome Xp11.4-21.3. Contains part of a 
novel gene with some similarity to parts of chicken Myosin Light Chain and various species' Interleukin-1 Receptor 
Type 1 (IL1-R-1). Contains GSSs, complete sequencey/4.7e-25:.198:84//AL031 575 
10 F-PLACE100257l//Drosophilamelanogasteractin-related protein mRNA, complete cds.//2.0e-l3:400:60//l-253l 4 

F-PLACE1002578//Homo sapiens Xq28 BACs 360 F12, GSHB-555C13, complete sequence.//3.5e-11: 167:72// 
ACQ02523 

F-PLACE1 002583//MUS musculus glutamate receptor subunit (GluR6j gene, partial cdsy/4.2e-09:370:61//U31 443 
F-PLACE1002591//H.sapiens mRNA for coronin.//7.2e-26:279:74//X89.109 
15 F-PLACE1002598//Homo sapiens clone GS308H05, WORKING. DRAFT SEQUENCE, 6 unordered pieces.// 
0.001 3:375:64//AC005537 ^ ^ " *. ' 

F-PLACE1002604//Hansenula wingei mitochondrial DNA, cbrnplete sequence 7/4 .7e-05:556:59//D3 1785 
F-PLACE1 002625 • ;. ^ 

F'PLACEI 002655//Homo sapiens PAC clone DJ0722F20 from 7q31 .'l-q31 .3, complete sequenceV/l .6e-128:229: 
20 92//AC005281 

F-PLACE1002665//MUS musculus enhancer of polycomb (Epcl) mRNA, complete cdsy/3.6e-1 07:706:84// 
AF079765 , 

F-PLACE1002685//Homo sapiens B cell linker protein BLNK m'RJ^k, alternatively spliced, complete cdsy/3.4e- 
1 86:804:97//AF0681 80 ' ' " ' ' 

25 F-PLACE1 00271 4//MUS musculus cathepsin S (CatS) gene, promoter region and exons 1 and 2y/2.3e-1 6:474: 

64//AF051726 ■ V 

F-PLACE1002722//Sequence 1 from patent US 5686597y/1.7e-i67:552:95//l73723 

F-PI-ACE1002768//Human DNA sequence from clone 726F20 on chromosome 1p36.1 1-36.23. Contains ESTs 
and a GSS, complete sequence.//0.0076:l 61 :70//AL03l 273 - ^}'} "'^ 
30 F-PLACE1002772//HS_3058_A1_D02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3058 Col=3 Row=G, genomic survey sequencey/oVpb^ 

F-PLACE1 002775//MUS musculus bromodomain-containing protein BP75 mRNA. complete cds.//7.6e-1 4:459:62// 
AF084259 ^ 

F-PLACE1002782//Rattus norvegicus zinc transporter (ZnT-2) mRNA, complete cds.//3.6e-43:385:77//U50927 
35 F-PLACE1 002794//CIT-HSP-2368A1 7.TR CIT-HSP Homo sapfens'genqmic clone 2368A1 7, genomic survey se- 

quence.//1 .3e-71 :368:96//AQ075879 ^ ' ^''l ^^""^ 

F-PLACE1 002811 //Human mRNA for KIAA0172 gene, partial cds.V/t'.8e-44:567:70//D79994 
F-PLACE1 00281 5//Sequence 25 from patent US 57476607/2.66-07: 150:73//AR005295 
F-PLACE1 00281 6//Homo sapiens antigen NY-CO-9 (NY-Cd-9) mR^A, partial cds.//1.3e-68:687:73//AF039691 
40 F-PLACE1 002834//Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and 9.//9.3e-41 :240:93// 
M27877 

F-PLACE1002839//Human BAC done RG205G13 from 7q31, complete sequence.//0.00087:213:63//AC003045 
F-PLACE1002851//Plasmodium falciparum 3D7 chromosome' 1 2 PFYAGB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces7/0.0032:269:66//ACp05t40' 
45 F-PLACE1002853//Leishmania tarentolae kinetoplast pre-edited-. itiitochondrial maxicircle DNA complete tran- 
scribed region and flanks.//0.032:275:62//M10126 

F-PLACE1002881//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 111B22. WORKING 
DRAFT SEQUENCE.//4.7e-38:355:76//Z98200 -v," , 

F-PLACE1002908//Gallus gallus beta-1,4-galactosyltransferase]ckll) mRNA, complete cds.//0.0001 2:200:64// 
50 U19889 ■''-'ii.'i' 

F-PLACE1002941//Human BAC clone RG161K23 from 7q2:i., complete sequence.//1.1e-1 4:241 :70//AC0001 20 

F-PLACE1 002962 ^ "'I'^l^r!' T 

F-PLACE1002968//Plasmodium falciparum MAL3P2, complete sexiuen6e://0.2l:4i 0:59 

F-PLACE1 002991//Human DNA sequence "* SEQUENCING 11^ PROGRESS *** from clone 968D22. WORKING 
55 DRAFT SEQUENCE.//6.8e-1 21 :605:93//AL023755 ' ' ' 

F-PLACE1002993//CIT-HSP-2338I16,TF CIT-HSP Homo sapiens' .genomic Clone 2338116, genomic survey se- 

quence.//1.9e-13:100:95//AQ054760 : /^r'.V" ■ 

F-PLACE1002996//Mouse U6 RNA gene.//2.0e-13:113:90//X0698p • 

.1.. ! '■ 
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F-PLACE1003025//Plasmodium falciparum MAL3P6, complete sequence.//0.84:374:5a//Z98551 
F-PLACE1003027//Homo sapiens mRNA for KIAA051 6 protein, partial Cds7/6.1e-130:632:97//AB011088 
F-PLACE1003044//CDNA encoding novel rat protein TIP120 which is formed of complex with TBP (TATA binding 
protein).//1.6e-123:687:91//E12829 ^ , 

5 F-PLACE1 003045//H,sapiens CpG island DNA genomic Mser fragment, 'clone 47g6, forward read cpg47g6.ftl a.// 
0.0064:52:96//Z61200 ' ^ , 

F-PLACE1003092//CIT-HSP-387P22.TRB CIT-HSP Homo sapi^hs^genomic clone 387P22, genomic survey se- 
quence.//0.0031 :249:63//B601 58 ' , , i.;^ -i^ 

F-PLACE1003100//Human Hep27 protein mRNA, complete cds7/8;fe-65:650:73//U31875 
10 F-PLACE1003108 ^ 

F-PLACE1003136//Homo sapiens chromosome 5, P1 clone ll30fl^(j[.LBNL H40). complete sequencey/6.3e-46: 
606:68//AC004219 ] '^^ ^"^^^'-^ 

F-PLACE1003145 iV: 

F-PLACE1003153//RPCI11-13P16.TP RPCl-11 Homo sapiens genomic clone RPCI-11-13P16, genomic survey 
15 sequence.//2.7e-63:478:82//B76206 

F-PLACE1003174//Human DNA sequence from clone 441J1 on chroitiosorne6p24 Contains STS, GSS, complete 
sequence.//0.61 : 1 47:65//Z99495 

F-PLACE1003176//HS_2255_A2_B01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2255 Col=2 Row=C, genomic survey sequence7/6.3e-09:137:76//AQ131934 
20 F-PLACE10031 90//Homo sapiens clone RG332P12. WORKING DRAFT SEQUENCE, 1 unordered pieces .//2 . 4e- 

138:791 :901/AC005095 \ *' ;.. 

F-PLACE1003200//P.falciparum complete gene map of plastid-like DNA (IR-B).//8.7e-06:728:57//X95276 
F-PLACE1003205//Human BAG done RG354L07 from 7q31 . complete sequence.//7.5e-05:249:63//AC002466 
F-PLACE1003238//HS_3239_A2_G02_MR CIT Approved Humeri Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3239 Col=4 Row=M. genomic survey sequeric'e.//0.36:64:87//AQ209954 

F-PLACE1 003249 • - . i - • 

F-PLACE1 003256 . y ^^^'^■•]^ . 

F-PLACE1003258//HS_3223_A1_G10_T7 CIT Approved Hurifian Genomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=3223 Col=19 Row=M, genomic survey sequehce://l;4^ 
30 F-PLACE1003296//CIT-HSP-2337F11 TF CIT-HSP Homo sapien^;gehbm(c clone 2337F11 , genomic survey se- 

quence. //1. 1e-1 3: 97:95//AQ057429 i':Y'.^n 

F-PLACE1003302//Figure 2. Nucleotide and translated protein sequences of HPF1 , -2, and 9.//2.3e-92:485:95// 
M27877 : ' 

F-PLAC El 003334 v *: 

35 F-PLAC El 003342 i 

F-PLAC El 003343//Homo sapiens Clone DJ1 02211 4, WORKING DRAFT iSEQUENCE, 1 4 unordered piecesy/1 .Oe- 
20:179:84//AC004951 ; 

F-PLAC El 003353//Homo sapiens breast cancer antiestrogeri'' resistance 3 protein {BCAR3) mRNA, complete 
cds.//8.0e-1 43:773:92//U9271 5 
40 F-PLACE1 003361//Human Cosmid g1248a1 43 from 7q31 .3, complete sequencey/1 .9e-30:402:70//AC004095 
F-PLACEI 003366 

F-PLAC E1003369//Plasmodium falciparum MAL3P2, complete sequencey/7.6e-07:378:60//AL034558 
F-PLACEI 003373//Homo sapiens PAC clone DJ0740L10 from 7p13-p14. complete sequencey/6.0e-1 8:471:61// 
AC005247 
45 F-PLAC E1 003375 

F-PLACEI 003383//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer, segment 
10/10y/2.3e-157;779:96//AB020878 ' / 

F-PLACE1003394//Sprague-Dawley (clone LRB13) RABU.m.PN/^. porDplete cdsy/1.2e-104:596:91//M83680 
F-PLACEI 003401//RPCI11-71J5.TJ RPCI11 Homo sapiens genomic clone R-71J5, genomic survey sequencey/ 
50 0.85:140:65//AQ268588 ' . ' 

F-PLACE1003420//Caenorhabditis elegans DNA *** SEQUENCIfslGMN PROGRESS *** from clone Y1 E3. WORK- 
ING DRAFT SEQUENCEy/0.0015:286:60//AL021388 '-y^Jp^^i 

F-PLACEI 003454//Plasmodium falciparum microsatellite pe63 se"4u^nbey/0.0084:2l9:6l//AF0l5470 
F-PLACEI 003478//Homo sapiens calcium-dependent Chloride charirieM (hCLCAl) gene, complete cdsy/1.3e- 
55 11:746:60//AF039401 ' h'^" 

F-PLACEI 003493 : . ; ' 

F-PLACEI 00351 6//Homo sapiens Chromosome 17, clone HRPC98tK16, complete sequencey/8.2e-41:379:78// 
AC002994 V' 
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F-PLACE1 00351 9//Homo sapiens Chromosome 21q22.3 PAC 141B3, complete sequence, containing ribosomal 
protein homologue pseudogene L23a.//6.2e-21 :247:76//AF064859' 

F-PLACE1 003521//Human DNA sequence from PAC 257A7 on.chromosome 6p24. Contains two unknown genes 
and ESTs. STSs and a GSS.//4.4e-68:5a2:79//AL008729 ' 
5 F-PLACE1003528//Homo sapiens DNA sequence from clone 78F24 on chromosome 22ql2.l-l2.3. Contains one 

exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequencey/1 .0: 
323:58//AL022336 ^ , ^ 

F-PLACE1003537//Homo sapiens multispanning membrane' protein,: mRNA, complete cdsy/0.0054:322:59// 
U94831 

10 F-Pl-ACE1003553//Human DNA sequence *** SEQUENCING INspROGRESS *** from clone 97P20. WORKING 

DRAFT SEQUENCE.//2.9e-78:267:88//AL031 297 

F-PI-ACE1003566//Plasmodium falciparum IVIALSPS, complete sequence.//0. 00026:51 4:58//Z98547 
F-PL^CE1003575//Plasmodium falcipamm 307 chromosonie 1 2 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces7/0.079:755:54//AC004688 
IS F-PLACE1003583//Human DNA sequence from clone 246H3 on chromosome 22qll .21 -12.2 Contains LRP5 (Li- 
poprotein Receptor Related Protein) pseudogene, EST, CA repeats (D22S414, D22S925, D22S926), STS, GSS 
and CpG island, complete sequence.//1.1e-41:212:74//AL022324 

F-PLACE1 003584//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-56, complete 
sequence.//0.0038:465:57//AL010230 
20 F-PLACE1003592//Homo sapiens chromosome 17, clone 296K1 , WORKING DRAFT SEQUENCE. 10 unordered 

piecesy/0.72:111:71//AC002557 ' ' ' ' 

F-PLACE1003593//Human PAC clone DJ318C15 from Xq23, complete sequence.//0.096:162:66//AC002476 
F-PLACE1003596//MUS musculus integral membrane protein 1 (Itml) mRNA. complete cds.//1 .46-54:685:68// 
L34260 

25 F-PLACE1 003602//Homo sapiens mRNA expressed in placenU.//1 : 'li-l 38:679:97//D83200 

F-PLACE1 003605//Homo sapiens chromosome 1 6, cosmid clone RTSl (LANL), complete sequencey/0.0074:265: 
63//AC005356 ' -'l^f ^ 

F-PLACE1003611//HS_2198_B1_D02_MF CIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2198 Col=3 Row=H, genomic sun/ey sequence.//2.ie-23:l37:97//AQi84475 
30 F-PLACE1 00361 8//Homo sapiens chromosome 4 clone CO0lfG'l3^map 4pl6, complete sequencey/3.0e-122: 
725:89//AC006226 

F-PLACE1003625//HS_2238_B2_D11_MF CIT Approved HuHaniGbridmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2238 Col=22 Row=H, genomic survey sequence.//4.8e-12:92:94//AQ065662 
F-PLACE1003638//Arabidopsis thaliana genomic DNA, chromoso"m0;5,vPl clone: MKDIO, complete sequence.// 
35 0.043:264:63//AB01 1478 . \ ^ * ' 

F-PLACE1 003669 ' . , 

F-PLACE1003704//RPCI11-23H21.TKBF RPCI-11 Homo sapiens ;genomic clone RPCI-11-23H21, genomic sur- 
vey sequence.//7.le-31 :199:91//AQ013830 

F-PLACE1003709//Homo sapiens mitotic checkpoint kinase Bubl. (BUB1) mRNA, complete cds.//4.3e-1 32:669: 
40 95//AF053305 

F-PLACE1003711//Homo sapiens DNA sequence from PAC 163M9 on chromosome Ip35.l-p36.21. Contains 
protein synthesis factor (elF-4C), Dl F15S1 A pseudogene, ESTs, 'STS, GSS, complete sequenceV/l .5e-31 :166: 
99//AL021920 

F-PLACE1003723//HS_2231_A2_C07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=223l Col=l4 Row=E, genomic survey sequenee.//i .2e-l2:il4:90//AQ235672 

F-PLACE1003738//Human zinc finger protein 42 (MZF-1) mR(vlA,;Complete cds.//5.9e-33:592:67//M58297 
F-PLACE1003760//Homo sapiens tetraspan TM4SF (TSPAN-3) mRNA. complete cdsy/3.6e-11 :92:93//AF054840 
F-PLAC El 003762 ' i ts^^-^' ' 

F-PLACE1003768//Homo sapiens genomic DNA, chromosome 2l q22.2.(Down Syndrome region), segment 7/15, 
50 WORKING DRAFT SEQUENCE./M.8e-77:737:76//AP000014r^- Vi?^*^ ' 

F-PLACE1003771//Homo sapiens BAG clone GS164B05 from 7g2Jt,^p22: complete sequence.//2.1e- 164:793:98// 
AC004160 '■^■•'•^r:)^'\ 

F-PLAC El 003783//HS_2190_A2_C02_T7 CIT Approved Hurpan'iGenom Sperm Library D Homo sapiens ge- 
nomic clone Plate=2190 Col=4 Row=E, genomic survey seq u e'nce !//i. 1e-26:1 47: 100//AQ2 18757 
S5 F-PLACE1003784//Homo sapiens Xp22-150 BAC GSHB-309H.5r(Geiiome Systems Human BAC Library) com- 

plete sequence.//4.5e-57:706:68//AC006210 J.-*--:^,. 

F-PLACE1003795//Homo sapiens Xq28 genomic DNA in the region of the LI CAM locus containing the genes for 
neural cell adhesion molecule Li (L1CAM), arginine-vasopressinTeceptor(AVPR2), CI p115 (CI), ARD1 N-acetyl- 
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transferase related protein (TE2), renin-binding protein (RbP), host cell factor 1 (HCF1), and lnterleukln-1 receptor- 
associated kinase (IRAK) genes, complete cds, and Xq28lu2^gene7/0.pi5:296:60//U52112 
F-PLACE1003833//Homo sapiens DNA sequence from cosmid .N75B3 »on chromosome 22 Contains EST, exon 
trap, complete sequence 7/0.52:2 12:64//AL022339 
5 F-PU\CE1003850//P.falciparum histidine-rlch protein genesY/O 39:33p':60//M17028 

F-PLACE1003858//Human DNA sequence from PAC 332011 on chromosome 1q24-1q25. Contains ESTs and 
STSsy/4.Be-07:461:59//Z98043 * 

F-PLACE1003864//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 
DRAFT SEQUENCE. 5 unordered pieces.//0.026:538:56//AC005139 . • ' 
10 F-PLACE1003870//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 54B20. WORKING 

DRAFT SEQUENCE.//6.5e-06:175:69//Z98304 . V 

F-PLACE1003885//MUS musculus poly(A) polymerase VI mRN A, complete cds.//9.4e-75:754:72//U58l34 
F-PLACE1003886//Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unordered piecesV/ 
6.7e-20:432:64//AC006030 ' * ' } 

IS F-PLACE1003888//Human mRNA for phospholipase C, complete cds.//2.6e-53:702:67//D421 08 

F-PLACE1003892//RPCI11-24P17,TV RPCI-11 Homo sapiens genomic clone RPCI-11-24P17, genomic survey 
sequence.//3.3e-20:245:65//B86759 

F-PLACE1003900//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 328E19, WORKING 
DRAFT SEQUENCE.//2.5e-17:260:71//AL022240 . ^\ 

20 F-PLACE1003903//MUS musculus OTP synthetase homolog (CTPsH) mRNA, complete cds.//2.7e-86:533:87// 

U49385 

F-PLACE1 00391 5//MUS musculus Clone OST1963, genomic sun/ey sequence .//6.4e-29:251 :80//AF046591 
F-PLACE1 003923//Homo sapiens full-length insert cDNA clone ZD40A05.//2.8e-25:31 6:70//AF086251 
F-PLACE1003932//Plasmodium falciparum 3D7 chromosome: 1;2 ;PFYAC1 81 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 8 unordered pieces.//1 .6e-05:652:58//ACb05505 

F-PLACE1003936//CIT-HSP-2387C11TR.1 CIT-HSP Homo sajjieris genomic clone 2387C11, genomic sun/ey 
sequence-//1.0:223:62^'AQ239494 ' -''f 

F-PLACE1003968//Rattus non/egicus 5'-AMP-activated protein, kinase* gamma-i subunit mRNA, complete cds.// 
5.2e-47:505:72//U42413 

30 F-PLACE1004103//Homo sapiens chromosome 19, cosnriid R28Z84, complete sequence.//6.7e-29:241 :84// 

AC005954 ■ ^ f;' "■s/.• 

F-PLACE1004104//Rattus norvegicus rsec5 mRNA, complete cdsl//3';6e-11 5:71 9:86//AF032666 
F-PLACE1004114//Homo sapiens Chromosome 22q11.2 BAG Clbni9,77h2 In CES Region. WORKING DRAFT 
SEQUENCE. 7 unordered pieces.//1.5e-22:213:80//AC000052.^ * * 

35 F-PLACE1 0041 1 8//Pseudorabies virus with upstream and downVeam sequences.//0.87:209:64//M3465i 
F-PLACE1004128//M.musculus G protein beta-subunit mRNA, complete cds.//2.5e-62:437:84//M63658 
F-PLACE1004149//Oryctolagus cuniculus translation initiation factor elF2C mRNA, complete cdsY/l .4e- 16:342: 
65//AF005355 

F-PLACE1004156//Homo sapiens DNA sequence from PAC 57E3 on chromosome 6p12.1-21 .1 . Contains GSSs 
40 and an STS with a TATC repeat polymorphism, complete sequenbe.//1 .2e-26:299:74//AL022099 

F-PLACE1004161 

F-PLACE1004183//Homo sapiens forTOMI-like protein.//1.2e-146:731:96//AJ010071 
F-PLACE1004197 

F-PLACE1004203//Homo sapiens GPI-anchored membrane protein CDw108 precursor, mRNA, complete cds.// 
45 4.0e-144:695:98//AF069493 . '^^ .^Jv 

F-PLACE1004242//Homo sapiens DNA sequence from PAC '.124C6 ori chromosome 6q21. Contains genomic 
marker D6S1603, ESTs, GSSs and a STS with a CA repeat polymorphism, complete sequence .//2.3e-1 51:772: 
95//AL021326 

F-PLACE1004256//HS_2010_B2_G04_T7 CIT Approved Humaa-Gejiqm Spenn Library D Homo sapiens ge- 
50 nomic clone Plate=201 0 Col=8 Row=N. genomic survey sequefe//!:^^^^ 

F-PLACE1004257//Homo sapiens BAC clone NH0342K06 from\ 2, complete sequence.//0.0a011 :349:63// 
AC005034 , ' 

F-PLACE1004258//Homo sapiens DNA sequence from PAC 779B1 7;^oh chromosome 22ql3.l. Contains exon 
trap, complete sequence.//0.77:475:59//AL021 806 . - 

55 F-PLACE1004270//Human IgA C alpha 1 switch region (Sal )y/1.7e-b8:622:61//Ll 9121 

F-PLACE1 004274//H.sapiens CpG island DNA genomic Msei fragment,: clone 1 8g6, forward read cpgl 8g6.fti b.// 
8.6e-37:1 96:98//Z57691 • ' : • . ' 

F-PLACE1004277//Homo sapiens two pore domain K+ channel (TASK-2) mRNA, complete cds.//6.0e-1 56:756: 
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97//AF084830 . ; 

F-PLACE1004284//Arabidopsis thaliana genomic DNA, chromosome 5', P1 clone: MPI7, complete sequence.// 
0.0060:635:57//AB011480 " ' ^ 

F-PLACE1004289//HS_3023_B1_E04„T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3023 Col=7 Row=J, genomic survey sequence7/2.4e-l2:86:98//AQ094451 

F-PLACE1 004302//Streptomyces COeliCOlor COSmid 7H1 .//0;26:2?7:64//AL021 41 1 
F-PLACE1 00431 6//H.saprens mRNA for apoptosis specific protein.//2:9e-i50:797:94//Y11588 
F-PLACE1004336//Drosophila melanogaster DNA sequence (P1jDS07968 (D117)), complete sequencey/0.87: 
206:59//AC004267 ^ ; 

10 F-PLACE1 004358//Homo sapiens connector enhancer of KSR-iike protein CNKI mRNA, complete cdsy/5.9e-l 39: 
688:97//AF100153 • - - 

F-PLACE1004376//MUS musculus clone OST20307, genomic survey sequence.//4.1e-81:498:89//AF046631 
F-PLACE1004384//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 1121 J18. WORKING 
DRAFT SEQUENCE.//3.6e-41 :482:73//AL031 653 
15 F-PLACE1004388//Caenorhabditis elegans cosmId K08F11 y/8.6e-26:6l5:62//U70855 

F-PLACE1004405//Homo sapiens clone GS512I21 , WORKING DRAFT SEQUENCE, 9 unordered pieces.//9.2e- 
150:749:96//AC005027 

F-PLACE1004425//Homo sapiens PAC clone DJ0733B09 from 7p14'pl3, complete sequence.//2.4e-08: 129:76// 
AC005532 . 
20 F-PLACE1 004428//R.non/egicus mRNA for Pristanoyl-CoA.Oxidase;//7.0e-1 7:549:61//X951 88 

F-PLACE1 004437//Human NAD+-specific isocitrate dehydrb'getiase beta subunit precursor, mRNA, nuclear gene 
encoding mitochondrial protein, complete cdsy/3.1e-129:536:99//U49283 

F-PLACE1004451//Human DNA sequence from PAC 214K23, BRCA2 gene region chromosome 13q12-13 con- 
tains BRCA2 exons 1-24, Interferon Induced 56Kd pseudogene/and- ESTs7/4.8e-23:231 :71//274739 
25 F-PLACE1004460//Homo sapiens PAC clone DJ1064B22 fromj-7q2f, complete sequencey/0. 96:454:56// 

AC004954 ^ '-J'!'"' 

F-PLACE1004467//HS_2058_B1_C09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2058 Col=l7 Row=F, genomic survey sequendey/2.4e;87:433:9^^^ 
F-PLACE1 004471 //Figure 2. Nucleotide and translated proteinieqiierices of HPF1 , -2, and-9y/1 .4e-74:665:70// 
30 M27877 i 

F-PLACE1 004473//CIT-HSP-2045A1 5.TF CIT-HSP Homo sapiens genomic clone 2045A1 5; genomic survey se- 
quence y/3.3e-20:140:92//B80243 ■ ' *' 

F-PLACE1004491//Plasmodium falciparum 307 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered piecesy/9.9e-05:794:57//ACa04709 
35 F-PLACE1004506//Human Gx-alpha geney/1.0e-05:231:63//D90i50 

F-PLACE1 00451 0//Homo sapiens TATA binding protein associated factor (TAFII150) mRNA, complete cdsy/3.2e- 
146:699:98//AF040701 • ' ; ' 

F- P LAC E1 00451 6//Hu man DNA sequence from cosmid SRL9A'f3;1;hromosome region Ilpl3. Contains ESTy/ 
1.4e-33:367:71//Z86001 
40 F-PLACE1004518 

F-PLACE1004548//Dictyostelium discoldeum MigA (migA) gene, complete cdsy/2.6e-05:3 18 :62//U86962 
F-PLACE1004550//Human FMR1 gene. 5' endy/0.001 8:1 42:66//L:l 9476 

F-PLAC E1 004564//B.taurus mRNA for cleavage and polyadenyjation^specificity factory/1 .7e-1 1 4:51 3:85//X75931 
F-PLACE1004629//Anolis carolinensis Brain-1 gene, complete cdsy/p. 0001 3: 188:6 
45 F-PLACE1004645//Mycobacterlum tuberculosis H37Rv compiefeigert^ segment 138/1627/0.66:337:60// 

Z95120 -i:i'^^'^t^i ^ 

F-PLACE1004646//Rattus norvegicus retinal pigment epltheliurli-i(Declfic pr'otein (Rpe65) mRNA, complete cdsy/ 
1 . 1 e-1 9:326 :63//AF035673 

F-PLACE1 004658//H.saplens CpG island DNA genomic Msel fragment, clone 55h1 , forward read cpg55hl .ftl ay 
50 12.4e-34:188:98//Z61632 ; cl^;' 

F-PLAC E1004664//Caenorhabditis elegans cosmid W10G6, complete sequencey/1 .0:1 48:65//Z81 140 
F-PLACE1004672//Human ABL gene, exon lb and intron lb, and putative M8604 Met protein (M8604 Met) gene, 
complete cdsy/1.9e-101:182:95//U07561 " ^'''',f, .-i 

F-PLACE1004674//Homo sapiens calcium binding protein (ALG-2)VmRNA, complete cds.//4.3e-1 09:625:91// 
55 AF035606 

F-PLACE1004681//Homo sapiens genomic DNA of 8p2i.3-p22 antl-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/11 y/1 .9e-152:759:96//AB020860 

F-PLACE1 004686//Homo sapiens DNA sequence from PAC 1 79N1 6:on chromosome 6p21 .1-21 .33. Contains the 
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SAPK4 (MARK p38clelta) gene, and the alternatively spliced SAPK2 gene. coding for CSaids binding protein CSBP2 
and a MAPK p38beta LIKE protein. Contains ESTs. STSs and two predicted CpG islands, complete sequence.// 
1. 26-34:320:71 //Z951 52 

F-PLACE1004691//HS_3044_A1_G01_MF CIT Approved Humari biehomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3044 Col=l Row=M, genomic survey sequence.//0.01 8:1 91 :63//AQ098323 

F-PLACE1004693//Human DNA sequence from clone 353H6 onphromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequencey/0.28:573:57//AL022577 
10 F-PLACE1 00471 6//Plasmodium falciparum MAL3P6, complete sequence.//0.00081 :428:59//Z98551 

F-PLACE1004722//HS_3052_B1_C10_MR CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3052 Col=l9 Row=F, genomic survey sequerice.//2.3e-05:l04:75//AQl 34959 
F-PLACE1 004736//CIT-HSP-2365J21 TF CIT-HSP Homo sapiens genomic clone 2365J21 , genomic survey se- 
quence.//1 .3e-24:180:88//AQ080498 
15 F-PLACE1 004740//RPCI11 -58A7.TJ RPCI1 1 Homo sapiens genomic clone R-58A7, genomic survey sequence.// 
8.6e-26:522:65//AQ1 95766 

F-PLACE1004743//MUS musculus ubiquitin-protein ligase E3-alphai(Ubr1) mRNA, complete cds.//1.1e-112:711: 

86//AF061555 

F-PLACE1 004751 ' ^^'r'X \ 

20 F-PLACE1004773//Homo sapiens inversin protein mRNA, complete cdsy/5.4e-1 71 :828:97//AF084367 

F-PLACE1004777//Rattus norvegicus mRNA for myosin-RhoGAP prptein Myr 7y/4.2e-134:763:9O//AJ00l713 

F-PLACE1004793//Human DNA sequence from clone 323P24qp chromosome Xp11. 21-11 .23 Contains SPIN 

(spindlin homolog (PROTEIN DXF34), hypothetical protein EST STS^ GSS. complete sequence 7/9 .3e-1 32: 759: 

90//AL022157 • •. r> ^ 

25 F-PLACE1 004804 ' ^r-f^i;^]. 

F-PLACE1 00481 3//Plasmodium falciparum 3D7 chromosome'' 1 2 ■pF^AC588 genomic sequence, WORKING 

DRAFT SEQUENCE, 2 unordered pieces./^6.5e-06:403:58//ACo6^7j'o • 

F-PLACE1 00481 4//Homo sapiens chromosome 17, clone hRPK?294!lJ_22, complete sequencey/9.8e-39:207: 
99//AC005921 ■ 
30 F-PLACE1 00481 5//Homo sapiens PAC clone DJ0651K02 from7p!2l'ip22, complete sequence 7/8. 1e-1 5:203:73// 
AC004613 

F-PLACE1004824//G.gallus PB1 geney/1 .1e-103:759:80//X90849 

F-PLACE1004827//HS_2230_A2_A05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2230 Col=10 Row=A, genomic survey sequencey/4.1e-38:330:81//AQ299313 

35 F-PLACE1004836//H.sapiens nidogen gene (exon 8)7/0.97: 116:68//X84825 

F-PLACE1004838//HS_3241_A2_A04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3241 Col=8 Bow=A, genomic survey sequence7/1 .8e-87:425:98//AQ206740 
F-PLACE1004840//Sequence 2 from patent US 57288197/6.7e-47:285:91//l92819 
F-PLACE1 004868 . 

40 F-PLACE1 004885//Arabidopsis thaliana DNAchromosome 4-, ESSAl contig fragment No. 9.//0.1 4:465:59//297344 
F-PLACE1 004900 . ; ; ^ : = 

F-PLACE1004902//CITBI-E1-2510J4.TR CITBI-EI Homo sapiiens genomic clone 251 0J4, genomic survey se- 
quence.//3.6e-06:56:100//AQ261184 ^'"''^i^f^'; 

F-PLACE1 00491 3//Homo sapiens BAC clone RG054D04 Wm 7q31,^oomplete sequence7/2.6e-1 51:770:91// 

45 AC005058 I r ' 

F-PLACE1 00491 8//l\/lus musculus Signaling molecule (ATTP) mRNA, complete cds.//2.6e-68:459:84//U97571 
F-PLACE1004930//Homo sapiens TNF-induced protein ,GG2-iyi^ complete cds.//4.4e-1 06:545:95// 

AF070671 ^x/'': |!^v!. 

F-PLACE1004934//Human DNA sequence from clone 192P9 on chromosome Xpll .23-11.4. Contains a pseudo- 
50 gene similar to rat Plasmolipin, ESTs and GSSs, complete sequencey/3.5e-45:226:84//AL020989 
F-PLACE1 004937 ; • . .[ 

F-PLACE1 004969 'r 'I'l-y 

F-PLACE1004972//Homo sapiens PAC clone DJ0612F12 from 7pl2-pl4, complete Sequencey/0.012:316:61// 
AC004843 . 
55 F-PLACE1004979//Human DNA sequence from clone 142F18-bn chromosome Xq26.3-27.2 Contains part of a 

gene similar to melanoma-associated antigen, EST, GSS and an inverted repeat, complete sequencey/4.7e-39: 
394:77//AL031073 

F-PLACE1004982//Caenorhabditis elegans cosmid B0507y/0'."l6:16V:65//U64833 
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F-PLACE1 004g85//Plasmoclium falciparum chromosome 2, sebtTon 16 of 73 of the complete sequencey/8.8e-l4: 
590:61//AE001373 ^' t 

F-PLACE1 005026 

F-PLACE1 005027 "* 
5 F-PLACE1 005046 : ' ' 

F-PLACE1005052//Homo sapiens chromosome Xp22-135-136 clone GSHB-56711, WORKING DRAFT SE- 
QUENCE. 35 unordered pieces.//2.1e-135:675:97//AC005867 

F-PLACE1005055//Homo sapiens mRNA for KIAA0576 protein,- partial cds.//1 .96-159:761 :98//AB011148 
F-PLACE1005066//Homo sapiens actin binding protein MAYVEN mRNA. complete Cds.//9.2e-1 0:757:56// 
TO AF059569 

F-PLACE1 005077 . . '.: 

F-PLACE1005085//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAG library) 
complete sequencey/6.9e-29:253:77//AC004673 

F-PLACE1005086//Homo sapiens chromosome 17, clone HClfl1023, complete sequence .//6 .56-52:446:78// 
15 AC002316 ^ ' 

F-PLACE1005101//Homosapiensclone DJ0414A15, WORKING DRAFtSEQUENCE, 9 unordered piecesy/2.0e- 

146:734:96//AC005225 ^ i-'^ v ■ 

F-PLACE1005102//Homo sapiens chromosome 19, cosmid R29388, complete sequence.//9.8e-83:254:95// 
AC004476 . 
20 F-PLACE1005108//Human BAG clone RG009H02 from 7q31, complete sequence.//0.46:179:64//AC003081 

F-PLACE1005111 ' ... 

F-PLACE1005128//Bovine herpesvirus type 1 early-intermediate.transcripiion control protein (BICP4) gene, com- 
plete cds.A^0.0005l:287:63//Ll 4320 -H' 

F-PLACE1005146//HS_3071_A1_E03_I\/IF GIT Approved Human| Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3071 Col=5 Row=l, genomic survey sequence^//7.4e-38:299:82//AQ1 03361 

F-PLACE1005162//Human BAC clone GS306C12 from, 7q21-q22, complete sequence .//2.6e-44:346:82// 

AC002451 ' ' ' 

F-PLACE1005176 

F-PLACE1005181//CIT-HSP-2340O5TR CIT-HSP Homo sapiens genomic clone 234005, genomic survey se- 
30 qu6nce.//0.99:211:63//AQ054651 -'"^^V 

F-PLACE1005187//CIT-HSP-2358N6.TR CIT-HSP Homo sapiehs genomic clone 2358N6, genomic survey se- 

quence.//2.7e-07:80:90//AQ074445 

F-PLACE1005206//Human BAC clone 133K23 from 7q31.2; complete sequence.//0.98:216:61//AC000061 
F-PLACE1005232//Homo sapiens clone DJ1106H14, WORKING DRAFT SEQUENCE, 42 unordered pieces.// 
35 0.70:245:63//AC004965 

F-PLACE1 005243 ' ' 

F-PLACE1005261//Caenorhabditis elegans cosmid T05H10, complete sequence.//0.00041:254:61//Z47812 

F-PLACE1005266//H.sapiens mRNA (fetal brain cDNA a4_2g)y/9i6e-33:177:98//Z70695 
F-PLACE1005277//Homo sapiens mRNA for KIAA0610 proteins-partial c'ds.//1 .6e-148:706:98//AB011182 
40 F-PLACE1005287//Plasmodium falciparum (MESA) mRNA exbns -r-2; complete cds.//2.8e-15:737:60//IVI69183 

F-PLACE1 005305//Bovine mitochondrial GTP:AMP phosphotrarisferase mRNA, complete cds7/3.8e-1 1 1 :728:84// 
M25757 * 

F-PLACE1005308//Clethrionomys glareolus endogenous retroviral sequence ERV-L pol gene, clone ERV-L Vole 
Cg147/1 .0:128:67//AJ233621 ' : ^v^^ -;• 

45 F-PLACE1 00531 3//Caenorhabditis elegans cosmid D2092.//8.8e-11:342:62//U88167 

F-PLACE1005327//HS_3080_B2_A12„MR GIT Approved Human'Gferiomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3080 Col=24 Row=B, genomic survey sequence:y/4:1e-25:147:96//AQ139116 
F-PLACE1005331//Homo sapiens chromosome 19, cosmid F20569. complete sequence.//1.4e-1 32:399:94// 
AC004794 

50 F-PLACE1 005335//Human Chromosome 3 pac pDJ70i1 1 , WORKING DRAFT SEQUENCE, 2 unordered pieces.// 

5.5e-114:237:92//AC000380 

F-PLACE1 005373 ' > 

F-PLACE1005374//Homo sapiens chromosome 7 common fra'gile site, complete sequence.//0.20:305:58// 
AF017104 

55 F-PLACE1 005409//Human BAC clone RGl 67B05 from 7q21 , complete sequence.//2.5e-148:760:95//AC003991 

F-PLACE1005453//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y48A6, 
WORKING DRAFT SEQUENCE.//0.00069:582:59//Z92854 
F-PLACE1005467//Rat mRNA.//0.0014:131 :70//M59859 



■ •> 



EP1 074 617 A^' C: 

F-PLACE1005471//Human DNA sequence from clone 4514 on chromosome 6q24.l-24.3. Contains two putative 
unknown genes, ESTs, STSs and GSSs. complete sequence7/3.0e-23:530:67//AL023581 
F-PLACE1005477//Human DNA sequence from clone J1 81 N11 , WORKING DRAFT SEQUENCEy/3.3e-131 :814: 
88//Z82191 

5 F-PLACE1005480//Homo sapiens DNA sequence from PAC 257120 on chromosome 22ql 3.1 -13.2. Contains cy- 

tochrome P450 pseudogenes CYP2D7P, CYP2D8P, CYP2D6(D),TCF20, NADH ubiquinone oxidoreductase B14 
subunit, ESTs, CA repeat. STS. GSSy/7.0e-34:246:73//AL021 878 

F-PLACE1 005481 //RPC1 11 -74L17.TJ RPCI11 Homo sapiens genomic clone R-74L17, genomic survey se- 
quence .//0.37:403:57//AQ266885 
10 F-PLACE1005494//Homo sapiens transient receptor potential protein 6 mRNA, complete cdsy/2.1 6-67:325:99// 

AF080394 

F-PLACE1005502//Homo sapiens BAC clone NH0161H12 from 7p14-p15, complete sequence.//0.01 5:403:61// 
AC005589 \ : • ^ ' • V: • 

F-PLACE1005526//H.sapiens CpG island DNA genomic Msel fragment, clone 9f1, reverse read cpg9f1.rt1a.// 
15 3.66-27:1 59:96//Z66485 , ' ; ' : 

F-PLACE1005528//Homo sapiens genomic DNA, chromosome .2,1 qflt.l , segment 9/28, WORKING DRAFT SE- 
QUENCE 7/2. 6e-28:449:67//AP000038 

F-PLACE1005530//Homo sapiens clone DJ0691L07, complete sequence,//6.5e-18:234:72//AC004860 
F-PLACE1005550//Fugu aibripes GSS sequence, clone 048A08bH3, genomic survey sequencey/1.2e-14:123: 
20 75//AL025925 V i r 

F-PLACE1005554//Leishmania tarentolae mitochondrial 128 ribpsomal RNA geney/0.43:209:66//X02354 
F-PLACE1005557//Homo sapiens Chromosome 17, clone hRPC.i117i.BjLl2, complete sequencey/9.3e-113:536: 
97//AC004707 . t?:. 

F-PLACE1005574//Plasmodlum falciparum 3D7 chromosome 12' PFYAC1383 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 3 unordered pieces. //1. 1e-1 0:5 14:59//AC005504 

F-PLACE1005584//Homo sapiens mRNA for KI/VA061 7 protein, complete cds.//0.00056:289:63//AB014517 
F-PLACE1005595//Human Chromosome 11q12.2 PAC clone pbJ606g6, complete sequencey/1.2e-1 11:262:89// 
AC004126 : }■ " 

F-PLACE1 005603 

30 F-PLACE1 00561 1//F1605TFC IGF Arabidopsis thaliana gerioniic clone F1 605, genomic survey sequencey/2.0e- 

10:209:66//B98589 

F-PLACE1 005623 " 

F-PLACE1005630//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 
ordered pieces.//1 .2e-93:230:98//AC005840 k ■[ 

35 F-PLACE1005639//HS_3095_B1_A03_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3095 Col=5 Row=B, genomic survey sequehcS7)'1,2'e-05:220:63//AO1 23022 
F-PLACE1005646//Homo sapiens RNA hellcase-related - protein -mRNA, complete cds.//6.4e-1 50:721:98// 
AF083255 ' ' ''-^^ ' ' ^ 

F-PLACE1005656//H. sapiens RR2 mRNA for small subunit ribonucleotide reductasey/1 .3e-51 :480:74//X59618 
40 F-Pl_ACEl005666//RPCI11-78O15.TV RPCI11 Homo sapiens ^Qien'omic clone R-78015, genomic survey se- 

quence.//8.7e-05:243:62//AQ284667 ' --y ■ ^ 

F-PI-ACE1005698//Human membrane-associated lectin type-C'mRNA.//l .9e-63:374:85//M98457 
F-PLACE1005727//Plasmodlum falcipamm chromosome 2, sectioh 59 of 73 of the complete sequencey/0.69:633: 
57//AE001422 ' "^^^^ 

45 F-PLACE1005730//HS_2026_B1_H11_T7 CIT Approved Human 'jG.eripmic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2026 Col=21 Row=P, genomic survey sequence.//2.6e-24:286:74//AQ231147 
F-PLACE1005739//MUS musculus IFN-gamma induced (Mg11) mRNA, complete cds.//2.8e-55:621 :71//U15635 
F-PLACE1005755//HS_2213_A2_H11_MR CIT Approved Human Genomic Spemi Library D Homo sapiens ge- 
nomic clone Plate=2213 Col=22 Row=0, genomic survey sequencey/1 .4e-25:290:75//AQ1 36844 
50 F-PLACE1005763//Rat medium-Chain S-acyl fatty acid synthetase thio ester hydrolase (MCH), complete c6sM 
4.5e-40:297:70//M1 6200 

F-PLACE1005799//R.norvegicus mRNA for mitochondrial isoform of cytochrome b5.//0.91:287:63//Y12517 
F-PLACE10058021/Homo sapiens PAC clone DJ044L15 .frorri Xq23, complete sequence.//5.0e-1 09:530:98// 
AC004827 

55 F-PLACE1005803//HS_3092_B1_A10_MF CIT Approved Humari'iGe Sperm Library D Homo sapiens ge- 

nomic clone Plate=3092 Col=19 Row=B, genomic survey sequence.y/2!4e-08:76:96//AQ1 03695 
F-PLACE1 005804//Homo sapiens alpha 1 ,2-mannosidase IB mRNA.jc^^ cdsy/1 .4e-1 26:636 :96//AF0271 56 

F-PLACE1 00581 3//Homo sapiens sorting nexin 2 (SNX2) mRNA.^pomplete cdsy/2.6e-154:739:98//AF065482 

■ ' •. Of!' . r • 

t . . , 
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F-PLACE1005828//Homo sapiens Chromosome 17. clone .hRPC,97,l_F_3. WORKING DRAFT SEQUENCE. 1 
ordered pieces.//2.2e-37:355:77//AC004i 50 , ^ 

F-PI_ACE1005834//Plasmodium falciparum DNA SEQUENCING IN PROGRESS "* from contig 4-105, com- 
plete sequence.//0.00080:663:58//AL010283 
5 F-PLACE1005845//Plasmodium falciparum 3D7 chromosome, 12 PFYAC812 genomic sequence, WORKING 

DRAFT SEQUENCE. 8 unordered plecesy/0.00015:340:58//Acbo4153 

F-PLACE1 005850//Human DNA sequence from clone 465N24 on chromosome 1 p35.1 -36.1 3. Contains two novel 
genes, ESTs, GSSs and CpG islands, complete sequenceV/i .&e-46:278:85//AL03l432 
F-PLACE1 005851 y;n-; > . 

10 F-PLACE1 005876//B.taurus mRNA for cleavage and poiyadenylatipn^specificity factory/5.0e-1 20:701 :89//X75931 

F-PLACE1005884//CIT-HSP-2333O12TR CIT-HSP Homo sapiens genomjc clone 2333012, genomic survey se- 
quence.//4.6e-78:385:98//AQ039226 

F-PLACE1005890//Schizosaccharomyces pombe beml/budS suppressor (Bem46+) mRNA, partial cdsy/9.3e-1 6: 
638:57/AJ29892 i : ; 

15 F-PLACE1005898//Rattus norvegicus A-kinase anchoring protein AKAP1 50 mRNA, complete cds .//1 .0:1 78:65// 
U67136 

F-PLACE1005921//M.musculus mRNA for immunity associated protein 38.//6.6e-17:614:59//Y08026 
F-PLACE1005923//RPCI11-33G19.TJ RPCI-11 Homo sapiens genomic clone RPCI-11-33G19, genomic sun/ey 
sequence7/4.0e-10:535:57//AQ046151 
20 F-PLACE1005925//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 537K23. WORKING 

DRAFT SEQUENCE.//0.1 7:1 59:65//AL034405 
F-PLACE1 005932 , . 

F-PI_ACE1005934//H.sapiens CpG island DNA genomic MseV fragment, clone 165g2, fonward read 

cpg165g2.ft1ay/8.3e-43:247:93//Z57153 j- 
25 F-PLACE1005936//Rrubripes GSS sequence, clone 069K22aGi2', 'genomic survey sequence.//0.91:1 16:68// 

AL014719 

F-PLACE1005951//Rhodobacter sphaeroides DMSO/TMAO-senson kinase (dorS), DM SO/TM AO-response reg- 
ulator (dorR), DMSO/TMAO-cytochrome c-containing subunit (dbrC), DMSO-membrane protein (dorB), and DM- 
SO/TMAO-reductase (dorA) genes, complete cdsy/0.0022:i,9555?//AF016236 
30 F-PLACE1005953//Homo sapiens PAC clone DJ0320J15: from;^Xq23': complete sequencey/2.9e-05:442:61// 

AC004a81 ^ '^i^"\iT.ri^ 'r 

F-PLACE1005955//Caenorhabditis elegans cosmid F01F1 y/4aepo)409:64//U 13070 
F-PLACE1005966//P.falclparum aarp3 gene, exon 7/0.0083:270:64/^08925 
F-PLACE1 005968 

35 F-PLACE1005990//Homo sapiens chromosome I2p1 3.3 Clone RPq^^^^^^^ 
51 ordered piecesy/1.0e-1 00:51 3:96//AC005866 . ^ ^■ 

F-PLACE1006002//Human DNA sequence *" SEQUENCINoWpRbGRESS *** from clone 229A8, WORKING 

DRAFT SEQUENCE.//2.5e-54:444:77//Z86090 ^ - 

F-PLACE1 006003//HS-1 059-/V2-G01 -MFabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
40 Plate=CT 781 Col=2 Row=M, genomic survey sequence.//3.4e-65!2i4:64//B44442 

F-PLAC El 00601 1//MUS musculus poly- (AD Pribosyl)-transf erase honiolog PARP mRNA, complete cdsy/4.3e-71 : 
580:79//AF072521 

F-PLACE1 00601 7//Homo sapiens Chromosome 1 6 BAC clone CIT987-SKA-113A6 -complete genomic sequence, 
complete sequence.//8.6e-32:1 77:83//AC002299 

45 F-PLACE1006037//MUS musculus B6D2F1 clone 2C11 B mRNA.//"l .8e-34:269:83//U01139 

F-PLACE1006040//Homo sapiens mRNA for alpha endosulfjne.//3:4e-1 47:71 9:97//X99906 
F-PLACE1006076//Homo sapiens DNA sequence from PAC 79C4 on chromosome lq24. Contains the Pti/IXI 
gene, coding for two alternative fonns of the Paired Mesoderm Homeobox protein 1 (PMX-1, PHOX-1). Contains 
ESTs, STSs and BAC end sequences (GSSs), complete sequenc|V/0.37:332:62//Z97200 

50 F-PLACE1006119//Homo sapiens Ran-GTP binding protein. mRN^'partial cds.//1.3e-145:679:99//AF039023 

F-PLACE1 0061 29 I'^^^^^'^i, i 

F-PLAC E1 0061 39//Saccharomyces cerevisiae chromosome yi'cosmid 99657/4. 8e-27:693:60//D44597 
F-PLACE1006143//Human DNA sequence *** SEOUENClNGJISl'PB'OGRESS from clone 16915, WORKING 
DRAFT SEQUENCE.//4.7e-46:435:77//Z93015 • •^•'^:^!;Tf 

55 F-PLACE1006157//Saguinus oedipus mRNA for membrane cofafctoP protein CD46, complete cds, clone:B2.// 

0.048:290:60//D85750 . ^ , 

F-PLACE1006159//Homo sapiens chromosome 10 clone CIT987SK-.1054O2 map 10q25, complete sequenceV/ 
3.2e-129:466:96//AC005661 , 
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F-PLACE1006164//HS_3003_A1_F08_MR CIT Approved Humkn Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3003 Col=l5 Row=K, genomic survey sequencey/1.4e-70:388:93//AQ1l8200 
F-PLACE1006167//Homo sapiens chromosome 19, cosnfiid F23.149, complete sequence.//4.3e-78:385:86// 
AC005239 'V'' 
5 F-PLACE1 0061 70//Mouse mRNA for alpha-adaptin {C).//3.5e-9i :63p;84//Xl 4972 

F-PLACE1006187//Homo sapiens cyclin E2 mRNA. complete. cds.//3,9e-149:694:99//AF091 433 
F-P1JVCE1006195//Homo sapiens Xp22 BAG GS-607IH18 (Genonie'Systems IHuman BAG library) complete se- 
quence.//2.5e-16:283:70//AG003658 ' , - • 

F-PLACE1 0061 96//Mouse RNA hellcase and RNA-dependent ATPase from the DEAD box family mRNA, complete 

10 cds.//2.2e-94:648:84//L25125 ' - * '* ' 

F-PLACE1006205//Human Xp22 cosmid U250A9. complete sequencey/0.1 5:533 :58//U75931 
F-PLACE1006223//F24L20-T7 IGF Arabidopsis thaliana genomic clone F24L20, genomic survey sequence.// 
0.0068:1 75:64//B1 9803 , ^ 

F-PLAGE1006225//CIT-HSP-2335I23.TF GIT-HSP Homo sapiens genomic clone 2335123, genomic survey se- 
15 quence.//2,1e-19:149:90//AQ039880 

F-PLACE1006236//Human chromosome 12pl5 BAG clone GIT987SK-99b8 complete sequence.//0.51 :290:58// 
U91327 

F-PLAGE1006239//Homo sapiens BAG clone RG118D07 from 7q31. complete sequence. //7.4e-1 58:452:96// 
AG004142 

20 F-PLAGE1006246//RPGI11-36I23TK RPGI-11 Homo sapiens genomic clone RPGI-11 -36123, genomic survey se- 

quence.//2.6e-31 :1 76:97//AQ045400 

F-PLACE1006248//Homo sapiens mRNA for KI/VA0648 protein,, partial Cds.//2.3e-1 66:791 :98//AB014548 
F-PLACE1006262//342E3.TVD CIT978SKA1 Homo sapiens . genomic Clone A-342E03, genomic survey se- 
quence.//1 .0:228:63//B1 6447 

25 F-PLAGE1006288//Human DNA sequence *" SEQUENGING.lN;RROGRESS *" from clone 20N2, WORKING 
DRAFT SEQUENCE.//6.6e-172:809:99//AL031320 ; 
F-PLAGE1006318 ^'^'f^ f 

F-PLAGE1006325//Homo sapiens PAG clone DJ0988L12 from^:7qil!;23-q21.1 , complete sequencey/0.079:396: 
59//AG004454 ^ b 

30 F-PLACE1006335//Mouse Ig third hypervariable region (HCDR3), nohproductively rearranged alpha-chain gene 

VHSB32-D-JH2 region.//1.0:90:67//M55721 ' ■ 

F- P LAC E1006357//P las m odium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE. 3 unordered pieces.//©. 1 6 :445:56//AC.005504: , ;- 

F-PLACE1006360//PIasmodium falciparum MAL3P7. complete. ^equencby/6 J e-05:625:57//AL03 
35 F-PLAGE1 006368//X.laevis mRNA for KLP2 protein.//3.0e-25:376:68//X94082 

F-PLAGE1006371//Homo sapiens chromosome 16, cosmid clone 36pH6 (LANL), complete sequencey/2.0e-i46: 

711:97//AG004232 , j.. 

F-PLAC El 006382 • -.r 

F-PLACE1006385//Homo sapiens epsin 2a mRNA, complete cds.//5.1e-110:539:97//AF062085 
40 F-PLAC El 00641 2//Homo sapiens BAG clone GS588G18 from 7p12-p14, complete sequenceV/l .3e-23:463:68// 

AG005029 

F-PLAGE1 00641 4//Homo sapiens PGAF associated factor 65 Wpha mRNA, complete cds.//l .30-109:525:98// 
AF069735 ^ , ' 

F-PLACE1006438//Homo sapiens mRNA for KIAA0557 protein, partial cds.//6.9e-23:531:65//AB011129 
45 F-PLAC E1006445//HS_3071_A1_C11_MF CIT Approved Human'Gehomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3071 Col=21 Row=E, genomicsurvey sequence .//4.7e-74: 392: 95//AQ 103347 
F-PLAC E1 006469//Rhodobacter capsulatus strain SBI 003;!partjaf genomeV/l .1 e-40:686:65//AF01 0496 
F-PLAC El 006470//T.brucei kinetoplast maxicircle variable region^.pNA.//0.99:250:59//215118 
F-PLAGE1006482//Human DNA sequence "* SEQUENCING INTROCSRESS *** from clone 447G4, WORKING 
50 DRAFT SEQUENGE.yy4.3e-120:328:98//AL021977 V -^r' S ' ' 

F-PLAGE1006488//Canine mRNA for 68kDA subunit of signal ■ recognition particle (SRP68).//6.5e-86:478:91// 
X53744 , ''-^'^^t'l ■ 

F-PLACE1 006492 ! 
F-PLAGE1 006506 *. 
55 F-PLAGE1006521//Homo sapiens BAG clone RG281G05 frpm:7pl5-p2l , complete sequence.//0.001 0:547:58// 

AG005083 ;.V;.i'V 

F-PLAGE1006531//Oryctolagus cuniculus translation initiation factorelF2G mRNA, complete cdsy/2.6e-84:625: 
80//AF005355 
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F-PLACE1006534//Caenorhabditis elegans cosmid Y40H7A, complete sequence7/0.00031 :671 :58//AL0335l 0 
F-PLACE1 006540 _ 

F-PLACE1006552//P.falcipaaim glutamic acid-rich protein gnen^ complete cds.//6.0e-10;636:59//J03998 
F-PLACE1006598//Homo sapiens BAG clone NH0539B24 from; 7p15.1-p14, complete sequence.//9.8e-25:170: 
5 77//AC006044 

F-PLACE1 00661 5//Homo sapiens eukaryotic translation initiation factor elF3, p35 subunit mRNA, complete cds.// 
6.76-167:781 :99//U97670 

F-PLACE1 00661 7//Homo sapiens Xp22 BAG QSHB-433024 (Genome Systems Human BAG library) complete 
sequence.//0.98:514:59//AC004470 
10 F-PLACE1006626//H.sapiens DNA 3' flanking simple sequence region clone wg2c3y/0.00079:206:62//X76589 

F-PLACE1006629//Human BAG clone RG333F24 from 7q11.2-q21, complete sequence.//C.001 2:576:57// 
AG004015 

F-PLAGE1006640//P.falciparum complete gene map of plastid-like DNA (IR-B).//0.0018:588:59//X95276 
F-PLAGE1006673//Plasmodium falciparum 3D7 chromosome 12'PFYAG69 genomic sequence, WORKING 
15 DRAFT SEQUENGE, 4 unordered pieces. //0. 0028:469 :58//AG004688 

F-PLAGE1006678//MUS musculus UDP-Gal:betaGlcNAc beta 1 .3-galactosyltranferase-l (b3GTl) gene, complete 
cds.//0.00011 :184:64//AF029790 

F-PLAGE1006704//MUS musculus dentin sialophosphoprotein precursor (DSPP) mRNA, complete cds.//0.0013: 
380:62//U67916 1 ; \ : 

20 F-PLAGE1006731//Human DNA sequence from PAG 408N23 on chromosome 22q13. Gontains HIP, HSG70-IN- 

TERAGTING PROTEIN (PROGESTERONE REGEPTOR-ASSGiblATEb P48 PROTEIN), ESTs and STS.//1.5e- 
78:520:86//Z98048 . ; 

F-PLAGE1006754//Homo sapiens chromosome 19, cosmid R2l9'l'24, cbmplete sequencer/1 .96-135:378:99// 
AG005626 ^ . ^ ;^ ; 

25 F-PLACE1006760//GIT-HSP-2336O13.TR GIT-HSP Homo sapieh|'qete Clone 2336013, genomic survey se- 

quence.//0.018:147:66//AQ039246 "^z ;/ ! 

F-PLAGE1006779//Plasmodium falciparum chromosome 2, section 63 of 73 of the complete sequencey/2.6e-08: 
823:58//AE001426 " 

F-PLAGE1006782//Homo sapiens clone NH0005N18. WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
30 0.043:252:65//AG005487 ' ' " 

F-PLAGE1006792//HS_3165_B1_H01_MR GIT /Vpproved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3165 Gol=1 Row=P, genomic survey sequence.//1 .4e-11:249:67//AQl49559 
F-PLAGE1006795//Mouse eph-related receptor tyrosine kinase* (Mek4) mRNA, complete cdsy/l.3e-l 2:1 55:80// 
M68513 

55 F-PLAGE1 006800//Plasmodium falciparum DNA "* SEQUENGING PROGRESS *** from contig 4-92, complete 
sequence.//6. 70-05:391 :62//AL01 0272 

F-PLACE1006805//paramecium species 1,168 mt dna dimer: replication init. region.//9.1e-09:369:62//K00915 
F- FLAG El 00681 5//Human DNA sequence *** SEQUENGING IN'pROGRESS *** from clone 321 D2. WORKING 
DRAFT SEQUENGEy/0.89:465:58//AL031 033 
<0 F-PLAC El 00681 9//Homo sapiens clone DJ1 1 63L1 1 , complete yequbncey/1 .5e-1 21 :6 1 8:91 //AG005230 

F-PLAGE1 006829//Brn-3a=class V POU transcription factor [mice,;CD/GD, embryo fibroblast cells, Genomic, 21 60 
nt]y/0.011:145:68//S69350 ; ji^iA ^i 

F-PLAGE1006860//Plasmodlum falciparum MAL3P7, complete sequeh6e.//2.2e-07:691 :58//AL034559 
F-PLAGE1006867//Human DNA sequence *** SEQUENGING IN PF^OGRESS "* from clone 323M4, WORKING 
45 DRAFT SEQUENGEy/1.5e-132:643:98//AL033378 ' ' "^ 

F-P1_ACE1 006878 . ■ 

F-PLAGE1006883//Mycobaclerium tuberculosis H37Rv cprnpl^lei^genome; segment 138/1627/1.0:236:62// 
Z95120 V : > ^ 

F-PLAGE1006901//MUS musculus t complex testls-specific prpteiril (Tctex2) gene, i haplotype, promoter se- 
50 quencey/2.7e-19:171:81//U21672 . ■ 

F-PLACE1 006904 . 

F-PLAGE1 00691 7//H.sapiens GpG island DNA genomic Pi/lsei fragment, clone 79g10, fonward read 
Cpg79gl0.ft1 ay/1 .3e-21 :131 :98//Z631 75 

F-PLAGE1006932//MUS musculus FKBP65 binding protein mRNA, complete cdsy/0.99:248:61//L07063 
55 F-PLAGE1006935//Homo sapiens chromosome 9 duplication orthe T cell receptor beta locus and trypsinogen 
genefamilies.//0.85:161:63//AF029308 , ^ 

F-PLAGE1006956//Hylobates lar involucrin gene, complete cds 7/6. 077:355:6 1//M35447 
F-PLAGE1006958//MUS musculus osmotic stress protein 94 (Osp94) mRNA, complete cdsy/2.9e-89:483:86// 
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F-PLACE1006961//Sacx:haromyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, & amp; tRNA-Met genes.// 
1.68-06:651 :58//AJ223323 • • ' 

F-PLACE1006962//H.sapiens irIB mRNA.//7.1e- 15:202 :71//X6341 7 
5 F-PLACE1006966//Caenorhabditis elegans DNA *** SEQUENCINiS IN PROGRESS *** from clone Y105E8, 

WORKING DRAFT SEQUENCE.//1 .7e-26:451 :61//AL022594 ' , 

F-PLACE1006989//CSRL-172A4-U cSRL flow sorted Chromosome 11. specific cosmid Homo sapiens genomic 
clone CSRL-172A4, genomic survey sequencey/l .0:97:67//B03188 

F-PLACE1 00701 4//Rattus norvegicus equilbrative nitrobenzylthioinosine-insensitive nucleoside transporter mR- 
10 NA, complete cds.//4.2e-07:592:58//AF01 5305 

F-PLACE1007021//Homo sapiens chromosome 19, cosmid F16403; complete sequence.//5.1e- 17:285:70// 
AC005777 : ' ' :. ; 

F-PLACE1 007045//Human DNA sequence from PAC 1 81 Ni on chromosome X contains ESTs, STS polymorphic 
OA repeatV/6.2e-1 31:775 :89//282899 
15 F-PLACE1 007053//Homo sapiens clone DJ081 0E06. WORKING DRAFT SEQUENCE. 8 unordered plecesy/1 .7e- 
143:675:99//AC004895 

F-PLACE1007068//Homo sapiens chromosome 17, clone hRP.K>2l4_0_l, complete sequencey/1.3e-1 31:652: 
97//AC005224 

F-PLACE1 007097//Homo sapiens DNA sequence from BAG 55020 on chromosome 6. Contains a Spinal Muscular 
20 Atrophy (SMA3) LIKE gene overlapping with a beta-glucoropidjaise LIKE pseudogene. Contains a membrane pro- 
tein LIKE pseudogene. a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five predicted 
tRNA genes. Contains ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, complete sequence.// 
8.3e-158:768:97//AL021368 

F-PLACE1007105//MUS musculus muskelin mRNA, complete bdsMVe- 124: 687: 91 //U72 194 
25 F-PLACE1007111//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//4.7e-05:586:56//Ac6q5139 • 

F-PLACE1007112//HS_2234_B2_G10_MF CIT Approved Human'Genomic Spemi Library D Homo sapiens ge- 
nomic clone Plate=2234 Col=20 Row=N, genomic survey sequence.//0.26:200:62//AQ08780l 
F-PLACE1007132//CIT978SK-A-211C6.TVB CIT978SK Homo sapiens genomic clone A-211C6, genomic survey 
30 sequence.//1 .3e-40:255:92//B721 1 2 

F-PLACE1007140//QN1 orf [Coturnix coturnix, japonica, K2 neuroretinal cells, mRNA Partial, 3884 nt]y/4.9e-15: 
386:62//S68151 ' ; - 

F-PLACE1007178//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered piecesy/0.011 :329:61//AQ005140, , 
35 F-PLACE1007226//Human lipocortin (LIP) 2 gene, upstreanri regiony/d.d036:180:63//M62899 

F-PLACE1007238//FMR1 {CGG repeats} [human. Fragile X syndrome patient, Genomic, 429 nt]y/2.8e-08:269: 

63//S74494 ' 

F-PLACE1 007239//Homo sapiens mRNA for transcription elongation.factor S-ll, hS-ll-T1 , complete cdsy/6.3e-57: 
405:87//D50495 ^^ 

40 F-PLACE1007242//HS_3006_A1_B11_MR CIT Approved Human Genomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=3006 Col=21 Row=C, genomic survey sequendeiy/p,.b88:191 :59//AQ089443 
F-PLACE1007243//Human transporter protein (g17) mRNA, c6mplete'cds.//7.9e-12:245:66//U49082 
F-PLACE1007257//Homo sapiens mRNA for dia-12c protein7/5:20-144:b77:98//Y159O8 
F-PLACE1007274//HS_3003_A1_D08_MF CIT Approved Human (jienomic Sperm Library D Homo sapiens ge- 

45 nomic clone Plate=3003 Col=1 5 Row=G, genomic survey sequence 7/7, 4e-49:345:85//AQ2941 54 

F-PLACE1007276//Fugu rubrlpes GSS sequence, clone 014O10aGli, genomic survey sequencey/0.0052:228: 
62//AL024982 ; ]' : 

F-PLACE1007282//F.rubripes GSS sequence, clone 01 9O07aB3, 'genomic survey sequencey/0.024:289:58// 
AL011743 ' 
SO F-PLACE1007286//Human Chromosome 16 BAC clone CIT987SK-A-256A9, complete sequencey/0.0048:185: 
69//AC002492 

F-PLACE1 00730 1//Dictyostelium discoideum gene for TRFA, complete cdsy/0.069:761 :57//AB009080 

F-PLACE1007317 

F-PLACE1 007342 

55 F-PLACE1007346//Homo sapiens estrogen-responsive B box protein (EBBP) mRNA, complete cdsy/5.4e-120: 

567:98//0\F096870 ^ 

F-PLACE1 007367//Homo sapiens clone RG228D1 7. WORKING DRAFTSEQUENCE, 2 unordered piecesy/1 .2e- 
59:61 3:75//AC005077 , • - 
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F-PLACE1007375//Caenorhabdltis elegans cosmid D2092.//1.8e^12:t93:70/AJ88l67 
F-PLACE1 007386 '[ ' 

F-PLACE1007402//HS_2170_A2_D12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2170 Col=24 Row=G, genomic survey sequence.//5.6e-06:162:67//AQl 25590 
5 F-PLACE1007409//Homo sapiens mltoxantrone resistance pr;otein 2 mRNA, complete sequencey/1 .6e-25:l65: 

93//AF093772 * ' ' ! / 

F-PLACE1007416 

F-PLACE1 007450//Homo sapiens DNA from chromosome 1 9. BAG 331 52, complete sequencey/4.9e-34: 764:62// 
AC003973 

10 F-PLACE1007452//MUS musculus bet3 (Bet3) mRNA. complete cds.//4.1e-17:374:64//AF041 433 

F-PLACE1007454//Homo sapiens (clone s153) mRNA fragment.//8:iie-52:317:93//L40391 
F-PLACE1007460//Human DNA sequence from clone 914P14 on.chromosome Xq23 Contains calpain-like pro- 
tease gene, DCX (doublecortin) ESTs, CA repeat, GSS, complete s.equence7/0.0019:280:64//AL031117 
F-PLAGE1 007478//Homo sapiens Ghromosome 1 6 BAG clone GIT987-SKA-345G4 -complete genomic sequence, 

15 complete sequencey/2.5e-24:362:7i//AG002302 

F-PLAGE1 007484 \" 

F-PLACE1007488//Danio rerlo faciogenital dysplasia protein.. (fgd) mRNA, complete cds7/3.8e- 14:293:63// 
AF017370 v. . , 

F-PLAG El 007507//Human DNA sequence from clone 105D1 6 dnchrqrhosomeXpl 1.3-11 .4 Contains pseudogene 
20 Similar to laminin-binding protein, GA repeat, STS, complete sequencey/4.6e-10:152:75//AL031311 

F-PLAGE1007511//Homo sapiens chromosome 17, clone hRPC.l1lO^E_20, complete sequencey/3.6e-1 39:477: 
98//AG004231 

F-PLAGE1007524//P!asmodium falciparum microsatellite 14C sequence.//0.0055:395:59//AF015461 
F-PLACE1007525//Trypanoplasma borelli mitochondrion cytochrome oxidase subunit 1 (coxl), cytochrome oxi- 
25 dase subunit 2 (cox2), and apocytochrome b (cytb) genes, complete cds, and complete 9S rRNA gene and partial 

1 2S rRNA geneV/O.OOl 3:550:58//U 1 1 682 F-PLACE1 007537//H .sapiens CpG island DNAgenomic Msel fragment, 
clone 198g6, reverse read cpg198g6.ft1ay/0.98:121:67//260280:l! ' 

F-PLAGE1007544//MUS musculus chromosome 14 marker um-m24 GA dinucleotide DNA sequencey/2.3e-10: 
141:75/AJ31508 

30 F-PLAGE1007547//Homo sapiens mRNA for KIAA0661 protein, complete cdsy/3.1 6-69:733:71 //AB01 4561 

F-PLACE1007557//Drosophila yakuba mitochondrial DNA molecuIe://0.022:393:6l//X03240 
F-PLACE1007583//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 545L17. WORKING 
DRAFT SEQUENCE.y/3.6e-114:565:97//AL031665 \ ''^^ 

F-PLAGE1007598//GIT-HSP-2371G14.TF GIT-HSP Homo sapiens genomic clone 2371 G14, genomic survey se- 
35 quencey/2.0e-22:304:70//AQ11ll83 

F-PLACE1007618//Homo sapiens chromosome 17, clone hRPk:642_G_21, complete sequencey/1 .0:386:59// 
AC005245 • - . 

F-PLACE1 007621 / "^ V 

F-PLACE1 007632//Homo sapiens I2pl 3.3 PAC RPCI5-940J'5 ( RosW^II Park Cancer Institute Human PAC Library) 
40 complete sequencey/1 .Oe-88:276:96//AC006064 . .> • 

F-PLAGE1007645//Bovine elastin mRNA. partial cds.//2.1e-07:lYo:7^M26132 
F-PLAGE1 007649 : 

F-PLACE1007677//Human DNA sequence *** SEQUENCING IN P'RbGRESS ***from clone 968D22, WORKING 

DRAFT SEQUENCE.//1 .2e-21 :567:64//AL023755 . • 

45 F-PLACE1007688//Pseudorabies virus immediate-early gerfey/2.2e-65:'287:66//X15120 

F-PLACE1007690//Caenorhabditis elegans cosmid R07G3y/q.^0:;i22:70//U23452 

F-PLACE1007697//MUS musculus LIM/homeobox (Lhx3) gene fragmenty/0.85:117:71//L40483 

F-PLACE1007705//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 460J8. WORKING 

DRAFT SEQUENCE.//0.0035:75:88//AL031 662 ' [\ / 

50 F-PLACE1007706//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds.//1.3e-1 47:709 :97//AF061 243 

F-PLACE1007725//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: MBB18. complete sequence.// 

1.0:510:58//AB005231 . 

F-PLACE1007729//Human endogenous retrovirus HML6 provirai clone HML6p, putative leader region, gag, pro 
and polpseudogenesy/4.8e-l 36:51 6:89//U86698 ' ^ -A 

55 F-PLACE1 007730//Homo sapiens mRNA for KIAA0685 protein , complete cdsy/7.9e-1 55:728:98//AB01 4585 

F-PLACE1007737//Homo sapiens done DJ0847O08. WORKING DRAFT SEQUENCE, 3 unordered piecesy/5.8e- 
22:806:60//AC005484 . 

F-PLACE1007743//Plasmodium falciparum 3D7 chromosorrie 12 'PFYAC1383 genomic sequence, WORKING 
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DRAFT SEQUENCE, 3 unordered piecesV/l .16-06:51 0:56//ACbo5504. 

F-PLACE1007746//HS_2268_B1_G10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2268 CoI=l9 Row=N, genomic survey Sequence.//0.10:171 :63//AQl24780 
F-PLACE1007791//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P6, WORKING 
5 DRAFT SEQUENCE,//0.63:241:58//AL031 749 . - ' 

F-PLACE1007807//Homo sapiens chromosome 17, clone hRPK.879_D_6, complete sequencey/1.0e-l 20:743: 
87//AC005273 

F-PLACE1 00781 0//Homo sapiens Xp22 BAC GS-607H18 (Genome Systems Human BAG library) complete se- 
quence.//1.0e-113:739:86//AC003658 ' 
10 F-PLACE1007829//CIT-HSP-2383J22.TR CIT-HSP Homo sag^iens genomic clone 2383J22, genomic survey se- 
quence.//1.0e-47:254:97//AQ1 96438 " • ' 

F-PLACElO07843/yF,rubrlpes GSS sequence, clone 162K02bCl2, genomic survey sequence7/1 .66-10:148:72// 
AL006903 

F-PLACE1007846//Homo sapiens genomic DNA, chromosome 21q22.2 (Down Syndrome region), segment 3/15, 

15 WORKING DRAFT SEQUENCE.//3.4e-177:844:98//AP000010 

F-PLACE1007852//Mouse perlecan mRNA, complete cds.//8.5e.-39:243:90//M77174 
F-PLACE1007858//Homo sapiens mRNA for KIAA0766 protein; complete cds.//3.9e-189:894:98//AB018309 
F-PLACE1 007866//CIT-HSP-2353D1 1 TR 1 CIT-HSP Homo sapiens genomic clone 2353D1 1 , genomic survey se- 
quence.//0.ai5:279:61//AQ263271 ' ' • 

20 F-PLACE1 007877 

F-PLACE1 007897 

F-PLACE1007908//Homo sapiens mRNA, chromosome 1 specif ja transcript KIAA0487.//2.3e-1 54:755:97// 
AB007956 

F-PLACE1007946//Human chromosome Y cosmid 56B5 genomic sequence, WORKING DRAFT SEQUENCE.// 
25 1.1e-59:310:81//AC003097 -r- i V . 

F-PLACE1007954//Homo sapiens BAC clone NH0414C23 frbm\ Y; complete sequence.//2.1e-61:522:79// 
AC006157 • 

F-PLACE1007955//Homo sapiens cyclin-D binding Myb-IIke protein mRNA, complete cds.//2.7e-l 71:81 3:98// 
AF084530 

30 F-PLACE1 007958//Homo sapiens cAMP-specific phosphodiesterase 8B (PDE8B) mRNA, partial cdsy/2.5e-1 53: 

730:98//AF079529 I * * 

F-PLACE1007969//i\/lus musculus myelin gene expression facto rt(MEF-2) mRNA, partial cds.//3.4e-32:383:74// 
U13262 

F-PLACE1007990//H.sapiens genomic DNA fragment (clone J31 A212R)y/6.6e-35:198:96//Z94758 
35 F-PLACE1008000//MUS musculus veli 3 mRNA. complete cdsy/V.5e-118:706:88//AF087695 

F-PLACE1 008002//Homo sapiens clone DJ061 3C23, WORKING DRAFTSEQUENCE. 4 unordered piecesy/6.4e- 
163:786:98//AC005628 ' „ . ^ 

F-PLACE1 008044//Rattus norveglcus nuclear pore complex protein NUPI 07 mRNA, complete cdsy/1 .2e-95:625: 
84//L31840 ..^ if^r 

40 F-PLACE1008045//Caenorhabditls elegans cosmid F17C8, complete: sequencey/0.01 6:1 65:65//Z3571 9 

F-PLACE1008080//Human DNA sequence from cosmid L118G10, Huntington's Disease Region, chromosome 
4p16.3.//4.0e-07:251 :64//Z68883 

F-PLACE1008095//RPCI11-21F19.TP RPCI-11 Homo sapiens genomic clone RPCI-11-21F19, genomic sun^ey 
sequencey/1.5e-30:166:99//B85883 -^i^ ' 

45 F-PLACE1 00811 1//Aphidius picipes NADH dehydrogenase 1 .gfene.fmitochondrial gene encoding mitochondrial 
protein, partial cdsy/7.5e-06:4l4:60//AF0691 63 / 

F-PLACE1008122//S.cerevisiae chromosome XV reading framepRF YbL125wy/0.046:477:59//274867 
F-PLACE1008129//Human Chromosome 15q26.1 PAC clone pbj290i21 containing fur, fes, and alpha mannosi- 
dase llx genes, WORKING DRAFT SEQUENCE. 9 unordered pieces. //0.0068:446:57//AC004586 
50 F-PLACE1008132//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 316D5. WORKING 

DRAFT SEQUENCEy/3.6e-20:111:93//2821 99 ^ 

F-PLACEloa8l77//Mouse mRNA for melosls-speclfic nuclear structural protein 1 (MNS1), complete cdsy/2.5e- 

88:866:73//D14849 i. v, .\ 

F-PLACE1008181//Human DNA sequence SEQUENCING^IN'PSbGRESS "* from clone 159A1, WORKING 
55 DRAFT SEQUENCE.//0.0033:727:56//AL034397 

F-PLACE1008198//HS_3073_A1_C06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3073 Col= 1 1 Row=E, genomic survey sequeticey/2.3e-1 2:94:92//AQ1 71 450 
F-PLACE1008201//Homo sapiens clone RG140B11 . WORKInS^DRKfT SEQUENCE, 1 unordered piecesy/2.5e- 
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1 62:791 :97//AC005069 

F-PLACE1 008209 , 

F-PLACE1008231//Mouse testis-specific protein mRNA, complete cds7/0.65:174:66//M26332 
F-PLACE1008244//CIT-HSP-2337B4.TR CIT-HSP Homo sapiens genomic clone 2337B4, genomic survey se- 
5 quence.//6.7e-28:1 65:95//AQ03931 7 

F-PLACE1008273//B.primigenius mRNA for coat protein gamma-C0p.//2.8e-7 1:709:71/7X92987 
F-PLACE1008275//D.discordeum actin A-13 gene. 5' flank.//0.12:'i31:64//M29123 

F-PLACE1008280//Homo sapiens Xp22-175-176 BAG GSHB-484Q17 (Genome Systems Human BAG Library) 
complete sequence7/0.011:96:73//AG005913 ' ■ " ' 

10 F-PLAGE1008309//Rattus norvegicus putative four repeat ion channel mRNA, complete cds.//8.2e-86:672:77// 
AF078779 ; l^'j 

F-PLAGE1008329//HS_2027_A1_G06_T7 GIT Approved Human penomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2027 Gol=ll Row=E, genomic survey seqtiehce.//8.7e-09: 11 6:81//AQ244432 
F-PLAGE1008330//Homo sapiens chromosome 19, cosmid* 1721431, complete sequence.//2.2e-1 41:670:98// 
15 AG005176 -I • ' 1 

F-PLAGE1008331//Homo sapiens clone DJ241P17, WORKING DRAFT SEQUENGE, 7 unordered pieces.//2.1e- 
27:157:78//AC005000 

F-PLAGE1008356//Homo sapiens mRNA for KIAA0679 protein, partial cds.//1 .1e-137:659:98//AB014579 
F-PLAGE1008368//CIT-HSP-2311G9.TR CIT-HSP Homo sapiens..genomic clone 2311C9, genomic survey se- 

20 quence.//7.1e-08:398:60//AQ016352 ^.j.c^i^^ . 

F-PLACE1008369//HS_2251_B1_A02_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2251 Col=3 Row=B, genomic survey sequence.//2:1e-35:217:93//AQ066512 
F-PLACE1008392//Homo sapiens chromosome 17, clone hRPK.136_H_19, complete sequencey/1.4e-1 1:403: 
64//AG005856 ' • 

25 F-PLACE1 008398//Human DMA sequence SEQUENCING IN PROGRESS *** from clone 21 5D1 1 , WORKING 

DRAFT SEQUENCE.//37e-1 44:681 :99//ALQ3441 7 

F-PLAGE1 008401//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAG clone C0366H07: 
HTGS phase 1, WORKING DRAFT SEQUENGE. 28 unordered piecesy/2.8e-45:257:96//AG004604 
F-PLACE1008402//Homo sapiens mRNA for p115. complete cds,i74.*3e-1 48:711 :98//D86326 
30 F-PLAGE1008405//Plasmodium falcipaaim 3D7 chromosome' 1-2^^ PFYAC69 genomic sequence, WORKING 

DRAFT SEQUENCE, 4 unordered piecesy/0.089:672:56//ACOb4688'' 
F-PLAGE1 008424 / 

F-PLAGE1008426//Homo sapiens genomic DNA of 8p21.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 7/11 .//1 .0e-88:33i :84//AB020864 
35 F-PLAGE1008429//Ghromosome 22ql3 BAG Clone Clt987SK-384b8 complete sequence.//0.55:530:58// 

U62317 ^' V'^^ H' 

F-PLAGE1008437//GIT-HSP-2376H4.TR CIT-HSP Homo sapjens geWpmip clone 2376H4, genomic sun/ey se- 

quence.//3.3e-78:349:94//AQl 12479 ^ ' 'y^''} 

F-PLACE1008455//HS_2064_B1_E09_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=2064 Gol=17 Row=J, genomic survey sequerice'.i'/4.7e-59:471 :81//AQ246589 

F-PLACE1 008457//Homo sapiens chromosome 1 7, NeurofibVomktosls'1 locus, complete sequence.//8.9e-43:307: 
73//AG004526 v-/ 

F-PLAGE1008465//GIT-HSP-2163F24TR CIT-HSP Homo sapiens genomic clone 2163F24, genomic survey se- 
quence.//8.9e-41:210:99//B90014 ^ ''i/^ 

45 F-PLAGE1008488//MUS musculus mRNA for testis-specific prolein' kinase 1, complete cds7/0.0001 3:51 6:58// 

AB003494 { .;■ 

F-PLACE1008524//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 34B21 . WORKING 
DRAFT SEQUENGE.//1 .3e-1 61 :778:98//AL031 778 

F-PLACE1008531//Homo sapiens wbscrl (WBSCR1) and repllcatlori factor G subunit 2 (RFC2) genes, complete 
50 cds.//1.1e-78:191:100//AF045555 • V. 7 : 

F-PLAGE1008532//Human DNA sequence *** SEQUENCING'INJJROGRESS *** from clone 92N15, WORKING 
DRAFT SEQUENCE.//3.8e-24:257:70//Z93097 ' ' i ^ 

F-PLACE1008533//Homo sapiens PAG Clone DJ130H16 from 22ql2.l-qter, complete sequence.//l.0e-l3:2l5: 
71//AG004997 

55 F-PLAGE1008568//Human DNA sequence from PAG 388N15 on chromosome Xq21 .1 7/0.66 :263:64//Z99571 

F-PLACE1 008584//Homo sapiens cosmid clone U39B3 from Xp22S^^, complete sequence7/1 . 1 e-1 9:31 5:68// 
U73023 ^ ^■f'^--'} 

F-PLACE1008603//Homo sapiens mRNA for KI/^0791 protein /complete cds.//1.2e-1 73:81 2:98//AB01 8334 




1891 



EP1 074 617 A2 ; 

F-PLACE1008621//Homo sapiens Clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered piecesy/3.9e- 
09:198:71//AC005077 

F-PLACE1008625//Homo sapiens chromosome 5, PAC clone 45Li4. (LBNL H91), complete sequencey/0.68:568: 
59//AC005373 \ \ , 

5 F-PLACE1008626//HS_3221_A2_F03_T7 CIT Approved Human?Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=322l Col=6 Row=K, genomic survey sequencey/lJe-13:147:82//AQl80967 
F-PLACE1008627//Cricetulus griseus mRNA for Zn finger factor//9.7e-98:586:88//Y1 2836 
F-PLACE1008629//CIT-HSP-2012I4.TR CIT-HSP Homo sapiens.; genomic clone 201214, genomic survey se- 
quence.//0.00085:203:66//B53732 ; M^i-J?:):^ 

10 F-PLACE1 008630//Sequence 26 from Patent W0951 7522M;7'e^b5:97:80//A45356 

F-PLACE1008643//Human mRNA for inter-alpha-trypsin inhibitor jfamily heavy chain-related protein (IHRP), com- 
plete cds.//1 .4e-23 :299:64//D38595 . ' - 

F-PLACE1008650//Homo sapiens pleiotropic regulator 1 (PLRG1) mRNA, complete cds 7/1. 1e-1 33:622:99// 
AF044333 

15 F-PLACE1008693//CIT-HSP-2346F2.TF CIT-HSP Homo sapiens tiendmic clone 2346F2, genomic survey se- 
quence.//0.24:89:76//AQ060732 i./, 

F-PLACE1008696//Homo sapiens NADH dehydrogenase-ubiquinone Fe-S protein 8 23 kDa subunit (NDUFS8) 
gene, nuclear gene encoding mitochondrial protein, complete cdsV/t 4e-94:420:97//AF038406 
F-PLACE1 00871 5//CIT-HSP-2294K20.TR CIT-HSP Homo sapiens genomic clone 2294K20, genomic survey se- 
20 quence.//2.1e-70:349:98//AQ007199 - J ; ' ; 

F-PLACE1008748//Arabidopsis lhaliana chromosome I BAC*T14N5 genomic sequence, complete sequenceV/ 
0.14:347:59//AC004260 

F-PLACE1008757//Homo sapiens Xp22 SAC GSHB 526D21 (Genome Systems Human BAG library) complete 
sequencey/7.9e-25 :244:71//AC003037 
25 F-PLACE1008790//Homo sapiens importin alpha 7 subunit mRN/V; complete cdsy/4.5e-1 20:503 :97//AF060543 

F-PLACE1008798//Human Chromosome 16 BAC clone CIT987SK-A-270G1, complete sequencey/0. 00026:370: 
61//AF001549 y : ^f? - i 

F-PLACE1 008807//CIT-HSP-2334B1 9.TF CIT-HSP Homo sapiens genomic clone 2334B1 9, genomic survey se- 
quence V/3.3e-08:220:65//AQ036643 / : 
30 F-PLACE1008808//Homo sapiens exonuclease homolog RADl' (RAbi) mRNA, complete cdsy/1 .76-120:470:97// 
AF030933 V^^S- ' 

F-PLACE1 00881 3//Rattus norvegicus rsec15 mRNA, complete; cd^,//2.8e-87:504:89//AF032668 
F-PLACE1008851//Homo sapiens DNA sequence from PAC •163M9 on chromosome 1p35.1-p36.21. Contains 
protein synthesis factor (elF-4C), D1F15S1A pseudogene, ESTs„;;STS', GSS, complete sequencey/4.0e-2l:2l2: 
35 74//AL021920 ' '.f . . 

F-PLACE1 008854 ' 

F-PLACE1008867//Human DNAsequencefromcloneJ428A13f,'wbMlNG DRAFT SEQUENCEy/47e-77:477: 
84//Z82209 

F-PLACE1008887//Homo sapiens BAC clone NH0335Ji r from '*2, complete sequencey/3.4e-53:699:70// 

40 AC005539 ' : ? 

F-PLACE1008902//Mouse G-alpha-13 protein mRNA, complete cdsy/2 ie-06:164:68//M63660 
F-PLACE1008920//Homo sapiens mRNA for KIAA0765 protein, partial Cdsy/6.4e-158:753:98//AB018308 
F-PLACE1 008925//Homo sapiens chromosome 1 6pl 1 .2 BAC cion^ 6lT987SK-A-1 80G2, WORKING DRAFT SE- 
QUENCE, 5 unordered pieces y/0. 0001 3:400:63//AC002042 

45 F-PLACE1 008934//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1104E15. WORKING 

DRAFT SEQUENCEy/7.4e-05:145:71//AL022312 

F-PLACE1008941//Human zinc finger protein (ZNF141) mRN/V;,c6mplete cdsy/4.3e-41 :282:87//L1 5309 
F-PLACE1008947//Pseudorabies virus with upstream and dpwristeam Sj5quencesy/5.9e-15:710:60//M3465l 
F-PLACE1009020//HS_3051_B1_H01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

50 nomic clone Plate=3051 Col=1 Row^P, genomic survey sequencey/1 .9e-21 :1 67:86//AQ253727 

F-PLACE1009027//Human DNA sequence from clone 914P14 on chromosome Xq23 Contains calpain-like pro- 
tease gene, OCX (doublecortin) ESTs, CA repeat, GSS, complete "s'equencey/4.1 e-1 52: 763:97//AL03111 7 
F-PLACE1009039//HS_2034_A2_F08_T7 CIT Approved Hurrian .Genomic Spenn Library D Homo sapiens ge- 
nomic clone Plate=2034 Col=16 Row=K, genomic survey sequdnce^^^^ 

55 F-PLACE1009045//HS_3185_B2_B03_T7 CIT Approved Human 'Ge^^^ Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l85 Col=6 Row=D, genomic survey sequen60;//l !9e-34^ 

F-PLACE1009048//Pig pituitary glycoprotein hormone alpha subunit gene, 5'flank and exon 1 y/4.7e-70:463:80// 
D00766 . ■ : . : 
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F-PLACE1009050//Homo sapiens I2ql3.1 PAC RPCI3-197B17 (Rpswell Park Cancer Institute Human PAC li- 
brary) complete sequencey/0.63:280:61//AC004241 

F-PLACE1 009060//MUS musculus mRNA for Alix (ALG-2-interacting protein X), complete CDS,//5.9e-1 1 3:725:85// 
AJ005073 

5 F-PLACE1 009090//Human DN A sequence *** SEQUENCING IN'PRPGRESS *** from clone 1 045J21 , WORKING 

DRAFTSEQUENCE.//9.1e-27:222:84//AL021919 • ,; * 

F-PLACE1009091//Homo sapiens clone DJ0968I16, complete:se^quence7/0.027:630:58//AC 
F-Pl-ACEI 009094 ; "'''^X^ii - • - 

F-PLACE1009099//Mouse zinc finger protein (mkr4) mRNA, partial cds .if/2. 1e-85:726:76//M3651 5 

10 F-PLACE1009110 / 

F-PLACE1009111//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 138B7, WORKING 
DRAFT SEQUENCE.//6.0e-12:362:64//Z98752 * ' .V ^ . 

F-PLACE1009113//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds.// 
3.4e-1 38:671 :97//AF035586 
15 F-PLACE1009130//Human mRNA for KIAA0032 gene, complete CdS.//3.6e-23:718:59//D25215 

F-PLACE1 0091 50//Homo sapiens '"SEQUENCING IN PROGRESS WORKING D RAFT SEQUENCE. //6.1 e- 
142:684:98//AJ011929 . ^ - 

F-PLACE1009155//Homo sapiens genomic DNA, chromosome 21 q11.1, segment 2/28, WORKING DRAFT SE- 
QUENCEy/4.3e-36:227:77//AP000031 
20 F-PLACE1 009158//H.sapiens genomic sequence for ERCC2 gene 3'region involved in DNA excision repairV/l .0: 
173:60//X52222 

F-PLACE1009166 ; . - 

F-PLACE1009172//Human BAG clone 7E17from 12q, complete seqLience.//4.0e-35:257:85//AC002070 
F-PLACE1009174//Homo sapiens Xp22 bins 16-17 BAC GSHB-531M7 (Genome Systems Human SAC Library) 
25 complete sequence.//2.9e-1 9:288:72//AC004805 

F-PI_ACE1009183//Arabidopsls thaliana genomic DNA, chrqmosoffie 5, P1 clone: MHJ24, complete sequence.// 
0.053:388:60//AB008266 v.M . 

F-PLACE1009186//Ratlus norvegicus fracture callus 1 (FxCi) mpNAi complete cdsV/l .8e-50:3l7:89//AF06l242 
F-PLACE1009190//RPCI11-81N5.TJ RPCI11 Homo sapidns;:genpKiip Clone R-81N5, genomic survey sequence.// 
30 0.91:114:67//AQ281881 , 

F-PLACE1009200//CITBI-E1-2509J16TFCITB1-E1 Homo saftieo^s ge^^^^ genomic survey se- 

quence.//2.8e-44:175:83//AQ262198 j'l^i] ^ 

F-PLACE1009230//H. sapiens gene for pregnancy specific beta-1 'giyboprotelny/l .1e-1 06:495 :88//X63203 
F-PLACE1009246//HS_3058_B1_A06_MF CIT Approved Hurpari Genomic Sperm Library D Homo sapiens ge- 

35 nomic clone Plate=3058 CoI=11 Row=B, genomic survey sequencfe5/6.t 0:1 75:6a//AQ1 85945 

F-PLACE1009298//IVIUS musculus maternal-embryonic 3 (Mem3*) mRNA, complete cds7/1.8e-94:575:89//U47024 
F-PLACE1009308//Human clone mcag32 chromosome 7 CTG repeat region.//0.0017:350:62//U23862 
F-PLACE1 00931 9//Homo sapiens post-synaptic density protein 95 (PSD95) mRNA, complete cds.//3.0e-06:411: 
59//U83192 ; ; 

40 F-PLACE1009328//Human DNA sequence *** SEQUENCING IN F^ROGRESS *** from clone 191 P20, WORKING 

DRAFT SEQUENCE.//5.7e-138:830:86//AL034399 

F-PLACE1009335//Human (lambda) DNA for immunoglobin light chain.//0.071:253:62//D870 15 
F-PLACE1009338//RPCI11-74N24 TV RPCI11 Homo sapient genomic clone R-74N24, genomic survey se- 
quence.//2.4e-34:180:100//AQ268811 , ' . j., ' 

45 F-PLACE1009368 

F-PLACE1 009375 ' ' " 

F-PLAC E1 009388//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 014D1 3, WORKING 
DRAFT SEQUENCE.//2.0e-37:288:84y/AL022311 - ^m:^^'^ 

F-PLACE1009398//Human DNA binding protein (HPF2) mRNA,:Complete CdS.//4.3e-78:730:74//M27878 
50 F-PLAC El 009404//SmD homolog [mice, liver, mRNA PaitiaC'i ^g;,^^^^^^ 

F-PLACE1 00941 0//Homo sapiens chromosome 17. clone hRPKH'42LHil9, complete sequence.//1 .66-150:701: 
99//AC005919 v^■^.vj;J;v , 

F-PLACE1009434//MUS musculus Clone 0ST431, genomic 'Sun/ey^sequerice.//2.9e-73:442:88//AF046700 
F-PLACE1009443//Mycobacterium tuberculosis H37Rv complete genome; segment 1 48/1 62.//0.01 2:582:56// 
55 AL022022 . .M V ' > 

F-PLACE1009444//Homo sapiens phosphatidylinositol 4-kihase 230 (pi4k230) mRNA, complete cdsy/4.6e-2l : 
146:93//AF012872 ' .^^/i'^/ 

F-PLACE1009459//MUS musculus clone 0ST9217, genomic survey ^secjuence.//2.9e-31:264:81//AF046660 

" A • 
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F-PLACE1009468//Sequence 1 from patent US 55809687/1 .9e;83:567:84//l30536 

F-PLACE1009476//Homo sapiens Chromosome 16 BAG clone C.IT987SK-A-67A1 , complete sequencey/1 .9e- 
142:704:97^AC004531 Ti^ViV;' 

F-PLACE1009477//Human Ilpl4.3 PAC Clone pDJ939m16, cqmpiete sequence7/2.2e-a9:235:68//AC00460l 
5 F-PLACE1 009493//Human Chromosome 1 6 BAC clone Clt9B7SKU-363E6, complete sequencey/2.9e-83:1 71 : 

92//U91321 i\,:^.^yi-^ 

F-PLACE1009524//Homo sapiens DNA sequence from PAC 63G5 on chromosome 22q12.3-13.1 . Contains part 
of a gene for a human SEC7 homolog B2-1 (cytohesin-2, Amo, ARF exchange factor) LIKE protein, an unknown 
gene and a gene coding for a Leucine rich protein. Contains ESTs, STSs and GSSs, complete sequence.//3.8e- 
10 69: 175:92/72941 60 : 

F-PLACE1009539//MUS musculus synaptojanin 2 isoform. alpha mRNA, complete cds.//7.0e-26:237:78// 
AF041862 

F-PLACE1009542//Human DNA sequence from clone 1039K5 on chromosome 22q1 2.3-1 3.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to monocarboxylate transporter (MCT3), ESTs. STS. GSS 
IS and a CpG island, complete sequence.//3.1e-10:126:79//AL031587f 

F-PLACE1009571//RPCI11-60K12.TK RPC111 Homo sapiens genomic clone R-60K12, genomic survey se- 
quence.//1 .4e-05:68:91//AQ1 95869 
F-PLACE1 009581 

F-PLACE1009595//Homo sapiens chromosome 5, P1 clone 1029A7 .(LBNL HI 5), complete sequencey/6.6e-19: 
20 309:70//AC003959 _ ' 

F-PLACE1009596//Rattus norvegicus platelet-activating factor acetylhydrolase beta subunit (PAF-AH beta) gene, 
complete Cdsy/9.0e-09:485:59//AF01 6049 

F-PLACE1 009607//Human DNA sequence *** SEQUENCING IN^p'rOGRESS *** from clone 409J21 . WORKING 
DRAFT SEQUENCE.//4.9e-43:714:66//Z83824 . 
25 F-PLACE1 00961 3//Plasmodium falciparum 3D7 chromosdrTie\i2';BFYAC293 genomic sequence, WORKING 

DRAFT SEQUENCE. 9 unordered pieces./^0.017:655:57//Afc0%jp";: 
F-PLACE1 009621 '!V;!^; ' 

F-PLACE1 009622//HS-1 01 6-B2-E08-MF.abi CIT Human Gehomic'Sperm Library C Homo sapiens genomic done 
Plate=CT 791 Col=l6 Row=J, genomic survey sequencey/2.7eif5:lJod 

30 F-PLACE1009637//Plasmodium falciparum 3D7 chromosome 1 2' PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//0.63:130:67//AC005368^>'r 'i ^ 
F-PLACE1009639//S.pombe chromosome 1! cosmid c24E9y/0.86:5d9;58//AL021816 
F-PLACE1009659//Homo sapiens mRNA for KIAA0587 proteinfcon^plete cdsy/1 .4e-171 :816:98//AB011159 
F-PLACE1009665//Homo sapiens chromosome 17, clone HCIT462L7, complete sequence y/3.4e-67:437:87// 

35 AC005177 ..^.iV t> .u 

F-PLACE1009670//Homo sapiens genethonin 1 mRNA. complete*cdsV;;2.5e- 1 47:70 1:98//AF062534 
F-PLACE1 009708//Homo sapiens clone DJ0935K1 6, complete sequence.//! .5e-98:228:1 00//AC006011 
F-PLACE1 009721 //Human Cosmid g0771a222 from 7q31.3, complete sequencey/2.2e-130:736:91//AC000109 
F-PLACE1009731//M. musculus mRNA for immunity associated protein 38y/1 .1e-13:311 :64//Y08026 
40 F-PLACE1 009763//Homo sapiens UBA3 (UBA3) mRNA. complete cdsy/4,2e-125:602:98//AF046024 

F-PLACE1 009794 ; ^ 

F-PLAC El 009798//Hnman DNA sequence from clone 1 1 89B24,bri chromosome Xq25-26.3. Contains N ADH-Ubl- 
quinone Oxidoreductase MLRQ subunit (EC 1.6.5.3, EC 1.6.99.3, Cl-MLRQ), Tubulin Beta and Proto-oncogene 
Tyrosine-protein Kinase FER (EC 2.7.1.112, P94-FER, C-FEFJ, JTYKS) pseudogenes, and part of a novel gene 
45 similar to hypothetical proteins S. pombe C22F3. 1 4C and C. eleg&ns Ci 6A3.8. Contains ESTs, an STS and GSSs, 
complete sequence.//1 .3e-73:271 :84//AL030996 ^; l'- V!; ' 

F-PLACE1 009845 .| 
F-PLACE1009861//B.tauris cathepsin B mRNA, 3' end.//0.o6o23:i:47:65//M64620 

F-PLACE1009879//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 159A1, WORKING 
50 DRAFT SEQUENCE.//4.9e-27:725:63//AL034397 ''^ t ^ . 

F-PLACE1009886//Human DNA sequence *** SEQUENCING IN*? REGRESS *** from clone 167A19. WORKING 

DRAFTSEQUENCE.//8.2e-12:135:82//AL031427 ' ' J ^J ' ^ ; 

F-PLACE1009888//F14G3-T7 IGF Arabidopsis thaliana genorniff'clphe F14G3, genomic survey sequence.// 
0.0044:232:60/^AQ251431 ' ^^^-^ Iv 

55 F-PLACEl 009908//S.pombe chromosome I cosmid c3F1 0.//1 :5e-1 9!559:59//Z69369 

F-PLACE1009921//Homo sapiens cosmid clone HDAB (1S1 49) [insert DNA, complete cosmidy/5.9e-48:304:87// 
M63005 / ' 

F-PLACEl 009924//Homo sapiens chromosome 16p11.2 BXccTone'Clt987SK-2011O4. WORKING DRAFT SE- 
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QUENCE, 4 unordered piecesy/2.4e-51:481:78//AC004529 , . 

F-PLACEl009925//nbxb0027C22r CUGl Rice BAG Library Oryza sativa genomic clone nbxb0027C22r, genomic 
survey sequencey/0.98:220:67//AQ272066 ■ >> ;,v 

F-PLACE1009935//Sequence 16 from patent US 5552281 .//0.030:152:67//I25655 
5 F-PLACE1009947//Homo sapiens Clone GS096J14, WORKING DRAFTiSEQUENCE, 3 unordered piecesy/2.6e- 

12:322:67//AC006026 . >* 

F-PLACE1009971 . ' . V; 

F-PI^CE1009992//HS_3178_B1_F04_T7 CIT Approved Human Genomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=3178 Col=7 Row^L, genomic survey sequehcey/4.9e-23:142:95//AQ150311 
10 F-PLACE1009995//Caenorhabditis elegans cosmid CO 1A2,' complete sequence y/0.000 19:231 :64//Z81029 

F-PLACE1009997//Rattus norvegicus A-kinase anchoring protein AKAP 220 mRNA, complete cdsy/7.9e-87:552: 

80//U48288 

F-PLACE1010023 

F-PLACE1010031//Human DNA sequence from clone 30l\^3 on chromosome 6p22. 1-22.3. Contains three novel 
15 genes, one similar to C. elegans Y63D3A.4 and one similar to (predicted) plant, worm, yeast and archaea bacterial 
genes, and the first exon of the KIAA0319 gene. Contains ESTs, GSSs and putative CpG islands, complete se- 
quencey/6.9e-1 01 :1 81 :98//AL031 775 

F-PLACE1010053//M.musculus Spnr mRNA for RNA binding protein.//2.3e-136:689:95//X84692 
F-PLACE1010069//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 212A2, WORKING 

20 DRAFTSEQUENCE.//0.0090:383:60//Z95114 

F-PLACE1010074//Homo sapiens sorting nexin 2 (SNX2) mRlsTA.^bbmp'lete cdsy/1 .8e-166:792:98//AF0654B2 
F-PLACE1010076//Mouse mRNA for TGF-beta type I receptor, complete cdsV/7.5e-1 3:203 :77//D25540 
F-PLACE1010083//Homo sapiens mRNA for KIAA0456 protein, gartiarGds.//3.0e-152:727:98//AB007925 
F-PLACE1010089//HS_3111_A1_E08_T7 CIT Approved HurTiah^;0eridte Sperm Library D Homo sapiens ge- 

25 nomic clone Plate=3111 Col=15 Row=l, genomic survey sequer1cey/4!8e-67:124:78//AQ1 01268 

F-PLACE1010096//R.norvegicus mRNA for 100 kDa protein y/f.2e-t 08^ 

F-PI_ACE1010102//Plasmodium falciparum 3D7 chromosome" 12' PFYAC357 genomic sequence. WORKING 
DRAFT SEQUENCE, 7 unordered pleces.//2.1e-07:476:60//ACb05566 " 

F-PLACE1010105//Homo sapiens actin binding protein MAYVEN mRNA, complete cdsy/3.8e-25:728:60// 

30 AF059569 . "/ ; • 

F-PLACE1010106//Human DNA sequence from PAC 127B1 4 on chromosome Xq22y/6.5e-25:488:63//Z93928 
F-PLACE1010134//S.pombe chromosome I cosmid c29B12y/1 ."9e-l3:238:67//Z99164 
F-PLACE1010148//Homo sapiens partial human cDNA (660 bp)y/4.8e-83 :409:98//AJ222636 
F-PLACE101Q152//CIT-HSP-2381 F24.TF CIT-HSP Homo sapiens genomic clone 2381 F24, genomic survey se- 

35 quence.//1 .56-28:1 63:98//AQ1 96757 

F-PLACElOl018l//Homo sapiens PAC clone DJ1139I01 fronh jX'^23, complete sequencey/2.4e-15:l97:72// 
AC004973 . ; ' ' I. 

F-PLACE1010194//lctalurus punctatus tumor supressor p53 mRNA.'cbmplete cdsy/3.0e-14:181:74//AF074967 
F-PLACE1010202//Homo sapiens mRNA for MBNL protein.//1.2e-27:509:66/A'13829 
40 F-PLACE1010231//HumanDNAsequence*** SEQUENCING IN PRpGRESS"* from clone 287G14, WORKING 

DRAFT SEQUENCEy/2.3e-101 :194:95//AL033377 • 

F-PLACE1010261//Homo sapiens mRNA for KIAA0448 protein^ complete CdS.//5.8e-145:693:97//AB007917 
F-PLACE1010270//Plasmodium falciparum 3D7 chromosom^;^2'-pFYAC588 genomic sequence: WORKING 
DRAFT SEQUENCE, 2 unordered pieces.//2.1e-05:347:60//AQdo47lo J; 
45 F-PLACE1 01 0274//Caenorhabditis elegans cosmid COI A2, icdm'plefe^sequ^ :64//Z8l 029 

F-PLACE1 01 0293//Homo sapiens Chromosome 2 PAC RPCI3-4l7E|^''( Rosw^ Park Cancer Institute Human PAC 
library) complete sequence y/6.5e-25:344:70//AC004464 

F-P1_ACE1010310//Homo sapiens DNA sequence from PAC 329 Egp^pn chromosome 1p34.4-36.13. Contains en- 
dothelin-converting-enzyme 1 (ECE-1), EST, STS. CA repeat.^complete sequence.//3.5e-l 0:185:67//AL031005 
50 F-PLACE1010321//Human DNA sequence from clone 29903 dW; chromosome 22ql3.3, complete sequence.// 
0.010:524:58//Z84468 ' * -4 ' 

F-PLACE101 0324//CIT-HSP-2335J21 .TR CIT-HSP Homo sapiens genomic clone 2335J21 , genomic survey se- 
quencey/9.le-90:448:97//AQ041837 • 

F-PLACE1010329//Apis mellifera llgustica complete mitochondrial geriorTiey/2.8e-08:384:64//L06178 
55 F-PLACE1 01 0341//HS-1 047-A2-C04-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 830 CoI=8 Row=E, genomic survey sequencey/4.1 e-21 :'141 :92//B38252 

F-PLACE1010362//Mycobacterium tuberculosis H37Rv complete genome; segment 155/162.//0.94:398:57// 
AL022121 \ ) ' 
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F-PLACE1010364//Caenorhabclitis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y102G3. 
WORKING DRAFT SEQUENCE,//0.1 1 :404:56//AL020985 

F-PLACE1010383//Homo sapiens chromosome 17. clone hCIT.l86_H_2, complete sequence.//0. 066:88:76// 
AC004675 

5 F-PLACE1010401//CIT-HSP-2367K17.TR CIT-HSP Homo sapiens genomic Clone 2367K17. genomic suivey se- 

quence.//2.4e-71 :454:88//AQ076825 

F-PLACE1010481//BOS taurus C5-glucuronyl epimerase mRNA. partial ccls7/7.5e-134:722:93//AF003927 
F-PLACE101049l//Homo Sapiens Ore binding protein-like 2 mRNA, complete cclsy/2.2e-1 50:702 :99//AF039081 
F-PLACE1010492 

10 F-PLACE1010522//Homo sapiens cosmid LM1937 from Xq28.//6:622:405:60//U82695 

F-PLACE1010529//Sequence 1 from patent US 577671 77/2.9e- 145 :684:98//AR016417 
F-PI_ACE101 0547//Human DNA sequence from clone 790B6 on chromosome 20p 11 .22-12.2. Contains STSs and 
GSSs, complete sequence.//1.0:283:61//AL031 677 

F-PLACE1010562//RPCI11-65I16.TK RPCI11 Homo sapiens genomic done R-65116, genomic survey sequence.// 
15 0.01 7:21 6:67//AQ200831 ' 

F-PLACE1010579//Homo sapiens full-length insert cDNA YI23D12.//3.9e-19:147:89//AF075014 

F-PLACE1 01 0580//Mouse RN A helicase and RNA-dependent ATPaise from the DEAD box family mRNA, complete 

cds.//6.4e-96:559:89//L25125 v. : !- " 

F-PLACE1010599//Homo sapiens peroxisomal membrane anchor protein HsPex14p (PEX14) mRNA. complete 
20 cds.//3.1e-146:707:97//AF045186 

F-PLACE1010616//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.045:454:59//AC065308 

F-PLACE1010622//Plasmodium falciparum MAL3P2, complete'sequence.//9.1e-07:378:60//AL034558 

F-PLACE1010624//Streptomyces coelicolor cosmid 5A7.//1.4e-05:51 8:61 //AL031 107 
25 F-PLACE1010628//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 

5.08-1 37:675:97//AC004846 

F-PLACE1010629//Homo sapiens Chromosome 16 BAC clone C1T987SK-A-259H10, complete sequence7/2.5e- 
17:187:80//AC004682 

F-PLACE1 01 0630//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K21 P3, complete sequence.// 
30 0.21 :159:64//AB01 6872 

F-PLACE101 063i//Homo Sapiens clone RG140B11 , WORKING DRAFT SEQUENCE. 1 unordered piecesV/l .2e- 

144:720:97//AC005069 " '^f 

F-PLACE1010661 "■ 

F-PLACE1010662//Arabidopsis thaliana DNA chromosome, 4;' &Aq clone F7J7 (ESSA project).//0.90:257:61// 
35 AL021960 

F-PLACE1010702//Human repressor transcriptional factor (ZNF85)^ mRNA, complete cds.//3.3e-73:697:74// 
U35376 ' . v ^ • . 

F-PLACE1010714//Human Chromosome 15q11-q13 PAC clone pbj778a2, complete sequence.//O.Ol 0:447:59// 
AC004583 \ V, ' : 

40 F-PLACE1010720//Mouse TPA-induced TIS11 mRNAy/2.0e-86:535:88//X14678 

F-PLACE1010739//HS_2013_B2_B10_MR CIT Approved Huirian Gen'omic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2013 Col=20 Row=D, genomic survey sequence://57e-87:435:97//AQ235864 
F-PLACE1010743//R.norvegicus mRNA for myr5y/1 .7e-87:582;85//^77609 

F-PLACE1010761//Homo sapiens chromosome 17, clone ,hRPK:294_U_22, complete sequencey/4.7e-45:235: 
45 99//AC005921 '"I ' 

F-PLACE1010771//M.musculus HCNGP mRNA.//1 .66-135:801 :88//X68061 

F-PLAC El 01 0786//Plasmodium falciparum DNA "* SEQUENCING IN PROGRESS *** from contig 4-15, complete 
sequence.//0.35:334:60//AL010221 

F-PLACE1010800//RPCI11-79H17.TV RPCI11 Homo sapiW'geribmic clone R-79H17, genomic survey se- 
50 quence.//5.8e-18:168:82//AQ284252 - , 

F-PLACE1 01 0802//Human Chromosome X clone bWXD531 . complete sequence.//1 .6e-30:693:63//AC004384 
F-PLACE1010811//RPC111-51N5.TK RPCI11 Homo sapiens genomic clone R-51N5, genomic survey sequence.// 
8.3e-11:142:78//AQ052380 ' ''^-yC 

F-PLAC El 01 0833//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 467K1 6. WORKING 
55 DRAFT SEQUENCE.//7.3e-40:147:88//AL031 283 -^^L • 

F-PLACE1010856//M.musculus mRNA for utrophin.//7.3e-1 7:1 50;86//Y1 2229 

F-PLAC E1 01 0857//Homo sapiens genomic DNA of 8p21 .37p22 ant^^oricoge of hepatocellular colorectal and 
non-small cell lung cancer, segment 11/117/1 4e-94:422:95//A6M6868*' ' 
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F-PLACE101 0870//M.musculus mRNA for ZT3 zinc finger factor.//1 .3e-93:530:90//Z67747 
F-PLACE1010877//Homo sapiens mRNA for KIAA0610 protein, partial cds.//1.1e-147:694:98//AB011182 

F-PLACE1010891 

F-PLACE1 01 0896//Mouse BAG mbac20 from 14D1-D2 (T-Cell Receptor Alpha Locus), complete sequencey/3.9e- 
5 26:394:68//AC003997 

F-PLACE1010900 ' . 

F-PLACE1010916//HS_2242_A1_C04_MF CIT Approved Human Genomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=2242 Co(=7 Row=E, genomic survey sequencey/l .0e-78:391 :97//AQ1 46687 
F-PLACE1010917 

10 F-PLACE1010925//Plasmodium falciparum 3D7 chromosome 12 'PFYAC69 genomic sequence, WORKING 

DRAFT SEQUENCE, 4 unordered pieces.//0.1l:629:56//AC.004688j. . 

F-PLACE1010926//Homo sapiens mRNA for KIAA0554 protein, pkrtial CdS.//9.5e-138:653:98//AB011126 
F-PLACE1010942//Homo sapiens intersectin short form mRNA, complete cdsy/5.6e-90:437:98//AF064243 
F-PLACE1010944//Homo sapiens full-length Insert cDNA clone 2b33E12.//1,4e-09:208:68//AF086247 
15 F-PLACE1010947 

F-PLACE1010954//CIT-HSP-2283D9.TR CIT-HSP Homo sapiens genomic clone 2283D9, genomic survey se- 
quence 7/2 . 1 e-29: 1 90:91 //B98965 

F-PLACE1 01 0960//Plasmodium falciparum DNA *** SEQUENCING IN.PROGRESS *** from contig 4-52, complete 
sequence.//0.00074:421 :60//AL01 0226 
20 F-PLACE1010965//CIT-HSP-2386K24:TR1 CIT-HSP Homo sapiens.genomic clone 2386K24, genomicsurvey se- 

quence.//1 .86-84:41 2:99//AQ240696 

F-PLAGE1 01 1 026//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-20, complete 
sequence.//0.00037:257:64//AL008972 

F-PLACE1011032//Homo sapiens chromosome 5, BAC clone 118L13 (LBNL HI 76), complete sequencey/3.8e- 

25 06:31 5:65//AC005348 

F-PLACE1011041//Human Fas-ligand associated factor 3 niRNA.'partiai cdsV/l .5e-56:286:98//U70669 
F-PLACE1011046//Rat phospholipase C-1 mRNA, complete cds.//1.3e-24:278:76//M20636 
F-PLACE1 01 1 054//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 981 1-23, WORKING 
DRAFT SEQUENCE.//3.8e-27:196:84//AL031686 

30 F-PLACE1011056//Ovis arles bactinecin 11 (Bacll) gene, exon'4'rand complete cdsy/5.4e-06:l82:67//U77049 
F-PLACEioii057//proteln kinase PRK2 [human. DX3 B-cell myeloma cell line, mRNA, 3255 nt].//3.2e-3l:l69: 

100//S75548 

F-PLACE1011090//Human DNA sequence *** SEQUENCINGiilNi'PROGkESS *** from clone 998H6, WORKING 
DRAFT SEQUENCE.//5.1e-80:479:89//AL031687 [ "j^ f'^'s^^ 

35 F-PLACE1 01 1 1 09//Rattus non^egicus nuclear-encoded mitochbridjiaijelongation factor G mRNA, complete cds.// 
2.3e-24:192:84//L14684 ' s:>:. . ^ . 

F-PLACE1011114//S.cerevlsiae chromosome XI reading frame ORP^kR024cy/1 .4e-14:346:60//Z28249 
F-PLACE1011133//T7E9-T7.1 TAMU Arabidopsis thallana genbmic clohe T7E9, genomic survey sequence.// 
0.01 0:345:60/B1 9698 . : 

40 F-PLACE1 0111 43//CIT-HSP-2375J1 0.TR CIT-HSP Homo sapleiis g'^riomlc clone 2375J1 0, genomic sun/ey se- 
quence.//0.00013:95:76//AQ1 09305 

F-PLACE1 01 11 60//Homo sapiens PAC clone DJ0808A01 from*^7q2i :i -q3l .1 , complete sequencey/3.7e-11l :692: 
87//AC004893 . . ; , ; 

F-P1_ACE1 01 1 1 65//H.sapiens galactokinase {GK2) mRNA. complete ccis!//8.4e-31 : 1 94:92//M84443 
45 F-PLACE10111 85//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-249B10, complete sequencey/3.1e- 

43:447:72//AC002288 

F-PLACE1011203//Homo sapiens chromosome 18q11 beta-1 ,4-ga|actosyltransf erase mRNA, complete cds7/ 
3.3e-124:584:99//AF038664 ' " ' * 

F-PLACE1011214//HS_2046_A2_B01_MR CIT Approved Human'Oenomic Spenm Library D Homo sapiens ge- 
so nomic clone Plate=2046 Col=2 Row=C, genomic survey sequencey/2.0e-39:346:81//AQ305965 

F-PLACE1011219 

F-PLACE1011221//CITBI-E1-2513F18TRCITBI-E1 Homo sapiens'benomic clone 251 3F1 8, genomic survey se- 
quence 7/2.46-20: 11 9:1 00//AQ279801 r; ■"•-'T'^*-' 

F-PLACE1011229//Homo sapiens mRNA for KIAA0529 protein, partial cdsy/4.4e-146:675:99//AB011101 
55 F-PLACE1011263//Homo sapiens BAC clone GS166A23;fr6m:-7p^^^ sequencey/1 .7e-42:2 12:84// 

AC005014 / V^vr-> 

F-Pl-ACE1011273//Caenorhabditis elegans DNA *** SEQUENCiNfe IN PROGRESS from clone Y37D8. 

WORKING DRAFT SEQUENCEy/1 .0:214:60//Z92819 \ ' 

■ -1. . 
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F-PLACE1011291//RPCI11-16P9.TP RPCI-11 Homo sapiens genomic Clone RPCI-11-16P9, genomic survey se- 
quence.//8.0e-08:66:98//B81 770 

F-PLACE1 011 296//Homo sapiens chromosome 1 6, cosmid clone 443G8 (LANL). complete sequencey/0.027:1 35: 
67//AC004647 . 
5 F-PLACE1011310//H.sapiens CpG island DNA genomic' Msel 'fragment, clone 53clO, reverse read 

Cpg53c1 0.rtl b.//1 .4e-05:57:1 00//Z61 496 

F-PLACE1 01 1 325//Human immunodeficiency virus type 1 (D9) prciyiral structural capsid protein (gag) gene, partial 
CdS.//0.077:1 93:60//L02290 . , , . *' ; * , 

F-PLACE1 Oil 332//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds.//3.1e-1 50:699: 
10 99//AF1 02265 ' ['::l:Pf ^ 

F-PLACE1011340//Homo sapiens chromosome 17, clone hRPK:388^F_14, complete sequencey/2.4e-38:186: 
83//AC005375 v ,v 4^^:^: 

F-PLACE1011371//MUS musculus PK-120 precursor (itih-4) mRNA/ complete cdsy/6.0e-35:689:63//AF023919 
F-PI_ACE1011375//Mus musculus Kv3.4 gene, exon 4.//6.0e-88;584:86/7AJ010310 
IS F-PLACE1011399//paramecium species 7,325 mt dna dimer: replication in it. region.//0.00011:255:63//K00919 
F-PLACE1011419//Homo sapiens chromosome 21 PAC LLNLP7p4Gl150Q1 37/0.067 :337:62//AJ006996 
F-PLACE1011433//Homo sapiens mRNA for KIAA0530 protein; partial cds.//4.6e-157:743:98//AB01 11 02 
F-PLACE1011452//Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE.//1 .1e- 
53:557:73//AJ011 929 

20 F-PLACE1011465//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequencey/3.5e- 

71:498:80//AC004605 . ^ " 

F-PLACE1011472//Homo sapiens mRNA for KIAA0712 protein, complete cds7/4.8e-151 :703:99//AB0 18255 
F-PLACE1011477//Homo sapiens sorting nexin 2 (SNX2) mRNA. complete cds.//5.2e-145:675:99//AF065482 
F-PLAC El 01 1 492//Ray (T.califomica) acetylcholine receptor beta^^subunit mRNA.//1 .0:448 :59//J00964 
25 F-PLACE1011503 • * ' ■'■ 

F-PLACE1011520//Homo sapiens clone DJ1119N05. complete.sequence.//3.8e-147:692:99//AC004968 
F-PLAC E1 01 1563//R.norvegicus mRNA for leucocyte common antigen-related protein (3941 bp)y/0.00036:296: 
61//X83546 , 

F-PLACE1011567//Homo sapiens PAC Clone DJ1164K10 frbm'7p)2i'-p22, complete sequence.//1.1e-38:315:82// 
30 AC004984 ..V 

F-PLACE1 01 1 576//Homo sapiens hematopoietic cell derived zin(i\fih(ger protein mRNA, complete cdsy/1 .3e-65: 
268:86//AF054180 • .vJJ:'^;4^ ''J. 

F-PLAC E1 01 1586//Homo sapiens chromosome 17, clone HRfesbdEl'p, complete sequence7/2.0e-82: 188:96// 
AC004477 ' r ; ^^1^ 

35 F-PLACE1011635//Homo sapiens chromosome 17, clone hRPk.2l'426_i , complete sequence7/1.8e-1 53:752: 
97//AC005224 ; ' 

F-PLACE1011641//Homo sapiens T-cell receptor alpha delta locus frofnfcases 501613 to 752736 (section 3 of 5) 
of the Complete Nucleotide Sequence .//4. Be-OS : 1 90:67//AEb00660 
F-PLACE1011643//Alcaligenes eutrophus phaP gene. //O.l 6:466 :59//X85729 
40 F-PLACE1011646//HumanDNAsequence***SEQUENCING IN PROGRESS ***fromclone1013A10, WORKING 

DRAFT SEQUENCE.//9.1e-19:156:76//AL033383 ' 
F-PLACE1011649 . 

F-PLACE1011650//Homo sapiens retinol dehydrogenase gene, complete cds7/6.4e-09:172:74//AF037062 
F-PLACE1011664//D.melanogaster crn mRNA7/1 .1e-52:650:68//X58374 
45 F-PLACE1011675//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 

DRAFT SEQUENCE, 9 unordered pieces7/0.11 :443:58//AC 005507 .' ; 

F-PLACE1011682//Human DNA sequence from clone 342B11 on chromosome 22q12.1-12.3. Contains ESTs and 
a GSS. complete sequence7/0.31 :1 27:71//AL00871 9 " . ' 

F-PLACE101171 9//Human BAC clone RG369K23 from 7q31 , complete sequencey/4.6e-52:461 :77//AC002487 

50 F-PLACE1011725 . , r..,..". 

F-PLACE1 01 1 729//Human Chromosome 1 5q1 1 -q1 3 clone pbJ276ci 2 from the Prader-Willi/Angelman syndrome 
region, WORKING DRAFT SEQUENCE, 3 unordered pieces7/b.0.jl :320:62//AC004737 
F-PLACE1011749//Plasmodium falcipaaim 3D7 chromosome:;T2:.pFYAC29 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered piecesy/0.00031 :544:59//AC004T57^' 

S5 F-PLACE1011762//Homo sapiens BAC clone RG437L15 fr6rn 8q2i i ncomplete sequencey/2.4e-1 15:682:90// 

AC004003 1;'^ ! !f 

F-PLACE1011778//RPCI11 -22D17.TVB RPCI-11 Homo sapiens" genomic Clone RPCI-11-22D17. genomic survey 
sequencey/2.7e-114:611:93//AQ008944 
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F-PLACE1011783//CIT-HSP-2317N1.TF CIT-HSP Homo siaplens genomic clone 2317N1, genomic survey se- 
quence.//2.3e-1 7: 1 20:94//AQ042330 

F-PLACE1011858//Gallus domesticus filamin mRNA, complete cdsy/4.1e-24:565:64//U00147 
F-PLACE1011874//Homo Sapiens Chromosome X clone bWXD312. complete sequence.//2.5e-1 41:678:98// 
5 AC004478 ^ 

F-PLACE1011875//Homo Sapiens mRNA for KIAA0580 protein, partial cds.//1 .6e-108:526:98//AB011152 
F-PLACE1011891//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 439FB. WORKING 
DRAFT SEQUENCEy/0.0014:330:62//AL021 392 

F-PLACE1011896//MUS musculus WntlOa mRNA. complete cdsy/l :4e-89:678:82//U61969 
10 F-PLACE1 011 922//Caprine arthritis-encephalitis virus envelope glycoprotein (env) gene, partial cdsy/0,069:246: 
61//U81400 ; 

F-PLACE1011923//Homo sapiens serum-inducible kinase mRNA.'^complete cdS.//1.2e-138:664:98//AF059617 
F-PLACE1011962//HS_3212_B2_G12_MR CIT Approved Human Ge.no.mic Sperm Library D Homo sapiens ge- 
nomic clone Plate=32l2 Col=24 Row=N, genomic survey sequ*ence.//2.4e-07:154:74//AQ1 75369 
15 F-PLACE1011964//Human DNA sequence *** SEQUENCING'iN PROGRESS "* from clone 322P7, WORKING 

DRAFT SEQUENCEy/3.7e-22:369:69//AL023799 

F-PI_ACE1 01 1 982//HS-1 041 -A1 -B01 -MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 823 Col=1 Row=C, genomic survey sequencey/0. 44:309: 58//B36529 

F-PLACE1011995//Homo sapiens Xq28 BAC RPCI11-382P7 (Roswell Park Cancer Institute Human BAC Library) 
20 complete sequencey/8.8e-53:687:71//AC006054 

F-PLACE1012031//Homo sapiens mRNA for KIAA0713 protein, partial Cdsy/1 .2e-146:690:98//AB01 8256 
F-PLACE2000003//Homo sapiens chromosome 17, clone hRPK.318_A_15, complete sequencey/1 ,7e-62:293: 
88//AC005837 * • ' " 

F-PLACE2000006//Homo sapiens chromosome 12p1 3.3 Clone RPCIi-96H9, WORKING DRAFT SEQUENCE, 66 
2S unordered piecesy/1 .4e-1 16:261 :91//AC006057 

F-PLACE2000007 

F-PLACE2000011//Homo sapiens chromosome 19, cosmid 'F^Qas?, complete sequencey/5.2e-1 02:489:99// 
AC005578 ; . 

F-PLACE2000014//Human DNA sequence *** SEQUENCINtSiliSjfRRQGR *** from clone 1111 N9, WORKING 
30 DRAFT SEQUENCEy/0.0095:307:62//AL022574 ' / . * .^^^ I. . \ 

F-PLACE2000015//Homo sapiens Clone RG140B11 , WORKiNCxD.BAET^jSEQUENCE, 1 unordered piecesy/2.0e- 
36:31 6:81//AC005069 - * ^i^'^r ^ * 

F-PLACE2000017//HS_3042_A1_F08_MR CIT Approved Hu mart Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3042 Col=15 Row=K, genomic survey sequence7/ilb:l84:61//AQ098074 
35 F-PLACE2000021//Homo sapiens TRF1 -Interacting ankyrin-relatedrADP-ribose polymerase mRNA, complete 
CdS./M.6e-84:844:72//AF082556 - ■■^■-y^h'C' ' 

F-PLACE2000030//Human Chromosome 11 Cosmid cSRL16b6f dorripjete sequencey/2.3e-22:233:77//U73638 
F-PLACE2000033//C.capitata mRNA for chorion protein s18y/0.0019:342:62//Y08913 

F-PLACE2000034//Rattus norvegicus transmembrane receptor 'Ro6p1 '/mRNA, complete cds y/2. 8 e- 13:335:63// 
40 AF041082 • " -' "^ 

F-PLACE2000039//Rattus norvegicus cytoplasmic dynein heavy chain (MAP 1C). mRNA. complete cdsy/7.7e-84: 
489:90//L08505 

F-PLACE2000047//Homo sapiens ccr2b (ccr2), ccr2a (ccr2), ccr5^(ccr5) and ccr6 (ccr6) genes, complete cds, and 
lactoferrln (lactoferrin) gene, partial cds, complete sequencey/5.pe-28:327:76//U95626 
45 F-PLACE2000050//Homo sapiens chromosome 17, clone HRPC41C23, complete sequencey/l.le-32:527:68// 
AC003101 ; • *. VV. . ■ 

F-PLACE2000061//CIT-HSP-2346L20.TF CIT-HSP Homo sapiens genomk! clone 2346L20. genomic survey se- 
quencey/1.1e-05:89:83//AQ059010 , 

F-PLACE2000062//Hurrian membrane-associated lectin type-C mRNAy/9.0e-113:662:86//M98457 

50 F-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) mRNA ■'complete cds 7/2. 2e- 133:631 :98//AF027219 

F-PLACE2000097//Homo sapiens chromosome 12p13.3' cloKe'' RPCI11-189M WORKING DRAFT SE- 
QUENCE, 39 unordered piecesy/1 .6e-16:119:93//AC005910 . 

F-PLACE2000100//HS_3184_A1_D06_T7 CIT Approved Human^}Sienom Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l84 Col=11 Row=G, genomic survey sequence7/1 .5er80:409:97//AQ 150004 
55 F-PLACE2000103//Human DNA sequence *** SEQUENCIN(3 IN 'PROGRESS *** from clone 20208. WORKING 

DRAFT SEQUENCEy/1 .Oe-1 72:830:98//AL031 848 . ; 

F-PLACE2000111//Homo sapiens DNA, trinucleotide repeats rbgion!//^:6:200:64//AB018491 
F-PLACE2000115 • : V* 
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F-PLACE2000124//Homo sapiens Chromosome 16 BAG clone CIT987SK-A-67A1 , complete sequencey/6.2e-43: 
362:80//AC004531 

F-PLACE2000132//RPCI11-79F15.TV RPCI11 Homo sapiens genomic clone R-79F15. genomic survey se- 
quence .//5.4e-35:206:94//AQ2841 66 ' ' jj,-;.; 4 

5 F-PLACE2000136//Human BAG clone 7E17 from I2q, complete seqLience.//2.7e-l2:8l4:59//AC002070 

F-PLAGE2000140//Human DNA sequence *** SEQUENGING IN PROGRESS *** from clone 11703, WORKING 
DRAFT SEQUENGE.//3.6e-1 65:799:97//AL020995 '. ] ' i/i < ^ 

F-PLACE2000164//Canine histamine H2 receptor gene, complete cdV.//0.iO:392:56//M3270i 
F-PLACE2000170 • '.-^ . 

10 F-PLACE2000172//Homo sapiens PAG clone DJ0811017 from 7q21-22. complete sequence7/3.9e-91 :552:88// 
AG006005 ■ 

F-PLAGE2000176//Homo sapiens Chromosome 22q1l.2 BAG Clone b437gl0 In BGRL2-GGT Region, complete 
sequence.//0.98:201 :64//AG004032 

F-PLAGE2000187 • ; • 1 

15 F-PLACE2000216 

F-PLAGE2000223//RPCI11-12L17TP RPCI-11 Homo sapiens genomic clone RPGI-11-12L17, genomic survey 
sequence.//0.00039:325:58/B75888 

F-PLAGE2000235//Human Chromosome 1 6 BAG clone CIT987SK-254P9, complete sequence ./^.5e-55:237:78// 
AC003003 .V. 
20 F-PLAGE2000246//Homo sapiens chromosome 3p clone RPGI4-544D10, WORKING DRAFT SEQUENCE. 58 

unordered pieces.//2.4e-92:236:94//AC005902 

F-PLACE2000264//Human DNA sequence from clone 391022 on chromosome 6p21 .2-21 .31 Contains pseudo- 
genes similar to ribosomal protein. ESTs, GSSs, complete sequencey/1 .4e-32:331 :78//AL031577 
F-PLACE2000274//Anthocidaris crassispina mRNA for B2HC, partial cds .//8.5e-48: 765 :66//AB0 12308 
25 F-PLACE2000302//Kaposi's sarcoma-associated herpes-like»viruS''QRF73 homolog gene, complete cds.//8.3e- 
08:662:58//US2064 ' Vr v'Vv ' 

F-PLACE2000305//Homo sapiens clone DJ1129L24, WORKING^DR'AFTSEQUENCE, 5 unordered piecesy/2.4e- 
a8:95:8iy/AG006021 r^^l'k§'^^ 

F-PLAGE2000317//HS_3183_B2_F05_MR CIT Approved Human^'Genomic Spenm-Library D Homo sapiens ge- 
30 nomic clone Plate=31 83 Gol=1 0 Row=L. genomic survey sequence*y/2!5e-71 :346:99//AQl 72747 

F-PLACE2000335//Homo sapiens clone DJ1032D07, WORKING DRAIfT SEQUENCE, 3 unordered piecesy/3.7e- 

14:402:65//AC004952 ' 

F-PLAGE2000341//Rattus norvegicus sodium-dependent multi-vitaniin transporter (SMVT) mRNA, complete 
Cdsy/4.5e-77:555:82//AF026554 
35 F-PLACE2000342//Suid herpesvirus 1 UL5 gene, partial cds, UL6 and UL7 genes, complete cds, UL8 gene, partial 
Cdsy/1 .8e-14:259:71//U66829 

F- FLAG E2000347//HU man DNA from overlapping chromosome 19-specific cosmids R32543,, and F15613 con- 
taining ZNF gene family member, genomic sequence, complete sequencey/6.0e-34:376:74//AC 003006 
F-PLACE2000359//RPCI11-23J20.TKBR RPCI-11 Homo sapiens genomic Clone RPCI-11 -23J20, genomic sun^ey 
40 sequencey/8.4e-21:288:69//AQ013849 

F-PLACE2000366//Human Tiggerl transposable element, complete consensus sequencey/5.0e-1 14:692:80// 
U49973 ; ; 

F-PLAGE2000371//Homo sapiens I2pl 3.3 PAG RPGI1-29K11 (Roswell Park Cancerlnstitute Human PAG Library) 
complete sequence .//0. 38 :356:58//AC0051 82 
45 F-PLAGE2000373//RPCI11-49C18TJ RPGI11 Homo sapiens 'geriomic clone R-49G18, genomic survey se- 
quencey/0.064:132:68//AQ051776 ,v V' .'i. v 

F-PLAGE2000379//Homo sapiens Xp22 BAG GS-607H18 (Genofti^iSystems Human BAG library) complete se- 
quencey/1 .6e-130:776:88//AC003658 

F-PLAGE2000394//Homo sapiens chromosome 18 BAG RPpili1.-i^8pj4 (Roswell Park Cancer Institute Human 
so BAG Library) complete sequencey/5.4e-113:808:83//AC0059d9^ ^'^^ f 

F-PLACE2000398//Mouse hexamer repeat sequence (117) homb^^pgpu^^ to Drosophila 'period' geney/0.87:286: 

63//X06967 vi^:^ 
F-PLACE2000399 ^ V-.tV-;-; ' 

F-PLACE2000404//Gaenorhabditis elegans cosmid R74. complete sequencey/2.9e-59:532:68//Z36238 
S5 F-PLACE2000411//Acanthamoeba castellanii transformation-sensitive protein homolog mRNA, complete cdsy/ 
0.44:553:56//U89984 

F-PLACE2000419//Human adenosine deaminase (ADA) gene;c6mplete cds.//1 .4e-56:303:86//M13792 
F-PLACE2000425//HS_3047_A1_H05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
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nomic clone Plate=3047 Col=9 Row=0, genomic survey sequehce7/2.8e-42:224:97//AQ126949 
F-PLACE2000427 v- 

F-PLACE2000433//Homo sapiens chromosome 17, clone hRPk:l56iL_14, complete sequencey/1.1e-1 9:363: 
67//AC005821 ' * ' . , . . . 

5 F-PLACE2000435//HS_3036_B1_F11_MR CIT Approved Humaa Genbmic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3036 Col=21 Row=L, genomic survey sequencey/3.le-06:l84:66//AQ096999 
F-PLACE2000438//Caenorhabditis elegans cosmid Y45F1 OD, complete. sequence.//4.6e-23:550:62//AL021 492 
F-PLACE2000450//Homo sapiens PAC clone DJ11 88N21 fr6m]7qll".23-q2l .1 , complete sequence.//l .0e-78:604: 
80//AC006025 

10 F-PLACE2000455//Homo sapiens Chromosome 1 6 BAG clone CIT987SK-A-279B1 0, complete sequencey/8.2e- 

05:330:63//AC002300 * ' / ' * . ' 

F-PLACE2000458//Homo sapiens chromosome 5p, BAG clone 50g2l (LBNL Hi 54). complete sequencey/5.7e- 
1 68:81 6:97//AC0a5740 

F-PLAGE2000465//Human Ghromosome 11 Overlapping Gosmids cSRL72g7 and cSRLUObB, complete se- 

15 quence.//4.3e-33:296:79//AC002037 

F-PLACE2000477//Homo sapiens clone RG052H06, WORKING DRAFT SEQUENCE, 11 unordered pieces.// 
3 .4e-59 :598 :74//AC005057 

F-PLACE3000004//Human EYA3 homolog (EYA3) mRNA, complete cds.//7.6e-49:361 :84//U 8 1602 
F-PLACE3000009//Human placenta (Diff48) mRNA. complete cds.//3.0e-58:713:69//U49187 
20 F-PLACE3000020//R.norvegicus type III adenylyl cyclase mRNA,;complete cds.//6.1e-103:600:89//M55075 

F-PLACE3000029 

F-PI_ACE3000059//Mus musculus mRNA for ubiquitin conjugating enzymey/4.4e-1 1 5:71 8:86//Y1 7267 
F-PI_ACE3000070//Homo sapiens chromosome 5, BAG clone'194j18 (LBNL H158). complete sequencey/1 .8e- 
1 7:250:74y/AC005368 . r _ . 

25 F-PLACE3000103//Caenorhabditis elegans cosmid CI 3F1 07/4:66^67:408:^ 

F-PLACE3000119//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAG clone C0190L06: 
HTGS phase 1. WORKING DRAFT SEQUENCE, 21 unordered 'pjeaes'jyi .5e-58:291 :86//AG004670 
F-PLAGE3000121//Rattus norvegicus rseciS mRNA, complete cdsV/8.l e-81:837:71//AF032668 
F-PLACE3000124//Homo sapiens chromosome 17, clone hRPk:85_;Bj7. complete sequencey/1 .8e-48:330:79// 

30 AG005695 " '.^Vr- 

F-PLAGE3000136 

F-PLAGE3000142//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 349A1 2, WORKING 
DRAFT SEQUENCEy/0.011:294:62//AL033520 . 
F-PLACE3000145//Gallus gallus tensin mRNA, 3' endy/6.9e-52:659:68//L06662 
35 F-PLAGE30001 47//Human DNA sequence from clone 267M20 on chromosome Xq22.2-22.3. Contains part of the 
DIAPH2 gene and a pseudogene, ESTs, STSs and GSSs, complete sequencey/5,ie-37:305:8l//AL03l053 
F-PLACE30001 48//Homo sapiens chromosome Y, clone 4751 1 . complete sequencey/4.7e-32:766:63//AG004474 
F-PLACE3000155//Homo sapiens chromosome 17, clone hRPK.597_M_l2, complete sequencey/7.4e-l 73:822: 
98//AC005277 

40 F-PLACE3000156//Homo sapiens chromosome 19, overlapping cosmids F18547. Fill 33, R27945. R28830 and 

R32804, complete sequencey/2.2e-81 :783:74//AC003682 
F-PLACE3000157 ' '"V"^' 

F-PLACE3000158//. complete sequencey/1 .Oe-1 80:845:97// Aq0O550O 

F-PLACE3000160//CIT978SK-152K7.TV CIT978SK Homo sap fens^^^^^ clone 152K7, genomic survey se- 

45 quencey/0.080:259:59//B50878 " 

F-PLACE3000169//Homo sapiens chromosome 19, BAG CIT-B;T9lS6, complete sequencey/9.8e-1 58:749:98// 
AG006130 

F-PLAGE3000194 ; J^^^ 

F-PI_ACE3000197//Rrubripes GSS sequence, clone 075Nd4bB7.*'^enbmic survey sequencey/1 .4e-08: 164:68// 
50 AL003352 / ^'^ 

F-PLAGE3000199//Human DNA sequence *** SEQUENCINGHN PROGRESS *** from clone 424J12, WORKING 
DRAFT SEQUENGEy/0.001 9:277:58//282207 

F-PLAGE3000207//Homo sapiens BAG Clone GS165L15 from 7pl5, complete sequencey/6.6e-2l:3l2:67// 
AC005013 • " ' 

55 F-PLAGE300020a//Homo sapiens (clones: GW52-2, CW27-6rGW15-2,;GW26-5, 11-67) collagen type VII inter- 

genic region and (G0L7A1) gene, complete cdsy/1 .0:279:61 //L2i3982 

F-PLACE3000218//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered pieces7/9.3e-43:383:79// 
AC004086 
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F-PLACE3000220//RPC1 1 1 -54B4.TV RPC1 1 1 Homo sapiens genomic clone R-54B4, genomic survey sequence.// 
2.4e-36:381 :76//AQ082056 

F-PLACE3000221//Homo sapiens Clone DJ1186P10, WORKING DRAFT SEQUENCE, 6 unordered pieces//7.2e- 
135:721 :91//AC005231 .: 

5 F-PLACE3000226 ' \ " ''■ 

F-PLACE3000230//Homo sapiens c1cr2b (ccr2), ccr2a (ccr2). ccr5.(ccr5) and ccr6 (ccr6) genes, complete cds, 
and lactoferrin (lactoferrin) gene, partial cds, complete sequence. 7/3.36:80:498 :78//U 95626 
F-PLACE3000242//Human DNA sequence from clone 1409 on chromosome Xpii .1-11 .4. Contains a Inter-Alpha- 
Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma-Associated Antigen MAGE LIKE gene 

10 and a 6-Phosphofructo-2-kinase (Fructose-2.6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032, complete sequence.//2.6e-54:254:92//Z98046 
F-PLACE3000244//M.musculus mRNA for 200 kD protein.//1 .4e-139:850:86//X80169 
F-PLACE3000254//Ateline herpesvirus 3 complete genome.//1 .3e-10:399:61//AF083424 
F-PLACE3000271//Human Chromosome 1 6 BAC clone CIT987SK-A-81 5A9, complete sequencey/1 .8e-2l :350: 

« 68//AF001548 

F-PLACE3000276//HS_2026_B1_H11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2026 Col=21 Row=P. genomic survey sequence .//5.7e-45:376:81//AQ231 147 
F-PLACE3000304//Homo sapiens chromosome 19, cosmid R26660, complete sequence.//1.6e-1 38:650:99// 
AC005328 t ; 

20 F-PLACE3000310 * 

F-PLACE3000320//Human DNA sequence •** SEQUENCING'lN. PROGRESS *** from clone 423B22, WORKING 
DRAFT SEQUENCE.//1 .9e-41 :379:77//AL034379 

F-PLACE3000322//Homo sapiens chromosome 17. clone hFiPk:269ij_20, complete sequencey/3.3e-35:419: 
68//AC005822 ; . , 

25 F-PLACE3000331//CIT-HSP-2347D24TR CIT-HSP Homo sapiens genomic clone 2347D24, genomic survey se- 

quence.//2.7e-20:119:99//AQ061543 ^- 

F-PLACE3000339//Rhodobacter sphaeroides magnesium chelatase subunits BchI (bchi) and BchD (bchD) genes, 
complete cds; and BchO (bchO) gene, partial Cds.//0.99:310:58//AF017642 

F-PLACE3000341//Homo sapiens 3p22 Contig 7 PAC RPCI4-672Kl'ir(Rbswell Park Cancer Institute Human PAC 
30 Library) complete sequence.//7.5e-159:752:98//AC006055 • ' ^ ■ ; ; 

F-PLACE3000350//Rattus norvegicus serine/threonine protein kinase TAOI mRNA, complete cdsy/2.3e-1 07:592: 
92//AF084205 

F-PLACE3000352//Human DNA sequence from PAC 293L6 on chromosome 22, complete sequencey/2.1e-37: 
480:70//Z83732 , ; 

35 F-PLACE3000353 f , 

F-PLACE3000362//Homo sapiens chromosome 17, clone hRpk.215^P_18, complete sequence.//0.0001 1:373: 
60//AC005969 

F-PLACE3000363 . ; 

F-PLACE3000365//Human DNA sequence from PAC 227P1 7, betWeen markers DXS6791 and DXS8038 on chro- 
40 mosome X contains CpG island. EST//0.074:279:61//Z810b7 ; ; 

F-PLACE3000373//Human DNA sequence from PAC 50A13 on chromosome Xp11. Contains ATP SYNTHASE 
LIPID BINDING PROTEIN PI (P2, P3) precursor (ATP5G1 , ATP5G2, ATP5G3) like pseudogene, ESTs and STSs. 
Contains polymorphic CA repeaty/2.8e-118:653:92//Z92545' ' ^ ' ■ ' ' 

F-PLACE3000388//Homo sapiens PAC clone DJ0777023 from 7p14rpi5, complete sequence.//2.2e-25:288:71// 
45 AC005154 ' 

F-PLACE3000399//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 466N1, WORKING 
DRAFT SEQUENCE.//2.3e-69:303:86//Z97630 ' ^f^J f' / 

F-PLACE3000400//Caenorhabditis elegans cosmid H03A11, complete sequence.//0.0063:435:58//Z93239 
F-PLACE3000401//Homo sapiens clone DJ1147A01. WORKING DRAFT SEQUENCE, 25 unordered pieces.// 
50 5.8e-25 :292:73//AC006023 ;^ / 

F-PLACE3000402//RPCI11-20D6.TVB RPCI-11 Homo sapiens geripmic clone RPCI-11-20D6. genomic survey 
sequence.//!. 1e-10:154:74//AQ008761 " \ ^ 

F-PLACE3000405//Homo sapiens Chromosome 17, clone hRPK.628_E_l2, complete sequence.//2.9e-4l:5l5: 
72//AC005701 

55 F-PLACE3000406//CSRL-179E11-U cSRL flow sorted Chromosome 11 specific cosmid Homosapiens genomic 

clone cSRL-1 79E1 1 , genomic survey sequence.//2.8e-9l :540:89//BG3443 
F-PLACE3000413 

F-PLACE3000416//F19L8-Sp6 IGF Arabidopsis thaliana geriomic clone F19L8, genomic sun/ey sequence.// 
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0.001 8:664:55//B1 1 305 -. ' > . : ' 

F-PLACE3000425//Human DNA sequence from clone 231 L4 on chromosome Xq27. 1-27.3 Contains GSS, STS, 
complete sequence.//1.1e-16:284:70//AL022719 

F-PLACE3000455//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 469D22, WORKING 

5 DRAFT SEQUENCE.//3.6e-146:732:96//AL031 284 . ; - m . 

F-PLACE3000475//HS_2164_A2_H10_MF CIT Approved Human Gendniic Sperm Library D Homo sapiens ge- 
nomic clone Plate=21 64 Col=20 Row=0, genomic sun/ey sequenceV/l .5e-07:1 59:71 //AQ 132983 
F-PLACE3000477//Human DNA sequence from PAC 368A4 on chromosome X. Contains ESTs, CELLULAR NU- 
CLEIC ACID BINDING PROTEIN (CNBP) like gene and STSs.//2.9e-11:213:70//Z83843 

10 F-PLACE4000009//Sequence 93 from patent US 561 6500y/9:9e-08: :692:60//l39845 

F-PLACE4000014//Homo sapiens mRNA for KIAA0809 protein, partiarcds 7/1 .16-116:331 :100//AB0 18352 
F-PLACE4000034//Homo sapiens Chromosome 16 BAC clone C!T987SK-A-69G12, complete sequenceV/S.Oe- 
05:244:63//AC004131 

F-PLACE4000049//Homo sapiens Xp22-1 71-1 73 BAC GSHB-31 214 (Genome Systems Human BAC Library) com- 
is pletesequence7/1.2e-37:385:74//AC005926 

F-PLACE4000052//M.musculus abcl mRNA.//1.5e-11 0:671 :88//X75926 
F-PLACE4000063 ;^.v ,, 

F-PLACE4000089//M.musculus BOX DNA for regulatory element and promoter region related to EC cell differen- 
tiationy/37e-12:114:85//X74311 '[ -y {'^ ' 

20 F-PLACE4000093//CIT-HSP-2380K5.TF CIT-HSP Homo sapiens genomic clone 2380K5, genomic sun/ey se- 
quence.//0.11:245:60//AQl 08342 ■ / v: 

F-PLACE4000100//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 20208. WORKING 
DRAFT SEQUENCE.//2.9e-19:384:65//AL031 848 * i ' • - ' 

F-PLACE4000106//Homo sapiens mRNA for KIAA0462 proteiriVpartiarcds.//1 .2e-145:684:99//AB007931 
25 F-PLACE4000128//MUS musculus putative transcription factor mRNA, complete cdsy/3.7e-62:541 :78//AF091234 

F-PLACE4000129 '? ' 

F-PLACE4000131//HS_3139_B2_F12_T7 CIT Approved Human Genomic Spemi Library D Homo sapiens ge- 
nomic clone Plate=3139 Col=24 Row=L, genomic survey seque?i6e^/2.3e-1 4:221 :70//AQ1 83207 
F-PLACE4000147//Human DNA sequence from clone 740A11 onVhromosome Xq22.2-23. Contains part of the 

30 COL4A5 gene for Collagen Alpha 5(IV) Chain Precursor. Contains GSSs, complete sequence.//0.28:412:58// 
AL031622 . \ ^ 

F-PLACE4000156//Human zinc finger protein ZNF136.//7.2e-88:764:76//U09367 
F-PLACE4000192 \ ' , ' 

F-PLACE4000211 : ' 

35 F-PLACE4000222//344J1.TVB CIT978SKA1 Homo sapiens genomic clone A-344J01, genomic survey se- 
quence.//1.2e-14:177:76//B17158 ; . ' 

F-PLACE4000230//MUS musculus semaphorin Via mRNA, complete cds.//9.8e-116:662:89//AF030430 
F-PLACE4000233//Homo sapiens DNA from chromosome 19, BAC'331 52, complete sequence7/5.2e-54:363:70// 
AC003973 . ^ . . : 

40 F-PLACE4000247 " '' V^ /v '>^ 

F-PLACE4000250//Homo sapiens Xp22-132-134 BAC GSHB-590J1 5 (Genome Systems Human BAC library) 
' complete sequencey/0.0053:229:65//AC004673 =p : 

F-PLACE4000252 ' : f' 

F-PLACE4000259//H.sapiens gene for U5 snRNP-specific 200kb*proteih.//2.0e-25:191 :87//Z70200 
45 F-PLACE4000261//MUS musculus bromodomain-containing protein i^j5. mRNA, comple^^ 
AF084259 ' ^' : 

F"PLACE4000269//Rattus norvegicus rexo70 mRNA. complete cdsi/5.5e-122:734:88//AF032667 
F-PLACE4000270 

F-PLACE4000300 ^ !v /iijj 4 

50 F-PLACE4000320//Human FKBP-rapamycin associated protein (|RAP)'mRNA, complete cds7/1 .4e-21 :1 35:96// 
L34075 

F-PLACE4000323//HS_2165_B1_B02_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2165 Col=3 Row=D, genomic survey sequence7/4.3e-08:170:7l//AQ 125036 
F-PLACE4000326//Mouse DNA with homology to EBV IR3 repeat, segment 1. clone Mu27/2.8e-06:311:63// 
55 M 10296 . .J . J, , 

F-PLACE4000344//Plasmodium falciparum chromosome 2,' section 38 of 73 of the complete sequence7/0.0l4: 

252:60//AE001401 

F-PLACE4000367 

. ;■:,*• , 



1903 



EP1 074 617 A2' 



F-PLACE4000369 

F-PLACE4000379//CIT-HSP-2350B9.TF CIT-HSP Homo sapiens genomic clone 2350B9, genomic survey se- 
quence.//9.2e-46:282:86//AQ062661 

F-PLACE4000387//CIT-HSP-2382F11 TR CIT-HSP Homo sapiens genomic clone 2382F1 1 , genomic survey se- 
5 quence.//0.96:102:70//AQ080649 

F-PLACE4000392//Rattus norvegicus polymorphic marker D20UIA1 sequence.//1.2e-05:222:68//AF054088 

F-PLACE4000401//Homo sapiens mRNA for KIAA0640 protein, partial cds.//9.6e-46:605:71//AB014540 

F-PLACE4000411//Human DNA sequence *** SEQUENCING IN PFIOGRESS *** from clone 173D1, WORKING 

DRAFT SEQUENCE.//3.2e-29:179:79//AL031 984 • » \ 

10 F-PLACE4000431//H.sapiens gene for U5 snRNP-specific 200kD protein 7/4.06-44:263 :92//Z70200 

F-PLACE4000445//HS-1 053-81 -D02-MFabi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 

Plate=CT 775 Col=3 Row=H. genomic survey sequence.//0.070:47:100//B41346 

F-PLACE4000450 ; 

F-PLACE4000465//Homo sapiens BAG clone RG114B19 from 7q3l.1, complete sequence.//2.3e-07:273:65// 
IS AC005065 

F-PLACE4000487//Homo sapiens chromosome 17, clone hRPK.l56^L_14, complete sequence.//4.1e-34:351: 
70//AC005821 

F-PLACE4000489//HS_3012_B1_G05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3012 Col=9 Row=N, genomic survey sequence.//2.0e-36:220:92//AQ095537 
20 F-PLACE4000494//Homo sapiens 12p13.3 PAC RPCI5-1063M2:3 (Roswell Park Cancer Institute Human PAC Li- 

brary) complete sequencey/2.3e-57:395:79//AC005865 ■ ^ 

F-PLACE4000521//Homo sapiens *** SEQUENCING IN PROGRESS ***. WORKING DRAFT SEQUENCEy/1 .6e- 
163:770:98//AJ011929 

F-PLACE4000522//Feline leukemia virus Notch2 gene, clone 'Fel:V/Notch2-C, partial cds.//4.0e-l 24:686:90// 
25 U47645 ' 

F-PLACE4000548 

F-PLACE4000558//Bothrops atrox batroxobin gene (EC 3.4.21. 29).//0.049:435:59//X1 2747 
F-PLACE4000581 ' 

F-PLACE4000590//Homo sapiens chromosome Y, clone 47511 . complete sequencey/3.6e-20:747:59//AC004474 
30 F-PLACE4000593//Caenorhabditis elegans cosmid F25D7, complete sequence.//5.6e-1 6:326:65//Z7841 8 

F-PLACE400061 2//Homo sapiens PAC clone DJ0722F20 from 7q3l .i -q3l .3, complete sequencey/1 .7e-1 63:785: 
97//AC005281 

F-PLACE4000638//Homo sapiens clone NH031 9F03, WORKING DRAFT SEQUENCE. 3 unordered piecesy/8.7e- 
74:707:74//AC006039 

35 F-PLACE4000650 : ' * ; 

F-PLACE4000654//MUS musculus mRNA for ubiquitin conjugating erizymey/1 .1e-145:840:89//Y17267 
F-PLACE4000670//Sequence 13 from patent US 5712381 7/1 .0:3.11 :59//l 828 16 
F-SKNMCI 00001 1//Gallus gallus bone sialoprotein II mRN/V, fiomplete cdsy/0.014:92:73//U10577 
F-SKNMC1 00001 3//0rang-utan involucrin gene, complete cdS.//0.021:417:59//M25312 

40 F-SKNMC1 000046//Homo sapiens mRNA for KIAA0654 proteinf partial bds . //7. 6e- 147: 706 :98//AB0 14554 

F-SKNMCI 000050//Sequence 5 from patent US 5789181 .//1 .6e-52:,330:90//AR020616 
F-SKNMC1000091//Human NK homeobox protein (Nkx6.1) gene. eioh"l .//0.0018:375:60//U66797 
F-THYR01 00001 7//Rattus norvegicus pyridoxine 5'-phosphate .pjcidase mRNA, complete cdsy/6.6e-97:542:84// 
U91561 - 

45 F-THYROl000026//Human DNA sequence from clone 833B7 on chromosome 22ql 2.3-1 3.2 Contains genes for 

NCF4 (P40PHOX) protein.cytokine receptor common beta chain precursor CSF2RB (partial), ESTs, CA repeat, 
STS, GSS. complete sequencey/3.5e-46:353:82//AL008637 ; 

F-THYR01000034//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 90L6, WORKING 
DRAFT SEQUENCEy/0.83:227:61//297353 
50 F-THYR01 000035//Human Chromosome X clone bWXD 1 87, complete sequencey/1 .2e-39:303:83//AC004383 
F-THYR01 000040 " J ^ 

F-THYR01 000070//Homo sapiens Chromosome 1 0 clone CIT987Skvii44G6 map 1 0q25.1 , complete sequence.// 

1.3e-05:613:58//AC005383 " " 

F-THYROl000072//Homo sapiens mRNA for KIAA0657 protein, partial cdsy/2.7e-84:722:77//AB014557 
55 F-THYR01 000085 ' V'*; 

F-THYR01 000092//CIT-HSP-201 3L1 6.TFB CIT-HSP Homo sapiens genomic clone 201 3L1 6, genomic survey se- 
quence.//0.31:186:61//B60606 s ... 

F-THYR01 0001 07 ? *''*/' * 

' 'u.r.:i; '. 
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F-THYRO10001l1//Human genomic DNA sequence from clone 308O1 on chromosome Xp11 .3-11.4. Contains 
EST, CA repeal, STS, GSS, CpG islancl7/6.4e-110:690:87//Z93403 

F-THYRO1000121//Rattus norveglcus CTD-blnding SR-like protein rAB mRNA, complete cds.//1 .4e-1 27:8 16:85// 
U49055 . i 

5 F-THYR01 0001 24//H.sapiens CpG island DNA genomic Msel fragment, clone 72a7, forward read cpg72a7.ftl a.// 

9.5e-26:169:94//Z62724 . . ' 

F-THYR01000129//Homo sapiens TED protein (TED) mRNA. complete cds.//8.5e-154:732:98//AF087142 
F-THYR01000132//Homo sapiens chromosome 9q34. clone- 63(310, complete sequence.//3.7e-39:3l5:82// 
AC002096 .. 
10 F-THYRO1000156//Human DNA sequence from clone 113J7 oh cHromosome Xp 11. 22- 11 .4. Contains part of a 

putative Homeobox (pseudo?) gene, ESTs and an STS, conriplete.sequencey/1.2e-21:335:71//AL023574 
F-THYR01000163//Homo sapiens Chromosome 16 BAC clone >CIT987SK-A-A-218C7, complete sequence.// 
8.4e-52:301:88//AC002331 :• : ■ 

F-THYRO1000173//Mouse clathrln-associated protein {AP47) mRNA. complete cdsy/4.0e-89:82l :74//M6241 9 
15 F-THYRO1000186//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 424J12. WORKING 

DRAFT SEQUENCE.//7.2e-39:293:85//Z82207 

F-THYR010ao187//Clostridium tetani gene for tetanus toxin. //0. 041: 473 :57//X062 14 

F-THYRO1000190//Homo sapiens chromosome 17, clone hRPK.332_H_1 8, complete sequence.//0.38: 184:64// 
AC005746 

20 F-THYRO10001 97//Homo sapiens mRNA for poly(A)-speciflc ribonuclease.//7.5e-1 74:805:99//AJ005698 

F-THYR01000199//Homo sapiens mRNA for KIAA0652 protein, complete cdsy/1.2e-86:616:84//AB014552 
F-THYRO1000206//HS_3047_A1_A05„MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3047 Col=9 Row=A. genomic survey sequence.//0.51 :331 :63//AQ099134 
F-THYRO1000221//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence. WORKING 

2S DRAFT SEQUENCE, 9 unordered pieces.//0.092:738:56//AC06Hl57 

F-THYR01 000241 //Gallus gallus genome fragment with pentamef tandem repeatsy/0.43:191:62//X00186 
F-THYRO1000242//Human zinc finger gene HZF77/2.8e-43:534:6"4//X60156 

F-THYR01 000253//Homo sapiens 3p22 Contig 7 PAC RPCI4-672N1 1 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence.//0.95:139:68//AC006055 
30 F-THYR01 000270 ' ■ 

F-THYR01 000279//Human DNA sequence *** SEQUENCING.IN PROGRESS *** from clone 531 HI 6. WORKING 
DRAFT SEQUENCE.//1.4e-174:826:98//AL031 664 ' * 

F-THYRO1000288//Homo sapiens mRNA for Ms Ste24p/cdmpietVc^^^^^^^ 

F-THYRO1000320//MUS musculus sphingoslne-1 -phosphate lyas^ mRNA, complete cds.//1.0e-44:331:83// 
35 AF036894 

F-THYR01 000327//Homo sapiens autocrine motility factor recepto/ (Amfr) mRNA, complete cdsy/5.7e-1 1 2:641 : 
91//L35233 ''.^'.v: 

F-THYRO1000343//Homo sapiens mRNA for KIAA0790 protein, partial cdsy/2.2e-162:763:98//AB018333 
F-THYRO1000358//Human selenium-binding protein (hSBP) mRNA;.c'omplete cdsy/2.2e-32:177:84//U29091 
40 F-THYR01 000368//Caenorhabditis elegans cosmid W09G3, complete sequencey/0.97:206:60//Z82080 

F-THYR01000381//Arthrobacter sp. glcl gene for beta-1 ,3-glucanase, complete cdsy/0.27:427:62//D23668 
F-THYROl000387//Homo sapiens PAC Clone DJ1048B16 frdm 7q34-q36, complete sequencey/9.7e-1 47:698: 
98//AC006019 ^ ' ' f ; 

F-THYRO1000394//HS_2061_A2_C04_MR CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2061 Col=8 Row=E, genomic survey sequencey/1 .6e-29:202:91//AQ247672 

F-THYROl000395//Drosophila melanogaster ring canel protein and 0RF2 mRNA, complete cdsy/4.3e-1 5:512: 
59//L08483 i 
F-THYR01 000401 3.2e-116:504:80//AF051 908 ^ ]lt ' 

F-THYRO100043a//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
50 DRAFT SEQUENCE, 5 unordered pieces.//3.4e-09:539:59//AC005308 

F-THYRO1000452//RPCI11-1C19.TVB RPCI-11 Homo sapiens genomic clone RPCI-11-1C19, genomic survey 
sequencey/0.27:132:64//B49573 

F-THYR01 000471 //Homo sapiens PAC clone DJ1136G13 fr6m7fl35,-q36, complete sequencey/1 .30-38:332:81// 
AC005229 »^ir: V . 

55 F-THYR01 000484//Homo sapiens BAC378, complete sequencey/2;2e:37:254:76/^ 96 

F-THYROl00048a//Homo sapiens chromosome 5p, BAC clone 50g2i |Lbnl H154), complete sequencey/6.3e- 
130:327:97//AC005740 . ; 

F-THYRO1000501//H.sapiens Staf50 mRNAy/9.8e-74:615:77//X822feq;; 
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F-THYRO1000502//Human DNA sequence from PAC 436M11 on chromosome Xp22.11 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exoii of the RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs. an STS and GSSs. complet6'sequence.//0.076:380:59//Z94056 
F-THYRO 1000505 

5 F-THYR01000558//Human PAC Clone 127H14 from I2q, complete "sequence.//2.4e-27:4l2:69//AC002563 

F-THYRO1000569//HS_2178_B2_E03_T7 CIT Approved Human.GiBnomic Sperm Library D Homo sapiens ge- 
nomic Clone Plate=2l78 Col=6 Row^J, genomic survey sequentiey/1 .9e-27:326:74//AQ307499 
F-THYR01 000570 .. ; 

F-THYR01000585//Homo sapiens protein associated with 'Myc^mRNA, complete cds.//7.4e-1 67:808:97// 
10 AF075587 ' 

F-THYRO1000596//Human Chromosome 16 BAC clone CIT987SK-A-972D3, complete sequence.//0.99:280:61// 

U91323 

F-THYRO1000602//HS_303732_E04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3037 Col=8 Row=J, genomic survey sequence7/.f.2e-05:109:75//AQ097057 
15 F-THYROl000605//Homo sapiens map 2pll .2; 83cM from GATA85A06 repeat region, complete sequencey/1 .0: 
84:70//AF067777 

F-THYR01000625//Homo sapiens Chromosome 19, cosmid •R29425,vcomplete sequence.//3.4e-1 74:820:98// 
AC005546 

F-THYRO 1000637//HU man DNA sequence from clone 91J24 on chromosome 6q24 Contains part of utrophin 
20 Gene, part of cytochrome C oxidase gene, EST, CpG island, complete sequence.//3.6e-38:289:84//AL024474 

F-THYR01000641//Plasmodium falciparum MAL3P7, complete.sequencey/6.8e-07:540:56//AL034559 
F-THYR01 000658//Homo sapiens chromosome 1 7, clone hRPK.t4_E_22, complete sequence7/1 .1 e-68:468:84// 

AC005696 ' • ' ; ^ 

F-THYRO1000662//Arabidopsis thaliana genomic DNA, chrbrifioiome 5, TAG clone: K23L20, complete se- 

25 quence.//0.0072:141:70//AB016874 

F-THYRO1000666//MUS musculus mRNA for motor domain of KIF9, partial cdsy/4.7e-58:367:87//AB001437 
F-THYRO1000676//Homo sapiens chromosome 19, cosmid 1^22676, complete sequence.//1.2e-36:396:71// 
AC005778 ^'\/Kt^f '' . 

F-THYRO1000684//Fugu rubripes cosmid 165K09 DNA for GRI^7.'' TRIP. Sand, PRGFR3 genesy/6.6e-1 3:236: 
30 69//AJ010317 - r.^,;;..'^ , 

F-THYRO1000699//RPCI11-50D4.TKRPCM1 Homo sapiens geholiilc Clone R-50D4,geno 
2.7e-09:1 35:78//AQ052641 ., 

F-THYRO1000712//Homo sapiens BAC clone RG041D11 frohi^7q2f; complete sequence.//5.2e- 17:290:67// 
AC005053 ■. 
35 F-THYR01 00071 5//Bovlne herpesvirus type 1 early-intermediate transcription control protein (BICP4) gene, com- 
plete cds./^8.6e-08:517:60//L1 4320 \ s^V'-'/l^ ' 

F-THYRO1000734//HS_3233_Bl_B04_T7 CIT Approved Human'G'enomic Sperm Library D-Homo sapiens ge- 
nomic clone Plate=3233 Col=7 Row=D, genomic survey sequencey/6,0e-72:463:89//AQl82l43 
F-THYRO1000748//Homo sapiens KIAA0411 mRNA, complete Cdk//9ie-34:339:74//AB007871 
40 F-THYRO1000756//M. musculus mRNA for Gal betal, 3GairilAc alpha2,3-slalyltransferasey/0.00034:349:60// 
X73523 

F-THYRO1000777//S.griseus strO gene and sts gene clustery/8.2e-05:625:59//Y08763 
F-THYRO1000783//Xenopus laevis tail-specific thyroid hormone up-regulated (gene 5) mRNA, complete cdsy/ 
4.0e-70:860:69//U37373 - j 

45 F-THYR01 000787//Human DNA sequence *** SEQUENCING"iN:f ROGRESS *" from clone 366D1 , WORKING 

DRAFT SEQUENCEy/5.3e-09:221:66//Z97986 ' " ' 

F-THYR01 000793 

F-THYRO1000796//Cristatella mucedo clone 5.9 microsatellite se]^uence.//0.34:173:63//AF085422 
F-THYR01 000805//Homo sapiens Xp2l PAC RPCI1 -37A1 2,co.ntainjng exons 1 0 to 1 6 of the Duchenne Muscular 
50 Dystrophy gene, complete sequencey/7.8e-43:677:66//Acbo4468:, v ^ 

F-THYR01000815//Homo sapiens chromosome 5, Bac clone ■l'89 (l:BNL Hi 35), complete sequencey/5.5e-43: 
405:77//AC005914 . "j'r'^'^ j/^ .;t 

F-THYRO1000829//CIT-HSP-2387C10.TF1 CIT-HSP Homb sapiens g^^ clone 2387C10, genomic survey 
sequencey/2.0e-20:159:88//AQ240053 .;L^v,.^. 
55 F-THYR01 000843 : rv../,t:.^ 

F-THYR01000852//Homo sapiens Chromosome 19, cosmid. R3 1855, complete sequence.//l.8e-33:445:72// 
AC005782 . 

F-THYRO1000855//MUS musculus potassium channel alpha subunir(l<v9.1) mRNA, complete cdsy/0. 038:208: 
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64//AF008573 -^"rVr * 

F-THYRO1000865//Homo sapiens PAC clone DJ0283M22 from. U, complete sequence.//1,9e-30:286:74// 
AC005477 • ' ^' 

F-THYRO1000895//Human DNA sequence *** SEQUENCING JN PROGRESS *** from clone 385E7, WORKING 
5 DRAFT SEQUENCE.//2.8e-1 8:1 86:80//AL031 720 . ' ; ' 

F-THYR01 00091 6//Homo sapiens clone DJ0965K10, WORKING DRAFT SEQUENCE. 6 unordered piecesV/ 
3.6e-78:432:93//AC0a601 5 

F-THYROi000926//Homo sapiens cAMP-speclfic phosphodiesterase 8B (PDE8B) mRNA, partial cdsy/9.2e-l78: 
839:98//AF079529 

10 F-THYR01000934//Human pyrroline 5-carboxylate reductase mRNA, complete cds.//3.5e-32:759:63//M77836 

F-THYR01000951//Homo sapiens Chromosome 11q12 pac pDJ57114, WORKING DRAFT SEQUENCE, 29 un- 
ordered pieces7/4.9e-76:224:93//AC004229 
F-THYR01 000952 

F-THYRO1000974//HS_3238_B2_F01_MR CIT Approved Humiari Genomic Sperm Library D Homo sapiens ge- 
15 nomic clone Plate=3238 Col=2 Row^L, genomic survey sequence./12.4e-26:154:96//AQ21 9846 
F-THYRO1000975//Plasmodlum falciparum Topoll gene.//0.32:491 :58//X79345 

F-THYRO1000983//Mvwf9A3 exon amplification products from BACs In Mvwf region Mus musculus genomic, ge- 
nomic survey sequence .//7.0e-1 6:11 2:94//AQ0 10457 ' ' 

F-THYRO1000984//CIT-HSP-2167O17.TR CIT-HSP Homo sapiens genomic clone 21 6701 7, genomic survey se- 
20 quence.//0.00015:186:66//B91313 .[ 

F-THYR01000988//Human Chromosome llq12.2 PAC cloni pbJ756b9 containing human fenritin heavy chain 
mRNA (FTH). WORKING DRAFT SEQUENCE, 19 unordered,;pieces7/0.024:267:63//AC004588 
F-THYRO1001003 " • " 

F-THYR01001031//Homo sapiens chromosome 17, clone hRPC:859^bj20, complete sequencey/l.le-55:543: 

25 72//AC003695 

F-THYR01 001 033//Methanobacterium thermoautotrophlcum fro'm'bases 48264 to 58328 (section 5 of 1 48) of the 
complete genome.//0.94:445:58//AE000799 

F-THYR01 001 062//Human DNA sequence *** SEQUENCING jW'PROGRESS "* from clone 1 99H1 6. WORKING 
DRAFT SEQUENCE.//4.4e-45:441 :75//AL022320 
30 F-THYR01 001 093//Homo sapiens chromosome 9, clone hHPK['2q2'jH^3, complete sequence7/4.9e-34:353:76// 
AC006241 

F-THYRO1001100//Human DNA-binding protein mRNA, 3'end7/i:'U-72:742:74//L14787 
F-THYR01001120//Homo sapiens clone DJ1129E22, WORKING DRAFT SEQUENCE, 7 unordered piecesy/1 .2e- 
76:521 :86//AC005522 

35 F-THYR01 001 1 21//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 671 01 4, WORKING 

DRAFT SEQUENCE.//0.00078:594:58//AL031 595 . ' 

F-THYRO1001133//Homo sapiens PAC clone DJ1 200123' fro ni"7|)*1 5, complete sequencey/4,0e-35:349:76// 
AC004996 

F-THYR01001134//Homo sapiens clone DJ1070G24, WORKINGjDRAFT SEQUENCE. 12 unordered pieces.// 
40 1.0:154:66//AC005486 

F-THYRO1001142//Human DNA sequence from clone B79B4'(5n;(ihrom^ 22 Contains OA repeat and GSS. 
complete sequencey/1.4e-44:374:80/y2821 78 , •^'^ 

F-THYRO1001173 [ t' ' 

F-THYRO1001177//Human pigment epithelium-derived factor gene -fcpmplete cdsy/1 .9e-42:250:86//U29953 
45 F-THYR01001189//HS_3171_B2_F10_MR CIT Approved Human^Genpmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3i7l Col=20 Row=L, genomic survey sequence://!. '8e-28:246:83//AQ302330 
F-THYR01001204//Drosophila melanogaster DNA repair protein .(mei-41) gene, complete cds, and TH1 gene, 
partial Cdsy/4.9e-39:657:64//U34925 " : ^'.'f;''^' 

F-THYR01 001213//, Complete sequencey/1Te-45:257:84//ACOp530O,o: 
50 F-THYR01001262//Homo sapiens genomic DNA, chromosome 21 qVl .1 , segment 7/28, WORKING DRAFT SE- 

QUENCE y/1.5e-40:274:87//AP000036 - , 

F-THYRO1001271//Streptomyces coelicolor cosmid 1 A6y/o!o33:364:6l7/AL023496 
F-THYRO1001287//Drosophila melanogaster cosmid clone 86E4,1K9.6e-49:586:69//AL021086 
F-THYR01001290//HS„2045_B1_H09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2045 Col=17 Row=P, genomic sun/ey sequencey/4,4e-13:156:78//AQ248237 

F-THYRO1001313//S. lavendulae bla gene for beta-lactamase, complete cdsy/i .0:229:64//Dl2693 
F-THYR01 00l320//Homo sapiens Chromosome 22qll .2 PAC Clon^ p_n5 In BCRL2-GGT Region, complete se- 
quencey/1.1e-88:672:82//AC002472 ; 
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F-THYRO1001321//Human PAC clone DJ527C21 from Xq23, cpmpTeje sequence.//1.2e-115:740:87//AC000114 
F-THYRO1001322//HS_3205_B2_Cl2_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3205 CoI=24 Row=F, genomic survey sequence://0;00031 :285:61//AQ304025 
F-THYRO1001347//Homo sapiens mRNA for KIAA0745 protein, partial ccls.//2.2e-43:638:64//AB018288 
5 F-TH YR01 001 363//Homo sapiens PAC clone DJ0845I21 from 7q 1 1 .21 -q 1 1 .23, complete sequenceT/l .0e-09:l 89: 

74//AC004905 

F-THYR01 001 365//Homo sapiens chromosome 1 0 clone CIT987Sk-1 1 63G1 0 map-1 0q25, complete sequence.// 
7.6e-1 68:821 :97//AC005660 ^ /. . 

F-THYR01001374//Homo sapiens mRNA for KIAA0707 protein, partial CClS.//2,3e-155:740:97//AB0 14607 
10 F-TH YROi 001 401//Homo sapiens chromosome 19, cosmid F23149, complete sequence.//3.2e-07: 138:73// 
AC005239 i 

F-THYR01 001403//Homo sapiens chromosome 1 2p13.3 Clone RRC!3-454B23. WORKING DRAFT SEQUENCE. 
48 unordered pieces.//3.6e-70:360:86//AC005845 ; 

F-TH YROI 001 405//B0S taurus mRNA for NDP52, complete cds.//2,6e-14:559:63//AB008852 
15 F-THYRO1001406//MUS musculus putative Steroid dehydrogenase (KIK-I) mRNA, complete cdsy/l.0e-9l:63l: 
82//AF064635 

F-THYR01001411//Homo sapiens chromosome 19, cosmid. F1 871 8. complete sequence.//5.5e-42:509:71// 

AC006126 * . , 

F-THYRO1001426//*** SEQUENCING IN PROGRESS*** Homo sapiens genomic DNA(PAC 1 11 8122) from chro- 
20 mosome 1 1 ; HTGS phase 1 , WORKING DRAFT SEQUENCE.//2,7e-31 :1 72:81///U002553 

F-THYR01 001 434//Human Chromosome 1 1 pac pDJ393ol 5, WORKING DRAFT SEQUENCE, 8 unordered piec- 
es.//1.0:98:70//AC000384 . y . 

F-THYRO1001458//BOS taurus non-muscle myosin heavy chain* hnRNAV partial cdsV/l .9e-58:653:71//U87265 
F-THYR01001480//Homo sapiens clone DJ0756H11, WORKlKlG DRAFT SEQUENCE, 5 unordered pieces.// 

25 7.5e-42:357:80//AC006001 ' - 

F-THYRO1001487//H.sapiens DNA sequencey/0.92:160:64//Z22449": ' ' 

F-THYR01001534//Homo sapiens chromosome 17, clone heiT.46LF_23, WORKING DRAFT SEQUENCE, 3 
unordered pieces.//4.8e-47:266:80//AC004666 ^ 

F-THYRO1001537//Human DNA sequence *" SEQUENCING iN^ROdRESS "* from clone 998H6, WORKING 
30 DRAFT SEQUENCE.//1.3e-79:479:89//AL031 687 

F-THYR01 001 541 //Human DNA sequence from clone 399M1 4 on chromosome Xq26.l -26.3. Contains ESTs, an 
STS and GSSs. complete sequence.//0.0034:106:77//Z96074 * 

F-THYRO1001559//Rattus norvegicus simple sequence repeat D18Mco6.//1 .6e-09:351 :63//AF006056 
F-THYRO1001570//RPCI11-49B23.TJ RPCI11 Homo sapiens- genomic clone R-49B23, genomic survey se- 
as quence.//1.4e-65:384:91//AQ052105 

F-THYR01001573//Homo sapiens clone 24778 unknown m'RNA.//8:i2e-i04:546:95//AF070572 

F-THYR01 001 584//CIT-HSP-2365J21 .TF CIT-HSP Homo sapiens genomic clone 2365J21 , genomic survey se- 

quence.//1 .30-24: 180:88//AQ080498 

F-TH YROI 001 595//Human DNA sequence ***SEQUENCING IN PROGRESS *** from clone Y313F4. WORKING 
40 DRAFT SEQUENCE.//8.7e-145:779:93//AL023808 

F-THYR01 001 602//Homo sapiens chromosome 17, clone hRPk:786i6::4, complete sequence.//2.9e-26:393:68// 
AC005863 ; ; 

F-THYRO1001605//Dictyostelium discoideum fllopodin (talA) gen^; complete cds.//0.0012:436:58//U14576 
F-THYR01001617//Homo sapiens full-length insert cDNA clone,Zp69p05.//8.6e-43:342:82//AF086381 
45 F-THYR01001637//Homo sapiens Clone DJ1019E05, WORklNG'ORAFT SEQUENCE, 10 unordered piecesV/ 

6.26-1 5:31 8:66y/AC004950 . i/^.' ^ • • 

F-THYR01001656//Homo sapiens PAC clone DJ044L15 f^om.^Xc|23, complete sequence.//1.5e-05: 147:68// 
AC004827 NVf- 
F-THYRO1001661 ' 
SO F-THYR01 001 671//Homo sapiens mRNA for 2*-5' ollgoadenylate synthetase 59 kDa isoform.//2.5e-1 64:780:98// 

AJ225089 - ' " ' " 

F-THYR01001673//Homo sapiens clone RG161 A02. complete sequence.//4.4e-40:770:64//AC005071 
F-THYR01001703//S.coelicolor plasmid SCP2 transfer region DNAy/0.14:414:59//X72857 
F-THYR01001706//Homo sapiens BAC clone RG281B09 from 7q21.1-q31.1, complete sequencey/2.6e-43:308: 
S5 75//AC004745 ^' \ 

F-THYRO1001721//. complete sequence.//9.9e-134:770:91//AC005500- 

F-THYR01 001 738//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 355C1 8, WORKING 
DRAFT SEQUENCE.//0.99:163:61//AL022327 
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F-THYRO1001745 J : 

F-THYRO1001746 

F-THYRO1001772//HS_3069_B1_C05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3069 Col=9 Row=F, genomic survey sequenceV/l .5e-6l :360:91//AQ171021 
5 F-THYROi 001 793//B.taurus mRNA for beta-subunit of rod photoreceptor CNG-channeiy/0.028:446:58//X89626 

F-THYRO 1001809 • ! ; ] 

F-THYROI 001 828//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 11 0F11 . WORKING 
DRAFT SEQUENCE.//1 .36-175:841 :9a//AL033526 

F-THYR01001854//Homo sapiens chromosome 17, clone hCIT54K19, complete sequence.//7.9e-07:445:59// 
10 AC003664 /t 

F-THYRO1001895 

4.4e-13:248:68//AB012576 ' ^-X 

F-THYROI 001 907//Homo sapiens BAG Clone RG054D04 from 7q31. complete sequence7/2.9e-l 5: 144:77// 
AC005058 

15 F-VESEN1000122//HS_3075„B1_C09_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone P!ate=3075 Col=17 Row=F, genomic survey sequence.//! .le-16:130:90//AQ143749 
F-Y79/WV1000013 

F-Y79/VA1000033//Homo sapiens BAG clone GS1 14109 from '7p14-p15, complete sequence .//2.9e-95:300:94// 
AC006027 

20 F-Y79AA1 000037//Human prot-oncogene (BMI-1 ) mRNA, complete cds.//2.4e-1 9:230:66//L1 3689 

F-Y79AA1000059//Homo sapiens immunophilin homolog ARA9 nriRN A; complete cds.//2.2e-38:629:64//U78521 
F-Y79AA1000065//Human DNA sequence from cosmid J256K24, between markers DXS6791 and DXS8038 on 
chromosome X contains EST//5.3e-1 0:11 7:83//Z72005 

F-Y79AA1000131//Homo sapiens LERK-6 (EPLG6) gene, exon.1.//7!6e;1 0:381 :64//U92893 
25 F-Y79/\A1 0001 81//HU man DNA sequence from clone 612818 bri cfiromosome lq24-25.3 Contains exon from 
gene similar to 403 ribosomal protein, first coding exon of dynafnih 2'(DYNII). ESTs, STS, GSS, CpG Island, 
complete sequence.//1.4e-165:732:99//AL031 864 ' 

F-Y79AA1000202//Drosophila melanogaster DNA sequence (Pi *bS06882 (D310)), complete sequencey/9.le- 
20:339:65//AC005115 I 
30 F-Y79AA1 00021 4//Homo sapiens clone DJ0673M15. WORKING DRAFT SEQUENCE. 33 unordered pieces.// 

3.7e-72:397:93//AC004854 

F-Y79AA1 000230 ' ' • 

F-Y79/VA1 00023 1//M us musculus SIK similar protein mRNA, complete cds.//8.5e-151 :833:90//AF053232 
F-Y79/VA1000258//Leishmania donovani histidine secretory acid^phosphatase (SAcP-1) gene, complete cds.// 
35 0.0099:547:58//U78522 ■• - 

F-Y79AA1000268//MUS musculus Nip21 mRNA, complete cds7/4.0e-1 1 :424:62//AF035207 
F-Y79AA1000313 ' ' f ' 

F-Y79AA1000328//CIT-HSP-386/V20.TF CIT-HSP Homo sapienS;'genomic Clone 386A20, genomic survey se- 

quencey/5.9e-07:173:69//B55085 ^ ^\ ^ . . 

40 F-Y79AA 1 000342//R PC 1 1 1 -57J6.TK. 1 R PC1 11 Homo sapiens gendrft ic clone R-57J6, genomic su rvey sequence.// 

5.2e-27:1 51 :99//AQ1 15511 . ^. ' ^^ 

F-Y79AA1000346//B.primigenius mRNA for coat protein gartima-cbpy^^^^^^ 

F-Y79AA1000349//M.musculus Spnr mRNA for RNA binding protein.//f.8e-98:535:92//X84692 

F-Y79AA1000355//Homo sapiens Clone DJ0847008, WORKING DRXpffSEQUENCE, 3 unordered pieces.//1 .6e- 
45 21:129:85//AC005484 i ; . 

F-Y79/VA1000368//H .sapiens CpG island DNA genomic MselMfragment, clone I2fl, reverse read cpg12fl.rtlc.// 

0.0001 6:53:98//Z56610 . ' ' ' ; V'' 

F-Y79AA1000405//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P4, WORKING 
DRAFT SEQUENCE.//0.069:366:59//AL031747 ^ ^ J; 

50 F-Y79AA1 00041 0//Human DNA sequence from PAC 1 1 7P1 9 on chromdsome X7/1 .0e-25:235:80//Z86061 

F-Y79AA1000420//H .sapiens CpG island DNA genomic Msel fragmentfclone 82c3, forward read cpg82c3.ftl a.// 
2.06-36:1 94 :98//Z63378 

F-Y79AA1000469//MUS musculus ancient ubiquitous 46 kDa protein AUP1 precursor (Aup1) mRNA, complete 
CdS.//8,5e-121:696:89//U41736 ; - 

55 F-Y79AA1000480//HS_2175_A2_H11_T7 CIT Approved HCjmah Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2l75 Col=22 Row=0, genomic survey s&quence^//2.5e-26:l78:89//AQ307693 
F-Y79AA1000538//Homo sapiens clone DJ1158B01, WORKING DRAFT SEQUENCE. 23 unordered pieces.// 
0.67:111 :72//AC004980 
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F-Y79AA1000539//HS_2237_B2_F10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2237 Col=20 Row=L, genomic survey sequence.//1 .2e-14:l68:77//AQ153503 
F-Y79AA1 000540//Homo sapiens clone DJ0655N24. WORKING DRAFT SEQUENCE. 8 unordered plecesy/0.94: 
127:67//AC005193 

5 F-Y79AA1 000560//Mouse mRNA for alpha-adaptin (C).//1 .7e-11 4:776 :84//X1 4972 

F-Y79AA1 000574//M.musculus tex23 mRNA {5'region)y/1 .8e-23:291 :75//X80424 

F-Y79AA1000589//Homo sapiens clone 614 unknown mRNA, complete sequencey/8.6e-153:755:97//AFOgi080 
F-Y79AA1 000627//Homo sapiens zinc finger protein (ZF51 28) mRNA, complete cdsy/5.2e-1 35:644:98//AF060503 
F-Y79AA1000705//M.musculus mRNA of enhancer-trap-locus*1 .//6.9e-148:902:86//X69942 
10 F-Y79AA1 000734//Homo sapiens PEX11 beta mRNA for peroxisome assembly factor, complete cdsy/4.8e-180: 
850:98//AB018080 'r' C 

F-Y79AA1000748//Caenorhabditis elegans cosmid F25B5y/o'bo6l9:308:60//U23172 
F-Y79AA1000752//Oryctolagus cuniculus mRNA for hnRNP-EI proteiny/1 7e-40:513:68//AJ003023 
F-Y79AA1 000774 

15 F-Y79AA1 000782 . . • . 

F-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRNA, complete Cdsy/3.5e-177:847:97//AF098799 
F-Y79AA1 000794//H.sapiens CpG island DNA genomic Msel fragment, clone 45a4, forward read cpg45a4.ftla7/ 

2.5e-13:ia4:92//Z61120 

F-Y79AA1000800//Homo sapiens GABA-B receptor mRNA. complete cdsy/0.98:244:60//AF056085 
20 F-Y79AA1 000802 

F-Y79AA1000805//Human Chromosome 11 Cosmid cSRL30h11-, complete sequencey/9.3e-76:528:85/AJ73642 
F-Y79AA1000824//RPCI11-26B4.TP RPCI-11 Homo sapiens genomic clone RPCI-11-26B4, genomic survey se- 
quencey/4.4e-14:99:95//B84538 ■■■ V^- '^' 

F-Y79AA1000827//Human DNA sequence *** SEQUENCING 'iN'PRO'GRESS *** from clone 117715, WORKING 
25 DRAFTSEQUENCEy/1.5e-08:249:69//AL022315 ' > .A. 

F-Y79AA1 000833//Macaca fascicularis mRNA for alpha-tubuliny/l .8e-1 03:603:89/7X04757 
F-Y79AA1 000850 -- . ^ ' 

F-Y79AA1000962//Human DNA sequence from PAC 360E18 on chromosome X contains EST. CpG island and 
polymorphic CA repeaty/0.038:468:59//Z82203 
30 F-Y79AA1000966//MUS musculus C0P9 complex subunit 4 (C0PS4) mRNA, complete cdsy/9.7e-1 50:865:89// 

AF071314 

F-Y79AA1000968//Rattus norvegicus initiation factor elF-2B gamma subunit (elF-2B gamma) mRNA, complete 
cdsy/6.4e-1 22:71 7:88//U38253 : . . . r ^ \. 

F-Y79AA1000969//Mouse chromosome 6 BAC-284H12 (Research Genetics mouse BAC library) complete se- 
35 quencey/1.0:155:63//AC002397 

F-Y79AA1000976//Caenorhabditis elegans cosmid F54C1 y/4.3e-06:l30:73//U88165 
F-Y79AA1000985//MUS musculus pericentrin mRNA, complete ■cds.//2:4e-44:428:77//U05823 
F-Y79AA1001023 ; ''V ' 

F-Y79AA1001041//Human mutY homolog (hMYH) gene, compiete c:dsy/2.3e-13:90:100//U63329 
40 F-Y79AA1001048//Human mRNA for very-long-chain acyl-CoA dehydrogenase (VLCAD), complete cdsy/2.6e- 

28:772:60^043682 - /i. Ji : 

F-Y79AA1001061//Homo sapiens chromosome 4 clone B33lM8»map4q25, complete sequencey/9.4e-36:292: 
82//AC004701 

F-Y79AA1001068/AipAL-AS complex: tipA=TipAL-AS [StreptorTiyce§:lividans, Genomic, 1146 nt]y/0. 17:537:59// 
45 864314 ; ... 

F-Y79/\Al001077//2ea mays mRNA for aldehyde oxidase-2, complete cdsy/0.l7:23l :64//D88452 
F-Y79AA1001078 

F-Y79AA1001105//Zebrafish otx2 mRNA for otx homeoproteinCcoWpjetecdsy/3.1e-63:529:77//D26173 
F-Y79AA1 001145//Homo sapiens clone GS1 66C05. WORKING DRAFTSEQIJENCE, 7 unordered plecesy/1 .3e- 
50 23:228:76//AC005015 
F-Y79AA1001167 

F-Y79AA1001177//M.musculus mRNA for NfiX1-proteiny/4.0e-10:398:64//Y07688 

F-Y79AA1001185//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 16915. WORKING 
DRAFTSEQUENCEy/1.1e-113:666:90//Z93015 - : > i 

55 F-Y79AA1 00121 1//HS_3124_B2_H08_MR CIT Approved Huhnari Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3l24 CoI=l6 Row=P. genomic survey sequencey/5.5e-l2:87:96//AQl 87492 
F-Y79AA1001216 

F-Y79AA1001228//Mycobacterium tuberculosis H37Rv complete genome; segment 1 43/1 62y/0.028: 188:67// 
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AL021841 ' 

F-Y79AA1 001233//Human placental 1 7-beta-hydroxysteroicl dehydrogenase mRNA. complete cdsy/3.5e-24:73l : 

60//M36263 - - 

F-Y79AA1001236//Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 and 
5 IMAGE 45355 and LLNLcl 1 0il 33Q7 (RZPD Berlin)).//1 .2e-1 33:441 :97//AJ005892 

F-Y79AA1001281//HS_2241_B2_F09„MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2241 Col=18 Row=L, genomic survey sequence://5.0e-27:169:94//AQ2 17497 
F-Y79AA1001299//Human Inl1 mRNA, complete Cdsy/6.7e-115:323:93//U04847 
F-Y79AA1001312 

10 F-Y79AA1 001323 " • ' 

F-Y79AA1001384 

F-Y79AA1001391//MUS musculus transcription factor H0XA13 (Hoxal3) gene, complete cds.//5.8e-42:245:74// 
U59322 . ; 

F-Y79AA1001394//Caenorhabdltls elegans cosmid F54B3, complete sequence.//7.8e-1 8:636 :58//Z48583 
15 F-Y79AA1 00i402//Homo Sapiens Chr.l4 PAC RPCI4-794B2 (RosweM Park Cancer Institute Human PAC Library) 
complete sequence.//1 .2e-llO:738:85//AC005924 
F-Y79AA1 001 493//H .sapiens DNA sequence.//2.0e-27:254:82//Z22497 

F-Y79AA1001511//Human DNA sequence from clone 931 K24 on chromosome 20p12 Contains ESTs and GSSs, 
complete sequence.//1.1e-158:804:95//AL034430 
20 F-Y79AA1 001533//Mouse mRNA for RNA polymerase I associated factor (PAF53). complete cds.//1 .7e-1 00:820: 

78//D14336 ' ' ,, 

F-Y79AA1001541//HS_3197_A2_G11_MR CIT Approved Human Genomic Spenn Library D Homo sapiens ge- 
nomic clone Plate=3197 Col=22 Row=M, genomic sun/ey sequenbe.//5,1e-28:218:86//AQ150183 
F-Y79AA1001548//Homo sapiens chromosome 19, cosnfiid 'R28738, complete sequence.//5.4e-21:1 67:86// 
25 AC004151 , ' 

F-Y79AA1001555//R.norvegicus mRNA for drebrin A.//0.88:463:59//X59267 

F-Y79/W^1001581//FMR1 {CGG repeats} [human. Fragile X syndrome patient, Genomic, 429 nt].//0.00051:252: 
65//S74494 ^ 

F-Y79AA1001585//Human hypoxanthine p hosphoribosyltransf erase, (HP RT) gene, complete cds.//7.2e-33:375: 
30 76//IVI26434 « j " 

F-Y79AA1001594 : . 

F-Y79/\A1001603//Homo sapiens PAC 128M 19 derived from chromosome 21q22.3. containing the HMG-14 and 
CHD5 genes, complete cds, complete sequence.//4,2e-06:338:6.6//AF06486l 

F-Y79AA1001613//Homo sapiens mRNA for KIAA0683 protein; ddmplete cds.//0.024:520:57//AB014583 
35 F-Y79AA1 001 647//Caenorhabditis elegans DNA *" SEQUENCING IN PROGRESS *** from clone Y53F4, WORK- 

ING DRAFT SEQUENCEy/0.01 4:331 :61//292860 * ! ' ; 

F-Y79AA1 001665//Human DNA sequence from clone 299D3 ori'cHromos6me22q1 3.3, complete sequencey/0.99: 
273:63//Z84468 

F-Y79/VA1001679//O.cunlculus lambda-crystallin mRNA, compJletie cdsy/l .2e-97:682:81//M22743 
40 F-Y79/VA1 001 692//insulin-like growth factor binding protein-2 [hurhelh, 'placenta, Genomto, 1292 nt, segment 1 of 
4].//5.6e-05:426:59//S37712 

F-Y79AA1 001 696//Rice endogenous double-stranded RNA encobing i:)olyprotein (containing putative helicase and 
putative RNA-dependent RNA polymerase domains), complete cds.//1 .0:437:60//D32136 
F-Y79AA1001705//M.musculusfkh-5gene.//0.18:153:64//X7194:3 *' 
45 F-Y79AA1 001 711 //Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 328E19. WORKING 

DRAFT SEQUENCE.//5.4e-76:191 :98//AL022240 ' .- < 

F-Y79AA1 00178l//Homo sapiens genomic DNA. chromosome 21 q22.*2 (Down Syndrome region), segment 1 0/1 5, 
WORKING DRAFT SEQUENCE.//0.99:227:63//AP00001 7 ' 

F-Y79AA1001805//H.sapiens CpG island DNA genomic Mse1 fragment, clone I3dl2, reverse read 
50 cpg13d12.rt1c.//2.6e-1 3:88:1 00//Z64565 , ; 

F-Y79AA1001827//Oryctolagus cuniculus PiUS mRNA. complete cds.//3.7e-130:775:88//U74297 
F-Y79AA1001846//CIT-HSP-2300I\/I6.TR CIT-HSP Homo sapiehs' genomic Clone 2300M6, genomic survey se- 

quence.//8.3e-1 7:21 8:76//AQ01 2369 

F-Y79AA1001848//Human mRNA for KIAA0390 gene, complete cdsy/4.2e-10:378:62//AB002388 
55 F-Y79AA1 001 866//Rattus norvegicus Cys2/His2 zinc finger protein (rKrI ) mRNA, complete cds.//6.9e-41 :441 :71// 

U41164 .A'-., 

F-Y79AA1001874//Homo sapiens hJAG2.del-E6 (JAG2) mRNf ;.alterh spliced isoform of Jagged2, com- 
plete cds.//0.0001 7:412:62//AF029779 . f • 
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F-Y79AA1 001 875//CTT-HSP-231 7G1 8TR CIT-HSP Homo sapiens genomic clone 231 7G1 8, genomic survey se- 
quence.//! .9e-09:271 :67//AQ042654 

F-Y79/VA1001923//H.sapiens CpG island DNA genomic Mse1 fragment, clone 193c12, forward read 
cpgl 93C1 2.ft1 a.//0.0031 : 1 08:75//Z601 86 
5 F-Y79AA1001963//CITB1-E1-2510J4.TR CITBI-E1 Homo sapiens genomic clone 2510J4, genomic survey se- 

quence.//1 .80-05:56:1 00//AQ2611 84 ■ * 

F-Y79AA1002027//Arabidopsis thaliana ubiquitin-conjugatlng ehzyrne 17 (UBC17) mRNA, complete cdsy/3.3e- 
13:451 :62//AF028340 

F-Y79AA1002083//Human DNA sequence *" SEQUENCING IN PROGRESS *" from clone 526114. WORKING 
10 DRAFT SEQUENCE7/0.91:134:65//Z82214 ' * 

F-Y79AA1 002089 ;. 

F-Y79AA1 002093//MUS musculus transcription factor like prbteih 4' tbFL4 mRNA, partial cds.//1 .2e-1 1 2:678:88// 
U43548 . » 

F-Y79AA1002103//HS_3052_B1^H08„MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
15 nomic clone Plate=3052 Col=15 Row^P, genomic sun^ey sequence.//6.5e-18:238:72//AQ135014 

F-Y79AA1002115 

F-Y79AA1002125//H.sapiens (D8S135) DNA segment containing GT repeaty/1 .5e-1 4:99: 96//X6 1693 
F-Y79AA1 002l39//Saccharomyces cerevisiae dnaJ homolog Hljlp (HLJl) gene, complete cds.//2.5e-07:208:64// 
U19358 

20 F-Y79AA1002204//HS_2235_B2_D12_MF CIT Approved Human Genomic Spemi Library D Homo sapiens ge- 

nomic clone Plate=2235 001=24 Row=H, genomic survey sequence.//2.9e-13:89:98//AQ1 54260 
F-Y79AA1 002208//CIT-HSP-2006M21 .TV CIT-HSP Homo sapiens genomic clone 2006M21 . genomic survey se- 
quence.//3.7e-27:154:98//B56397 • ' i 

F-Y79AA1 002209//E.coli tyrS gene coding for tyrosyi-tRNA synthetase.//2.8e-05:1 43:70//J01 71 9 
25 F-Y79AA1 00221 0//Homo sapines Chromosome 19, cosmid R28058, complete sequence.//8.3e-22:229:78// 
AC005615 

F-Y79AA1 00221 1//Homo sapiens chromosome 17, clone HRPpip67M6, complete sequence.//1 .0e-06:241 :67// 
AC003043 

F-Y79AA1002220//CIT-HSP-2374P23.TR CIT-HSP Homo sapiens genomic Clone 2374P23, genomic survey se- 

30 quence.//1 .3e-68:375:95//AQ1 09738 

F-Y79AA1002229//Human mRNA for KIAA0086 gene, complete<cds.//0.12:203:63//D42045 
F-Y79AA1 002234//Homo sapiens mRNA for KIAA0692 protein, partial cdsY/l .3e-1 74:821 :98//AB01 4592 
F-Y79AA1 002246//Homo sapiens clone GS1 66C05. WORKING DRAFT SEQUENCE, 7 unordered piecesy/0.50: 
470:60//AC005015 ' ^ ' 

35 F-Y79AA1 00225a//Homo sapiens mRNA for KIAA0655 protein, partial cdsy/6.8e-1 59:748:98//AB01 4555 

F-Y79AA100229a//Human density enhanced phosphatase-1 mRNA' complete cdsy/0.036:278:62//U10886 
F-Y79AA1002307//Homo sapiens mRNA for KIAA0634 protein; pa^al cds.//6.4e-1 29 :622:97//AB0 14534 
F-Y79AA1002311//R.norvegicus mRNA for cytosolic resiniferatoxin-binding proteiny/2.0e-116:693:82//X67877 
F-Y79AA1002351//S.clavuligerus pah and cas genes7/i .0:369:58//X84ipi 

40 F-Y79AA1002361//Rattus norvegicus mRNA for protein phosphatase r '(GL-subunit)y/5.4e-105:762:80//Y1 8208 

F-Y79AA1002399//Homo sapiens chromosome 17, clone hRPK.70p_H_6. complete sequencey/1 .Oe-1 59:411: 
100//AC005920 

F-Y79AA1002407//Homo sapiens chromosome 17, clone hRP,C'642_A_23, complete sequencey/1 .1e-11 8:609: 
84//AC004662 

45 F-Y79/VA1 00241 6//MUS musculus CTP Synthetase homolog (CTPsH) mRNA, complete cdsy/4.4e-90:529:88// 

U49385 

F-Y79AA1002431//Chlamydomonas reinhardtii novel protein kinase mRNA, complete cdsy/1.0:166:66//U36196 
F-Y79AA1002433//CIT-HSP-384K8.TF CIT-HSP Homo sapiens * genomic clone 384K8, genomic survey se- 
quencey/0.24:85:72//B51917 C T 

50 F-Y79AA1002472//Homo sapiens chromosome 19, BAC CIT-B-393il5 (BC301323), complete sequencey/1 .9e- 

13:242:69//AC006116 " " 

F-Y79AA1002482//Homo sapiens full-length insert cDNA clone 2C1 8H06y/1 .2e-35:462:71//AF088022 
F-Y79AA1002487//Bovlne herpesvirus type 1 genes for UL[27,28,29,30,31]y/0.93:215:60//X94677 

55 Homology Search Result Data 3. i 'S-B;' 

[0303] The result of the homology search of the GenBank using the clone sequence of 3'-end except EST and STS. 
[0304] Data include ^ -'^-C:'/-^'^ ' 
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the name of clone, 
definition of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and; 
the Accession No. of the top hit data, as in the order separated by //.. 

5 

[0305] Blank indicates that the 3'-end sequence corresponding to the 5'-end was not determined in the clone. 
[0306] Data are not shown for the clones in which the P-value was higher than 1 . 

R-HEMBA1000005//Mouse tumor cell dnaJ-IIke protein 1 mRNA, complete cds.//3.6e-60:504:78//L16953 
10 R-HEMBA1000030//F.rubrlpes GSS sequence, clone 063K10bp3, genomic survey sequence.//0.28;117:68// 
Z88864 . r\^" 

R-HEMBA1000042//RPCI11-77G23.TV RPCI11 Homo saplenb; genomic clone R-77G23, genomic survey se- 
quence.//! .3e-56:292:97//AQ268240 ' J - 

R-HEMBA1 000046//Homo sapiens chromosome X map Xq28, complete sequencey/9.8e-56:4Q1 :82//U82696 
IS R-HEMBA1 000050//Human cosmid Insert containing polymorphic marker 0X84557/0.0010:1 75:6a//L31948 

R-HEMBA1 000076//Homo sapiens clone DJ1021 120. WORKING DRAFT SEQUENCE, 6 unordered pieces.//4.9e- 
41 :364:79//AC005520 

R-HEMBA1000111//Homo sapiens Xp22 BAG GSHB-519E5 (Genome Systems Human BAG library) complete 
sequence7/4.7e-30:229:84//AC003684 
20 R-HEMBA1000129//Homo sapiens chromosome 17, clone HCIT48C15, complete sequence.//2.4e-93:503:93// 

AC003104 

R-HEMBA1000141//Homo sapiens mRNA for KIAA0797 protein, partial Cds7/6.5e-99:514:94//AB0 18340 
R-HEMBA1000150//Homosapiensclone RG086D03. WORKING DRAFTSEQUENCE, 3 unordered pieces.//2.7e- 
37:289:83//AC005060 

25 R-nnnnnnnnnnnn//Homo sapiens scaffold attachment factor' B (SAF-B) mRNA, partial cds.//3.1e-21:417:64// 

L43631 * 
R-HEMBA1000158 

R-nnnnnnnnnnnn ' • 

R-HEMBA1000180//Plasmodlum falciparum encoding Pfg27/25;y/0.b73:292:56//X84904 
30 R-HEMBA1 0001 85//Homo sapiens clone DJ0693M11 . WORKING bi=lAFT SEQUENCE. 7 unordered pieces.// 

5.3e-40:286:85//AC006146 ' ' 

R-HEMBA1000193 

R-HEMBA1000201//Homo sapiens SNF5/INI1 gene, exon 9.//2!de-24:137:99//Y17126 
R-HEMBA1 00021 3//Caenorhabditis elegans cosmid C44C8y/0.02f5Vi'92:68//AF1 00655 
35 R-HEMBA1 00021 6//Human Chromosome 16 BAC clone CIT987SK-A-815A9, complete sequencey/2.5e-3l :269: 
79//AF001548 ^' ' ' 

R-nnnnnnnnnnnn . . , 

R-HEMBA1 000231 //Human DMA sequence from PAC 21 2P9 ori chromosome 1 p34.l -1 p35. Contains delta opiate 
receptor, CpG island, CA repeat.y/4.3e-24:400:68//AL009181 , „ . 
40 R-HEMBA1000243//Homo sapiens chromosome 17, Neurofibroniaibsis 1 locus, complete sequencey/1.3e-19: 
319:69//AC004526 

R-HEMBA1 000244 ' ' ' 

R-HEMBA1000251//Meloidogyne hapla mitochondrial GOII gene, 3' end of cds; transfer RNA-His gene; 168 rl- 
bosomal RNA gene; ND3 gene, complete cds; cytochrome b (cytb) gene, 5' end of cdsy/0.16:338:60//L76262 
45 R-HEMBA1 000264//Homo sapiens genomic DN A, chromosome 2l'q22.2 (Down Syndrome region), segment 5/1 5, 

WORKING DRAFT SEQUENCEy/0.00093:300:66//AP00001 2 ^ 

R-nnnnnnnnnnnn//Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete 
sequencey/3.5e-10:238:70//AC003037 

R-HEMBA1000282//ArabidopsiS thaliana BAC IG002P16y/0.71:344:60//AF007270 
50 R-HEMBA1000288//Homo sapiens Xp22 PACs RPC11-263P4 ajjd- 'BPC11-164K3 complete sequence y/4.8e-33: 
267:82//AC003046 .r ^.. , 

R-HEMBA1000290//Homo sapiens chromosome 17, clone HR1^C837J1, complete sequencey/2.2e-1 5:249:69// 
AC004223 ^ V;^. : , r 

R-HEMBA1 000302//CIT-HSP-21 73N 1 0.TF CIT-HSP Homo sapiens ^'enomic clone 21 73N1 0, genomic survey se- 
55 quence.//1.0:215:6iy/B95105 ' :% ij ;t^ J: , 

R-nnnnnnnnnnnn//Mus musculus Plenty of SH3s (POSH) mRNA;;c.omplete cdsy/1 .0e-77:551 :82//AF030131 
R-nnnnnnnnnnnn//Rattus norvegicus Ca2-i-dependent activator protein .(CAPS) mRNA, complete cdsy/2.0e-96: 
546:90/AJ 16802 ... --^^ 
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R-HEMBA1000307//MUS musculus mRNA for CDV-1 proteiny/3:8*e-36:315:68/A'10496 
R-nnnnnnnnnnnrV/Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.078:379:59//AC005505 

R-HEMBA1 000338//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 620E1 1 , WORKING 
5 DRAFT SEQUENCE.//2.0e-33:399:72//AL031 667 ■ ' , 

R-HEMBA1000351//Homo sapiens complete genomic sequence between D16S3070 and D16S3275, containing 
Familial Mediterranean Fever gene diseasey/l.7e-39:272:87//AJ003i 47 
R-HEMBA1000355//Human primary Alu transcripty/0.0045:67:85//U67829 

R-HEMBA1000357//Homo sapiens (subclone 9_h8 from PI HI 6) pNA sequence.//8.7e-93:426:88//L42086 
10 R-HEMBA1000366//Homo sapiens PAC clone DJ0942I16 froriij 7q11; complete sequence.//1.7e-1 2: 130:83// 

AC006012 ■ ' • 

R-HEMBA1000369//Human DNA sequence from clone 1039K5 on chi'omosome22ql 2,3-1 3.2 Contains gene sim- 
ilar to PICK1 perinuclear binding protein, gene similar to monocarboxylate transporter (MCT3), ESTs, STS. GSS 
and a CpG island, complete sequence.//1 .9e-69:355:97//AL031 587 
15 R-HEMBA1 000376//Homo sapiens chromosome 1 9, BAG CIT-Br393i.1 5 (BC301 323), complete sequencey/3.7e- 

66:41 0:89//AC0061 16 

R-HEMBA1000387//Homo sapiens chromosome 17, clone HCITi69H9; WORKING DRAFT SEQUENCE. 6 un- 
ordered piecesy/2.0e-43:363:81//AC002993 

R-HEMBA1000390//Homo sapiens BAC clone RG041D11 from 7q21, complete sequencey/4.6e-23:417:69// 
20 AC005053 

R-HEMBA1000392//Human Chromosome I1pl4.3 PAC clone pDJ59m18, complete sequencey/6.2e-05: 174:68// 
AC004582 , V ij, 

R-HEMBA1 000396//Homo sapiens DNA sequence from PAC 159Al5'6n chromosome Xpl 1.21 -pi 1.23. Contains 
inter-alpha-trypsin inhibitor heavy chain H3 precursor-like proteiny/1 .4e-62:564:77//AL022575 
25 R-HEMBA1 000411 ' 

R-HEMBA1 00041 8//Livenwort Marchantia polymorpha chloroplast genome DNAy/0.94:210:60//X04465 
R-HEMBA1000422//CIT-HSP-2382A6.TR CIT-HSP Homo sapiens genomic clone 2382A6, genomic sun/ey se- 
quencey/4.4e-1 2:98:92//AQ078233 ' - 

R-HEMBA1 000428//Human DNA sequence from clone 393P?3;pac(^^^^ Xq2l.l-21.33. Contains GSSs, 

30 complete sequence.//2.0e-93 :526:90//Z95400 " I' 

R-HEMBA1000434//Homo sapiens Clone DJ0309D19, WORKING-pRAFt SEQUENCE, 12 unordered piecesy/ 

2.7e-07:452:60//AC004826 . ' V ' ''. * ' 

R-HEMBA1000442//E.caballus microsatellite DNA, clone HMB4y/0.39:135:62//Y07733 

R-HEMBA1000456//Plasmodium falciparum DNA *** SEQUENCINGi" .IN PROGRESS *** from contig 4-52, com- 

35 pletesequence.//2.6e-05:l74:70//AL0l0226 

R-HEMBA1 000459//Arabidopsis thaliana putative transmembrane protein Gip (AtG1 ), putative nuclear DNA-bind- 
ing protein G2p (AtG2), Emi protein (ATEM1). putative chlorophyll synthetase (AtG4), putative transmembrane 
protein G5p (AtG5), putative acyl-coA dehydrogenase (AtG6), and calcium dependent protein kinase genes, com- 
plete cds; and unknown genesy/0.013:212:63//AF049236 

40 R'HEMBA1000460//Homo sapiens PAC clone DJ0593H12 from 7p31. complete sequencey/8.6e-1 14:556:98// 

AC004839 

R-HEMBA1000464//Caenorhabditis elegans cosmid C34B7, complete sequencey/0.086:334:6l//283220 
R-HEMBA1000469//Homo sapiens BAC clone RG442F18' from 2! complete sequence . //1 .8e-52:472:79// 
AC005104 

45 R-HEMBA1 000488//, complete sequencey/3.3e-68:200:99//AC005500 

R-HEMBA1000490//Caenorhabditis elegans cosmid Y53C12B, complete sequence.//0.97:233:6l//Z99278 
R-HEMBA1 000491 V.,;.. 

R-HEMBA1000504//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-64, com- 
plete sequence.//1.7e-08:440:60//AL00901 4 ' r-^Jf': ■ 
50 R-HEMBA1 000505//Homo sapiens genomic DNA of 8p2l .3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 1/11 y/0.37:189:62//ABd2085)B^ • ■ : |^ , 

R-HEMBA1 000508//Human DNA sequence from cosmid V210E9,. between, markers DXS366 and DXS87 on chro- 
mosome X.//1.1e-25:248:80//Z70280 '^''-^.'trr ' 

R-HEMBA1000518//RPCI11-6022TVRPCI-11 Homo sapiens genomic Clone RPCl-11-6022. genomic survey se- 
55 quence.//Q.0035:293:61//B49544 ' . . 

R-HEMBAia00519 ' v ^i! ' * 

R-HEMBA1000520//Arabldopsis thaliana chromosome II BAC F10A12 genomic sequence, complete sequence.// 
0.30:255:63//AC006232 '■ 
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R-HEMBA1000523//Human Cleavage stimulation factor 77kDa,subunit mRNA, complete cclsy/1.2e-53:203:92// 

U15782 ' 

R-HEMBA1000531//CIT-HSP-388J17.TR CIT-HSP Homo sapiens genomic clone 388J17, genomic survey se- 
gue nee. //2.7e-24:137:99//B55638 ''"AV^r::^. s 

R-HEMBA1 000540//Human DNA sequence SEQUENCING.IN PROGRESS "* from clone 51 0D11 , WORKING 
DRAFT SEQUENCE7y0.00014:329:60//Z98044 • ^iiS^Sv^'; 

R-HEMBA1000545//Homo sapiens Xp22 BAG GS-619J3 (Genome jSystems Human BAG library) complete se- 
quence.//6.9e-87:552:87y/AC004103 !yi^u[\- ! 

R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 134019, WORKING 
DRAFT SEQUENCE.//8.9e-121 :584:98//AL034555 . ./ ; V ' 

R-HEMBA1000557//HomQ sapiens Chromosome 16 BAG clone CiT987SK-44M2, complete sequence.//5.7e-45: 
307:87//AC004381 ' ' ' 

R-HEMBA1000561//MUS musculus Clone OST20235, genomic survey sequence.//1.3e-43:279:90//AF046762 
R-HEMBAl 000563//Plasmodium falciparum chromosome 2, section'5 of 73 of the complete sequencey/3.8e-05: 
506:56//AE001368 . . 

R-HEIVIBA1000568//RPCI11-49P8.TK.1 RPCI11 Homo sapiens genomic clone R-49P8, genomic sun/ey se- 

quenceV/l .7e-1 01 :498:97//AQ1 1 6293 

R-nnnnnnnnnnnn 

R-HEMBAl 000575//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 754E20, WORKING 
DRAFT SEQUENCE.//1 .3e-47:458:75//AL022335 

R-HEMBAl 000588//MUS musculus FLI-LRR associated protein- 1 mRNA, complete cds./^.9e-62:447:81// 
AF045573 

R-HEMBA1 000591//Homo sapiens mRNA for E1 B-SSkDa-associated protein.//1.2e-111:591:9411AJ007509 
R-HEMBAl 000592//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from contig 4-10. com- 
plete sequence.//3.5e-09:421:60//AL010216 ' .fWf; ^ " 
R-HEMBAl 000594//Homo sapiens Clone RG004N09. WORKING DRAFTSEQUENCE, 5 unorde 
15:421 :66//AC005044 ;■ Hil^;^ 

R-HEMBAl 000604//HS_2220_A1_G10_MF CIT Approved Huriian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2220 Col=19 Row=M, genomic survey sequeifceV/i':^ :306:92//AQ151991 
R-HEMBAl 000608 ' 

R-HEMBAl 000622//H.sapiens CpG island DNA genomic 'Mse.l'* fragment, clone I55e4, reverse read 

cpg155e4.rt1ay/4.5e-16:105:98//Z56962 ' ^ 

R-HEMBAl a00636//Homo sapiens genomic DNA. chromosome2rq22.2'(Down Syndrome region), segment 1/15, 
WORKING DRAFT SEQUENCE.//4.8e-62:421:86//AP000008 

R-HEMBAl 000637//Homo sapiens mRNA for KIAA0690 protejnj partial C^^ .2e-97:443:97//AB014590 
R-HEMBAl 000655//Homo sapiens chromosome 19, cosmidl=S6349;' complete sequence.//9.8e-61:311:90// 
AC005953 . 
R-HEMBAl 000657 
R-HEMBAl 000662 

R-HEMBA1 000673//Human DNA sequence from PAC 448E20 on chromosome Xq26.1 contains ESTs and STS.// 
1.0e-1 3:351 :63//Z971 96 ' 

R-HEMBAl 000682//Homo sapiens Clone DJ1136G02, WORKING DRAFT SEQUENCE. 4 unordered pieces.// 
1.2e-50:298:79//AC005377 ' ' 

R-HEMBA1000686//HS_3018_B1_H10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3018 Col=19 Row=P, genomic survey sequence7/0.00048:210:62//AQ093513 
R-HEMBAl 000702//Homo sapiens Clone DJ241 P1 7, WORKINaDRAffT SEQUENCE, 7 unordered pieces.//9.7e- 
54:31 7:88//AC005000 ■) 

R-HEMBAl 000705//Glossonotus uhivittatus 12S mitochondrial ribosomal RNA, small subunit, mitochondrial gene, 
partial sequencey/0.080:138:65//U77850 ^ '"'-■k-^ i 

R-HEMBAl 00071 9//Rattus norvegicus mRNA for TESK1 , cortit)lep6Ss7^^ 
R-HEMBAl 000722 . * ^ 

R-HEMBAl O00726//Homo sapiens PAC clone DJ0701016 from.7:q33:q36, complete sequence.//4.4e-26:284:77// 
AC005531 .* 

R-HEMBAl 000727//Plasmodium falciparum DNA *** SEQUENCING; IN Vr "* from contig 4-89, com- 

plete sequence.//9.1e-05:351 :60//AL010266 • : '• ' 

R-HEMBAl 000747//Homo sapiens DNA sequence from PAC 124C6 on chromosome 6q2l. Contains genomk) 
marker D6S1603, ESTs, GSSs and a STS with a CA repeat polymo'rpihism, complete sequence.//2.5e-1 6: 123:93// 
AL021326 ;•: ' * 
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R-HEMBA1000749//Human Chromosome 16 BAG clone CIT987SK:327024, complete sequencey/2.8e-32:298: 
79//AC003108 ' ; '. 

R-HEMBA1 000752//Human DNA sequence from PAC 50A13^on chromosome Xp11 , Contains ATP SYNTHASE 
LIPID BINDING PROTEIN PI (P2. P3) precursor (ATP5G1 . ATP5G2,' ATP5G3) like pseudogene, ESTs and STSs. 
5 Contains polymorphic CA repeat.//2.8e-90:542:90//Z92545 

R-HEMBA1000769//Homo sapiens PI clone GSP13996 from^'Sql 2- .complete sequence.//2.7e-36:405:75// 
AC005031 ' 

R-HEMBA1 000773//HS_3050_A2_B08_MF CIT Approved Huniah denomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3050 Col=16 Rov/=C, genomic survey sequence.//0.00053:268:60//AQ105619 
10 R-HEMBA1 000774//Homo sapiens PAC clone DJ0630C24 from 7dj31.:q32, complete sequencey/4.7e-46:338:85// 

AC004690 ' :f 

R-HEMBA1 00079 1//***ALU WARNING: Human Alu-Sc subfamily consensus sequence.//5.3e-47:279:91/AJ14571 
R-HEMBAl 00081 77/Sequence 1 from Patent WO 89048397/0.86:1 48:67//l09339 
R-HEMBA1000822//T.brucel kinetoplast maxicircle variable region DN Ay/0.00061 :246:61//Z1 51 18 
15 R-HEMBAl 000827//Homo sapiens Ser/Arg-related nuclear matrix protein (SRM160) mRNA, complete cdsy/6.9e- 
43:228:98//AF048977 

R-HEMBAl 000843//Homo sapiens DNA sequence from clone 511 B24 on chromosome 20q11 .2-12. Contains the 
T0P1 gene forTopoisomerase I, the PLCG1 gene for 1 -Phosphatidylinositol-4,5-Bisphosphate Phosphodiesterase 
Gamma 1 (EC 3.1 .4.11 . PLC-Gamma-1 . Phospholipase C-Gamma-1 PLC-II. PLC-148), the KIAA0395 gene for a 
20 probable Zinc Finger Homeobox protein and a 60S Ribosomal Protein L23 LIKE pseudogene. Contains a predicted 

CpG island, ESTs, STSs and GSSs, complete sequencey/l, 76:41:31 9:84//AL022394 
R-HEMBAl 000851//Arabidopsis thaliana chromosome I BAC T14N5 genomic sequence, complete sequencey/ 
0.40:168:67//AC004260 ; 

R-HEMBAl 000852//Homo sapiens Xp22 bins 3-5 PAC RPCI4-61 7A9 (Roswell Park Cancer Institute Human PAC 
25 Library) containing Arylsulfatase D and E genes, complete sequefice^^^^^^ 

R-HEMBAl 000867//Homo sapiens clone DJ0971C03. WORKIN& pRArr SEQUENCE, 18 unordered plecesy/ 
0.11:1 21 :71//AC004938 . , *. 

R-HEMBAl 000869//Homo sapiens chromosome 16p11 .2 BAC cl6n^eiT987SK-A-1 80G2, WORKING DRAFT SE- 
QUENCE, 5 unordered piecesy/3.2e-22:186:76//AC002042 , , 
30 R-HEMBAl 000870//Human BAC clone GS542D18 from 7q31-q32; complete sequence.//0.0060:283:63// 

AC002528 , 

R-HEMBAl 000872//Rattus norveglcus polymorphic satellite. r;ep.etjtiye eiementsy/3.8e-05:269:61//M98801 
R-HEMBAl 000876//Homo sapiens chromosome 1 2p 13.3 clone RPCI1;96H9. WORKING DRAFT SEQUENCE, 
66 unordered pieces.//6.5e-38:327:77//AC006057 " 
35 R-HEMBAl 000908//CIT-HSP-2373I4.TR CIT-HSP Homo sapiens genomic Clone 237314, genomic survey se- 
quencey/5.0e-34:221 :90//AQ1 08658 

R-HEMBAl 00091 0//T.pigmentosa UM1060 macronuclear rDNA*telomeric region 3' temi .//0. 19:280: 61 //X04205 
R-HEMBAl 00091 8//RPCI11-68E14.TK RPCI11 Homo sapiens genomic clone R-68E14, genomic survey se- 
quence.//1.3e-32:172:100//AQ267293 ' 

40 R-HEMBAl 000919 

R-HEMBAl 000934//Homo sapiens DNA sequence from PAC 874C20 on chromosome 6p22.1-22.3. Contains a 
Zinc Finger Protein ZFP47 LIKE gene, a Zinc Finger Protein psetiSogene and a Zinc Finger Protein SRE-ZBP 
pseudogene. Contains ESTs. STSs and GSSs, complete sequence.//2.6e-18:284:71//AL021997 
R-HEMBA1000942//Homo sapiens clone RG350L10, WORKING? DRAFT SEQUENCE, 15 unordered piecesy/ 

45 1 .4e-1 7:21 7:76//AC005098 

R-HEMBA1000943//Homo sapiens chromosome 17, clone hRpk!64'0ji.15, complete sequencey/9.0e-1 13:586: 
95//AC005324 'i. : 

R-HEMBAl 000946/A"5N8TFB TAMU Arabidopsis thaliana genomic' clone T5N8, genomic survey sequencey/ 
0.030:369:59//B26224 . 
50 R-HEMBAl 000960//Homo sapiens clone RG339C12, WORKING'DRAFT SEQUENCE, 10 unordered pieces.// 

2.5e-52:494:77//AC005096 ^ 

R-HEMBA1 000968//Homo sapiens P1 clone 797al 1 containing iSlMCfei^ss II DQ-beta (HLA-DQB) and MHC class 
II DC-alpha (HLA-DCA) genes, complete cds.//3.5e-77:568:83//U92032-> ♦ 

R-HEMBAl 000971//RPCI11-54D1.TJRPCI11 Homo sapiens geridmic Clone R-54D1, genomic survey sequence.// 
55 2.3e-27:153:98//AQ081552 ' 

R-HEMBAl 000972//Human DNA sequence from clone 111F4 on chromosome Xq23 Contains GSSs, complete 
sequence.//7.3e-43:375:79//AL023876 

R-HEMBAl 000974//Homo sapiens clone DA0091H08, complete sequence,//2.8e-1 04:521 :97//AC00481 7 
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R-HEMBA1 000975//Hunnan DNA sequence from clone 105D1 6i6n' chromosome Xpll .3-11 .4 Contains pseudog- 
ene similar to laminin-binding protein, CA repeat, STS, complete sequence7/8.0e 

R-HEMBA1000985//Homo sapiens PAC clone DJ0797C05 from' Tqsi, complete sequence .//8.5e-05:306:63// 
AC004888 ' 
5 R-HEMBA1000986//Homosapiensclone RG031N1 9, WORKING DRAFT SEQUENCE. 1 unordered piecesV/SJe- 

37:296:83//AC005632 . 

R-HEMBA1000991//RPCI11-22017.TVB RPCI-11 Homo sapiens genomic Clone RPCI-11-22017, genomic survey 
sequence.//6.5e-44:162:90//AQ008952 ; 
R-HEMBA1 001007 " ' " ^ ^ " 

10 R-HEMBA1 001 008//Homo sapiens chromosome 16, PI clone 79-2A(LANL), complete sequence.//0.082:31 3:60// 

AC005365 

R-HEMBA1 001009//O.sativa OSr40g2 gene.//0.99:203:62//Y08987 

R-HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein,- complete cdsy/1.0e-113:587:95//AB007937 
R-HEMBA1001019//BOS tauois cyclln-dependent kinase 1 (cdk1/cdc2). mRNA, complete cds.//7.4e-24:2 15:82// 
15 L26547 

R-HEMBA1 001020//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 732E4, WORKING 

DRAFT SEQUENCE.//2.8e-18:449:64//AL008722 

R-HEMBA1 001022 • : •': , 

R-HEMBA1001024//Homo sapiens BAC Clone 393122 from ,8q21, complete sequence.//6.6e-48:536:74// 
20 AF070717 5 il'/ . 't- 

R-HEMBAI 00l026//r33Hl 4TF TAMU Arabidopsis thallana gei?omic clone T33H14, genomic survey sequenceV/ 
0.013:1 80:66//B97363 . ^ 

R-nnnnnnnnnnnn//Caenorhabditis elegans cosmid R10H10,,compietfe'sequence7/1.2e-25:438:65//Z70686 
R-HEMBA1001051//Homo sapiens I2q24.i PAC RPCI3-521 Er'9;'(F|jJ^we^ Park Cancer Institute Human PAC li- 

25 brary) complete sequencey/7.3e-38:188:89//AC004217 ' " ■ ' 

R-HEMBA1001052//Rabbit alpha-1-globin gene to theta-1-globin pseudbgene region.//2.4e-24:279:74//X04751 
R-HEMBA1 001 060//HS_2056_Bl_C0l_MR CIT Approved Hiimari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2056 Col=l Row=F, genomic survey sequence7/4'/le-1'4:l37:83//AQ245004 
R-HEMBA1001071//M.musculus C0L3A1 gene for collagen alpha- 1 y/6.9e-38:513:70//X52046 

30 R-HEMBA1001077//Human DNA sequence *** SEQUENCING.IN Pf=»OGRESS *** from clone 150C2, WORKING 

DRAFTSEQUENCE.//1.9e-22:507:61//AL022318 / 
R-HEMBA1001080 * • 

R-HEMBA1001085//Human Chromosome 15q26.1 PAC clone pDJ290i21 containing fur, fes. and alpha mannosi- 
dase llx genes. WORKING DRAFT SEQUENCE, 9 unordered pieces.//2.2e-43:317:83//AC004586 
35 R-HEMBA1 001 088//Caenorhabdltls elegans cosmid Cl 8H7.//d'46:3pi :60//AF067607 

R-HEMBA1 001094//Homo sapiens Clone RG491N20. complete*'s^qiience.//5.3e-98:501:96//AC005105 
R-HEMBA1001099 , \ 

R-HEMBA1 001 1 09//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 118J21 . WORKING 
DRAFT SEQUENCE.//3.1 e-39:335:80//AL033527 
40 R-HEMBA1001121//Human cosmid LL12NC01-132B11A, ETV6 gene, intron 2.//9.8e-11:122:81//U81833 

R-HEMBA1 001122//Plasmodium falciparum MAL3P6, complete sequence.//0.0024:284:63//Z98551 
R-HEMBA1001123//Human NFE genomic fragmenty/3.6e-26:318:72//M98511 
R-HEMBA1001133 ' ' 

R-HEMBA1001137//Homo sapiens full-length insert cDNA clone^z629F04y/4.2e-88:426:98//AF086241 
45 R-HEMBA1 0011 40//Homo sapiensclone RG228D1 7, WORKING DRAFPSEQUENCE, 2 unordered piecesy/4.0e- 

41:304:84//AC005077 '1? * 

R-HEMBA1001172//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 54B20. WORKING 
DRAFT SEQUENCE.//3.7e-36:261:85//298304 '■!:'ir ' 

R-HEMBA1 0011 74//Plasmodium falciparum chromosome 2.- section 35; of 73 of the complete sequencey/1 .0:21 9: 
50 58//AE001398 . ' 

R-HEMBA1001197 ' ' A f:^^' 

R-HEMBA1001208//HS_2233_A1_G10_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2233 Col=19 Row=M, genomic sun/ey sequence.//0.083:174:68//AQl 70789 
R-HEMBA100I226//Homo sapiens clone DJ1136G02. WORKING DRAFT SEQUENCE, 4 unordered piecesy/5.1e- 
55 59:553:75//AC005377 

R-HEMBA1001235//RPCI11-50E6.TJ RPCI11 Homo sapiens genomic clone R-50E6. genomic sun/eysequencey/ 
2.6e-08:97:76//AQ052666 'I \ 

R-HEMBA1001247//Caenorhabditis elegans cosmid C01F1 y/2:4e-05:319:63//U58761 



EP1 074 617Ai2 :;y;v;' * • 

R-HEMBA1001257//Rattus norvegicus alpha-methylacyl-CoA racemase mRNA, complete cds 7/1 .56-24:439:66// 
U89905 . :. . 

R-HEMBA1 001265//Homo sapiens BAG Clone RG139P11 frqnri 7q1 i::.q21 ..complete sequence.//9.9e-21 :537:63// 
AC004491 ' i ■ ' 

5 R-nnnnnnnnnnnn//Homo sapiens chromosome 17, clone HCIT75G16, complete sequence.//0.022: 169:65// 

AC003042 ^ . 

R-HEMBA1 001286 

R-HEMBA1001289 \ . ' 

R-HEMBA1001294//HS_3219_A2_G01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
10 nomic clone Plate=3219 Col=2 Row=M, genomic survey sequence .//0.24:251:63//AQ 189882 

R-HEMBA1 001 299//Homo sapiens, clone hRPK.12_A_1 , complete sequencey/1 .3e-38:381 :76//AC006222 
R-HEMBA1 001 302//cDN A encoding a human homologue of a mouse, novel polypeptide derived from stromal cell.// 
4.1e-28:114:92//E12258 

R-HEMBA1001303//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS "* from MAL1P1, WORK- 
15 ING DRAFT SEQUENCEy/O.OOOII :382:58//AL031744 

R-HEMBA1001310 

R-HEMBA1001319//Plasmodium falciparum 3D7 chromosomej2 PFYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE. 3 unordered pieces.//4.2e-09:491 :58//AC005504 . 
R-HEMBA1001323//Drosophila yal^uba mitochondrial DNA moiecule.//8.3e-06:485:60//X03240 

20 R-HEMBA1 00l326//Homo sapiens DNA sequence from BAC 55C20 on. chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping with a beta-glucorbhidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five pre- 
dicted tRNA genes. Contains ESTs, GSSs (SAC end sequences)' and a CA repeat polymorphism, complete se- 
quence.//2.2e-14:277:69//AL021368 

25 R-HEMBA1001327//Human DNA sequence from clone 522Pi3:on chromosome 6p2i.3i-22.3. Contains a 60S 
Ribosomal Protein L21 pseudogene and an HNRNP A3 (Heterogenous Nuclear Riboprotein A3. FBRNP) pseu- 
dogene. Contains ESTs, STSs and GSSs, complete sequence.//0:15!360:6l//AL024509 
R-HEMBA1001330//Homo sapiens I2q24 PAC RPCI1-66E7 (RbsWell Park Cancer Institute Human PAC library) 
complete sequence.//l .30-27:481 :67//AC00421 6 . . \ 

30 R-HEMBA1001351//Homo sapiens chromosome 18, clone hRPK.474_N_24, complete sequencey/7.1e-45:252: 

94//AC006238 

R-HEMBA1 001 361 //Homo sapiens chromosome 9, clone hRRk.202_H_3, complete sequencey/1 .4e-1 13:569: 
97//AC006241 ' ' " ; '. ^ 

R-HEMBA1001375//Homo sapiens full-length insert cDNA clone ZE09^^b3y/2.8e-89:428:99//AF086542 
35 R-HEMBA1 001 377//Homo sapiens PAC Clone DJ0728D04, complete sequence.//2.3e-32:324:77//AC004865 
R-HEMBA1001383 
R-HEMBA1001387 

R-HEMBA1001388//Homo sapiens Clone RG189J21. WORKING DRAFT SEQUENCE, 15 unordered piecesV/ 
8.9e-06:108:83//AC005073 T? 
40 R-HEMBA1 001391//Yeast mitochondrial aapl gene for ATP^se su6^^^^ 8y/7.3e-08:500:59//X00960 

R-HEMBA1 001 398//Homo sapiens genomic DNA. chromosom^ 21 q 1 1.1, segment 21/28, WORKING DRAFT SE- 
QUENCEy/2.3e-48:315:88//AP000050 « 

R-HEMBA1001405//Human DNA sequence *** SEQUENCINGIN'PTO *** from clone 50024, WORKING 

DRAFT SEQUENCE.//5.5e-35 :464:68//AL034380 - ^ :; ' 

45 R-HEMBA1001407 - . 

R-HEMBA1 001 411 //Yeast (S.cerevisiae) mitochondria Ser-tRNA-liCN gene and flanksy/0.00029:301 :62//K01 981 
R-HEMBA1001413 - 

R-HEMBA1 001415//Human DNA sequence *** SEQUENCING INtPROGRESS *** from clone 41018, WORKING 
DRAFT SEQUENCE7/5.6e-101:512:96//AL031 732 , " " ' . 

50 R-HEMBA1001432//Homo sapiens clone DJ0693M11. WORI^lNd DhAfT SEQUENCE, 7 unordered piecesy/ 

6.3e-37:302:81//AC006146 

R-HEMBA1 001 433//Human DNA sequence from PAC 339A1 8 on chromosome Xpl 1 .2. Contains KIAA01 78 gene, 
similar to mitosis-specific chromosome segregation protein SMC1 of S.cerevisiae, DNA binding protein similar to 
URE-B1 , ESTs and STSy/1 .9e-32:242:79//Z97054 ^ > • . 

55 R-HEMBA1001435//Homo sapiens chromosome 21, Neurofibromatosis 1 (NF1) related locus, complete se- 

quence.//5.7e-59:457:82//AC004527 '^^ • 

R-HEMBA1001442//Human DNA sequence from PAC 507115 on Chromosome Xq26.3-27.3. Contains 60S ribos- 
omal protein L44 (L41 . L36) like gene, ESTs. STSs and a polymorphic CA repeat.//0.051 :276:63//Z98950 
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R-HEMBA1 001446//HS_3207_A1_A08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3207 Col=15 Row=A, genomic survey sequence.//8.9e-06:119:73//AQ175385 
R-HEMBA1001450//Homo sapiens BAG clone RG114B19 from 7q3l;1, complete sequencey/0.0043:266:63// 
AC005065 .i', ,^ 

5 R-HEMBA1001454//Homo sapiens PAC Clone DJ0673011 from 7q3f, complete sequence7/7.le-25:2l0:82// 
AC004855 

R-HEMBA1001455//Homo sapiens chromosome 17, clone hRPK.640J_15, complete sequence.//2.7e-08:316: 
62//AC005324 

R-HEMBA1 001463//Homo sapiens chromosome 1 7, clone hRPK.l064_E_ll , complete sequence.//0.57:219:60// 
10 AC005208 ' 

R-HEMBA1001476//Homo sapiens clone DJ0607J02, WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
9.3e-50:252:80//AC004840 
R-HEMBA1 001478 
R-HEMBA1 001497 

IS R-HEMBA1 001 51 0/Human NLA class III region containing cAMP response element binding protein-related protein 
(CREB-RP) and tenascin X (tenascin-X) genes, complete cds. complete sequence.//3.5e-41:282:86//U89337 
R-HEMBA1 001 51 5//Human DNA sequence from PAC 238J1 7 on chromosome 6q22. Contains EST and STSM 
1.9e-79:529:86//298753 

R-HEMBA1001517//Homo sapiens BAG clone RG459N13 from. 7p15, complete sequence7/4.3e-1 8:335:71// 
. 20 AC004549 i . 

R-HEMBA1001522 

R-HEMBA1001526//Human DNA sequence from cosmid 444G9 from a contig from the tip of the short arm of 
chromosome 16, spanning 2Mb of 16p13.3 Contains ESTs and*CpG:islarids,y/5.6e-08:265:67//Z^^^ 
R-HEMBA1 001533//Human DNA sequence from PAC 1 79M20'on^chfbrriosome 20q12-13.1 . Contains adenosine 
25 deaminase (ADA), placental protein Diff33. CA repeat, ESTs, STS.//7r8e-1 6:235 :72//Z97053 

R-HEMBA1 001557 ' /i 

R-HEMBA1001566//Human Chromosome X clone bWXDI 87; complete sequence.//2.2e-44:416:78//AC004383 
R-HEMBA1001569//Sequence 15 from patent US 56934767/1 .8e-59:389:88//l77040 

R-HEMBA1 001570//Homo sapiens PAC done DJ0844F09 from 7p12-p13, complete sequencey/1 .1e-44:316:87// 
30 AC004453 . ^ ^ 

R-HEMBA1G01579//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces.//0.0047:437:60//AC0p55q6 

R-HEMBA1001581//P.falciparum complete gene map of plastid-iike pNA ((R-B).//2.3e-07:491:58//X95276 
R-HEMBA1001585//Caenorhabditis elegans cosmid C06A6y/0.68:224:62//U41012 
35 R-HEMBA1 001589 

R-HEMBA1 001 595//CIT-HSP-2349G1 9.TF CIT-HSP Homo sapjehs genomic clone 2349G1 9, genomic survey se- 
quence.//8.0e-69:337:99//AQ060483 

R-HEMBA1001608//Homo sapiens chromosome 17, clone HClTii62L7, complete sequence7/9.5e-59:514:78// 
/VC005177 ' -".r. ' 

40 R-HEMBA1001620//S.palyn'hiza mRNA for D-myo-inositol-3;phosphate synthasey/4.5e-12:289:65//Z11693 

R-nnnnnnnnnnnn//HS_2195_A1_E09_MF CIT Approved Huniian'Genon^'C Spenm Library D Homo sapiens ge- 
nomic Clone Plate=2l95 Col=l7 Row=l, genomic suivey sequencey/5.8e-09:358:58//AQ292688 
R-HEMBA1001636//Human putative potassium channel subunit .(H-erg) mRNA. complete cdsy/0. 77:225:59// 
U04270 

45 R-HEMBA1 001 640//Human DNA sequence from PAC 50J22 on cfro^bsome 6p21 . Contains ETS related protein 

TEL like and GS2 like genes, ESTs and an STSy/6.0e-49:404:79//Z84484 
R-nnnnnnnnnnnn " ; ' 

R-HEMBAl 001 655//Homo sapiens chromosome 5, BAC clone i 94j1 8 (LBNL HI 58), complete sequencey/1 .1 e- 
103:532:95//AC005368 ' ' ■ . •*;*'* ' 

50 R-HEMBA1 001 658//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y31 3F4, WORKING 

DRAFT SEQUENCEy/1 .0:1 97:64//AL023808 

R-HEMBAl 001 661 //Homo sapiens chromosome 5p, BAC clone 50g2l (LBNL HI 54), complete sequencey/1 .5e- 

100:457:93//AC005740 ^ ■ : 

R-HEMBAl 001 672//Homo sapiens methyi-CpG binding protein MBb3 (MBD3) mRNA, complete cdsy/1 .2e-90: 
55 496:91//AF072247 ' ^ ' 

R-HEMBA1 001675 

R-HEMBAl 001 678//Homo sapiens voltage dependent anion charinel protein mRNA, complete cdsy/1 .3e-1 01 :534: 
94//AF038962 ' ^ 
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R-HEMBA1001681//CIT-HSP-2345M7.TF CIT-HSP Homo sapiens genomic clone 2345M7, genomic survey se- 
quence.//0.21 :124:68//AQ056593 

R-HEMBA1 001702//Homo sapiens 12q13.1 PAC RPCI1 -228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/8.3e-06:279:63//AC004801 - ' 

5 R-HEMBA1001709//Homo sapiens mRNA for KIAA0698 protein/complete cds 7/1 .9e-96:483:96//AB01 4598 

R-HEMBA1001711//Human HepG2 3' region cDNA, clone hmd2b02y/2.3e-31:169:100//D16886 
R-HEMBA1001712//HS-1015-B1-E01-MR.abi CIT Human Geridmid Spenm Library C Homo sapiens genomic 
clone Plate=CT 790 Col=l Row=J, genomic survey sequence.//0.p025:200:65/B32577 
R-HEMBA1001714//Rattus norvegicus mitochondrial ATPase irihibitor gene, complete cds.//6.6e-27:316:75// 

10 U12250 ' : "V ■ 

R-HEMBA1 001 71 8//CIT-HSP-21 71J2.tr CIT-HSP Homo sapiens genomic clone 2171J2, genomic survey se- 
quence 7/3.1 e-41 :167:87//B89781 

R-HEMBA1001723//Rattus norvegicus EH domain binding protein sEpsin mRNA, complete cds.//0.53:275:61// 
AF018261 " 7 

15 R-HEMBA1001731//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 322P7, WORKING 

DRAFT SEQUENCE.//2.9e-48:292:84//AL023799 

R-HEMBA1 001734//Homo sapiens Chromosome 15q22.3-23 PAC 8*8m3, WORKING DRAFT SEQUENCE. 2 or- 
dered pieces.//3.2e-33:290:81//AC005959 

R-HEMBA1 001 744//Human DNAsequence from clone 1 34E1 5 on chromosome 6q21 Contains Blimp-1 . apoptosis 
20 specific protein similar to yeast APG5 ESTs, GSSs and retrovjral .sequence, complete sequence.//0,98:203:62// 

AL022067 \ 

R-HEMBA1 001 745//Homo sapiens BAC clone RG298G08 from 7p.1 57p21 , complete sequence 7/0.0001 9:31 2:59// 
AC005084 '- :'' >: ' 

R-HEMBA1001746//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 8 unordered pieces7/0.045:457:61//AC004153 

R-HEMBA1001761//Homo sapiens chromosome X, clone hCIT.2d0_L_4, complete sequence7/3.8e-39:331 :80// 
AC006121 ^J, ". 

R-HEMBA1001781//Homo sapiens Xp22 BAC GSHB-590j6 (Genprrie Systems Human BAC library) complete 
sequence./y0.0062:245:60//AC004554 ' ^T'rL 

30 R-HEMBA1 001 784//Homo sapiens chromosome 5p, BAC clone'56g21 (LBNL H154), complete sequence.//2.1e- 

22:370:63y/AC005740 ^ *?'^r . 

R-HEMBA1 001 791 //Human DNA sequence from clone 931 El 5 on chromosome Xq25. Contains STSs, GSSs and 
genomic marker DXS8098. complete sequence.//3.0e-50:408:80//AL623575 

R-HEMBA1001800//CIT-HFP-2049N5.TF CIT-HSP Homo sapiens genomic clone 2049N5, genomic survey se- 
35 quence.//9.0e-37:335:77y/AQ009222 * 

R-HEMBA1001803//Plasmodium falciparum 307 chromosome 12 PFyAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces7/0.86:536:56//AC005506''* ' ' 

R-nnnnnnnnnnnn//Mouse interleukin 2 receptor (p55 IL-2R) mRNA, 5' end.//2.9e-93:553:89//M21977 
R-HEMBA1001808//Homo sapiens mRNA, chromosome '1 specif i6 transcript KIAA05007/2.8e-1 12:548:98// 
40 AB007969 

R-HEMBA1001809 

R-HEMBA1 001 81 5//Homo sapiens Xp22 BAC GS-321 G1 7 (Genome Systems Human BAC library) complete se- 
quence 7/2. 6e-48:363 :84//AC004025 

R-HEMBA1001819//Homo sapiens *** SEQUENCING IN PROGRESS *** from PAC 1577, WORKING DRAFT 

45 SEQUENCE7/1.1e-15:275:68//AJ009612 * ■ 

R-HEMBA1001820//HS_3022_B1_A09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3022 Col=17 Row=B, genomic survey sequence.//0.00054:335:59//AQ165107 
R-nnnnnnnnnnnn//Xenopus laevis intersectin mRNA, complete cds7/1 .4e-19:533:63//AF032118 
R-HEMBA1 001824//S.clavuligerus linear plasmid pSCL (complete sequence) 7/0.62: 189:65//X541 07 

50 R-HEMBA1 001 835//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 91J1 8, WORKING 

DRAFT SEQUENCE7/1 .0:450:60//AL024507 

R-HEMBA1 001 844//Human familial Alzheimer's disease (STM2j gehe, complete cds.//1 .6e-07:1 70:68//U50871 
R-HEMBA1001847 " ' • ^ * ' * 

R-HEMBA1001861//Homo sapiens mRNA for KIAA061 7 protein;; cpm^^^^^ 
55 R-HEMBA1 001 864//Homo sapiens genomic DNA, 21 q22. 1 region, clone: Q82F5A1 6, genomic sun/ey sequence.// 

1.7e-14:245:67//AG002463 , "IL. . 

R-HEMBA1 001 866//HS_2258_B2_D01_MR CIT Approved Humsin Gienoniic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2258 Col=2 Row=H, genomic survey sequence.//2.8e-39:397:75//AQ221138 
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R-nnnnnnnnnnnn//Honfio sapiens BAC clone RG114B19 from 7q3l.1, complete sequence7/5.9e-56:303:94// 
AC005065 

R-HEMBA1 001888//Homo sapiens Xp22-150 BAC GSHB-309P|5 "(Genome Systems Human BAC Library) com- 
plete sequence.//1 .7e-43:281 :88//AC00621 0 
5 R-HEMBA1001896 .''i'^^'iv^ 

R-HEIVIBA1001910 ; : ' ' 

R-HEMBA1 001 91 2//Homo sapiens chromosome 5, PI clone l308e5(LBNLHl3). complete sequencey/0.l0:307: 
61//AC004775 ' ' • ' 

R-HEIVIBA1001913 . j 

10 R-HEMBA1001915//HS_2037_A1_E12_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2037 Col=23 Row=l, genomic survey sequence.//0.071 :206:64//AQ233106 
R-HEMBA1 001 91 8//Homo sapiens chromosome 5, Pi clone I308e5 (LBNL Hi 3), complete sequencey/0.97:449: 
59//AC004775 * . 

R-HEMBA1 001 921//Homo sapiens gemninal center kinase related protein kinase mRNA, complete cdsy/2.0e-1 05: 
15 534:96//AF000145 

R-HEMBA1 001 939//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 50811 5, WORKING 
DRAFT SEQUENCEy/4.6e-1 3: 1 20:82//AL021 707 

R-HEMBA1 001 940//Homo sapiens clone DJ1 09311 6, WORKING DRAFT SEQUENCE, 5 unordered piecesy/2.2e- 
36:301 :81//AC005629 

20 R-HEMBA1001942//Human PAC clone DJ0205E24 from Xq23. complete sequencey/l.9e-10:208:68//AC003013 

R-HEMBA1 001 945//Plasmodium falciparum chromosome 2,'section.70 of 73 of the complete sequencey/1 .2e-06: 
393:60//AE001433 

R-HEMBA1001950//R.prowazekii genomic DNA fragment (clone A437R)y/0.33:122:66//Z82646 
R-HEMBA1001960//Borrelia afzelii VS461 outer surface protem, D (ospD) gene, complete cdsy/0. 0086:427:59// 
25 U05329 • ^ 

R-HEMBAl 001 962//Homo sapiens Chromosome 4 clone B71 M1 2 map 4q25, complete sequencey/4.5e-07:1 76: 
70//AC004069 ^ l.^ i- VV"* 

R-HEMBAl 001 964//HS_221 5_B1_H01_MR CIT Approved Human periomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2215 Col=1 Row=P, genomic survey sequericef//7;3e-25:215:74//AQ151931 

30 R-HEMBAl 001 967//Human DNA sequence from clone 341 El 8 oh chromosome 6p11 .2-12.3. Contains a Serine/ 
Threonine Protein Kinase gene (presumptive isolog of a Rat gene) and a novel alternatively spliced gene. Contains 
a putative CpG island, ESTs and GSSs, complete sequencey/1 .7e-51:2b9:95//AL03l 178 
R-HEMBAl 001 979//CIT-HSP-23871 1 2.TF.1 CIT-HSP Homo Wpiehs gb clone 2387112, genomic survey se- 
quence .//4.9e-06: 153:71 //AQ240461 ' • 

35 R-HEMBAl 001 987//Human DNA sequence from clone 444C7 on chromosome 6p22.3-23. Contains an EST, an 
STS and GSSs, complete sequence.//3.1e-46:437:77//AL03'352r ^' 

R-HEMBAl 001 991//Human DNA sequence from PAC 42616 on chromosome 1 p34, 1 -1 p35. Contains NIPP-1 -like 
gene a nuclear Inhibitor of protein phosphatase-1 , ESTs, ancl a'CA r^'peaty/i .ie-48:446:78//AL020997 
R-HEMBAl 002003//Homo sapiens mRNA for protein phosphatase 2C (beta)y/5.1 e-90:448:97//AJ005801 

40 R-HEMBAl 002008//Homo sapiens DNA sequence from PAC 95C20 on chromosome Xpll .3-1 1 .4. Contains STSs 

and the DXS7 locus with GT and GTG repeat polymorphisms, complete sequencey/3.2e-42:317:84//Z97181 
R-HEMBAl 00201 8//HS_3006_Bi_Dl0_T7 CIT /Approved Human'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plale=3006 Col=19 Row=H, genomic survey seqijence;y/1.0:63:74//AQ0897l7 
R-HEMBA1002022//Homo sapiens chromosome 18, clone hRPK.453_M_l , complete sequence.//0.93:339:59// 

45 AC006203 

R-HEMBAl 002035//MUS musculus chromosome 19, clone: CIT282B21, complete sequence.//1.4e-1 1:285:67// 
AC003694 I ^ ■ ^ 

R-HEMBAl 002039 ' V 

R-HEMBAl 002049//Human DNA sequence *** SEQUENCING IN ^PlfibGRESS "* from clone 117715, WORKING 
50 DRAFT SEQUENCEy/5.3e-52:266:84y/AL02231 5 ' jiiJh V A 

R-HEMBA1002084//C1T-HSP-2357LI1.TR CIT-HSP Homo saf)fens'genp'mic clone 2357L11, genomic survey se- 

quence.//0.0013:185:66//AQ063078 " ^VliV ' ' 

R-HEMBAl 002092//MUS musculus Olf-1/EBF-like-3 transcription 'iactontO/E -3 mRNA, complete cdsy/2.7e-70: 
479:86//U92703 .1- ' 

55 R-HEMBAl 0021 00//Homo sapiens thyroid receptor interactor](TRiR7^^^^ 3' end of cdsy/8.5e-32:206:91// 

U0357 ■ • 

R-HEMBAl 0021 02//Homo sapiens Chromosome 1 5q26. 1 PAC clone;pp[J427dl 5. complete sequencey/4.3e-42: 
302:85//AC005800 • 
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R-HEMBA1002113//Human chromosome 12p1 3 sequence, complete sequence.//1 .6e-64:550:80//U47924 
R-HEMBA1002119//Human Chromosome 11 pac pDJil73a5, complete sequence.//1 .2e-92:435:92//AC000378 
R-HEMBA1 002125 

R-HEMBA1002139//Human nebulln mRNA, partial cds.//0.056:68:88//U35637 
5 R-HEMBA1 002i44//Homo sapiens Chromosome 11 pi 4.3 PAG clone-6-:l30a9 containing tryptophan hydroxylase 

gene, complete sequence.//2.0e-26:323:70//AC005728 ^ ' , / 

R-HEMBA1002150//Human DNA sequence from clone 742C19'on chromosome 22q12.3-l3.1 . Contains a pseu- 
dogene similar to Cytochrome C Oxidase Polypeptide VB and (parts of) up to four novel genes, two with homology 
to Phorbolln genes and one a novel Chromobox protein gene. Cbntaiihs ESTs, an SIS, GSSs and putative CpG 
10 islands, complete sequence.//! .0:371 :61//AL031846 , . . * . 

R-HEIVIBA1002151 ■ .^^^-V-; 

R-HEIVIBAI 0021 53//Human BAG 367D1 7 from chromosome 1 8, complete sequencey/2.4e-2l :322:70//AC00397l 
R-HEMBA1002I60//Human DNA sequence from PAC339A18on chromps.omeXpl1.2. Contains KIAA0178 gene, 
similar to mitosis-specific chromosome segregation protein SMCI of S.cerevislae, DNA binding protein similar to 
15 URE-B1, ESTs and STSy/2.5e-38:216:84//Z97054 ;. > - 

R-HEMBA1 0021 61//CIT-HSP-21 63F1 0.TF CIT-HSP Homo sapiens genomic clone 21 63F1 0, genomic survey se- 
quence.//3.1e-58:284:80//B89969 

R-HEI\/IBA1 0021 62//Caenorhabditis elegans cosmid F48C1 1 , complete sequence.//0.0079:286:57//Z80789 
R-HEIVIBA1 0021 66//Homo sapiens Xp22 BAG 620F15 (Genome Systems BAG library) complete sequencey/5.9e- 
20 53:326:80//AC002980 
R-HEMBA1002177 

R-HEMBA1 0021 85//Human DNA sequence SEQUENCING IN PROGRESS *" from clone 745114. WORKING 
DRAFT SEQUENGE.//9.5e-37:356:76//AL033532 

R-HEMBA1002189//Homo sapiens Xp22 BAG GSHB-519E'5 (Genibme Systems Human BAG library) complete 
25 sequence.//3.4e-43:244:77//AC003684 

R-HEMBA1 002l91//Homo sapiens Clone RG228D17. WORKING DRAFTSEQUENGE.2 unordered piecesy/4.3e- 
37:323:78//AG005077 f v ' = 

R-HEMBA1 0021 99//Human Gosmid g5129gl24 from 7q31 .3, complete, sequence.//! .4e-89:564:87//AG002498 
R-HEMBA1002204//Homo sapiens Chromosome 22q1l.2 Cosmid ^feloW 81 7g In IGLG Region, complete se- 
30 quence.//l .5e-3l :313:71//AG000053 V; ; 

R-HEMBA1002212//K.lactis mitochondrial G0X1 and A8 genes for^cv^tochrome oxidase subunit I and ATPase 

subunit 8y/0.0023:346:60//X57546 - f : 

R-HEMBA1 002215//IVI.musculus mRNA for testiny/4.7e-61 :414:84//X78989 

R-HEMBA1 002226//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 2705, WORKING 
35 DRAFT SEQUENGEy/4.6e-46:375:77//AL033529 ; , f''^* ' • 

R-HEMBA1 002229//Homo sapiens growth suppressor related (DOC-I Rj mRNA, complete cdsy/4.6e-46:238:98// 
AF089814 .,\ • 

R-HEMBA1 002237//Homo sapiens I2q 13 PAC RPGI1 -31 6M24(RosweirPark Cancer Institute Human PAC library) 
complete sequencey/4.3e-26:469:67//AC004242 
40 R-HEMBA1002253//Homo sapiens BAG Clone GS180J15 fronn'7p31, complete sequencey/5.!e-23: 162:82// 
AC005016 '{ 
R-HEMBA! 002257 " . *' 

R-HEMBA!002267//Equus caballus demnatan sulfate protisoglycan II mRNA, complete cdsy/4.6e-44:300:88// 
AF03 8127 

45 R-HEMBA1002270//Human BAG Clone RG067M09 from, 7q2l.77q22, complete sequence.//l.9e-l9:l76:85// 

AC000057 

R-HEMBA1 002321 vl...,VV.> 

R-HEMBA1002328//HS_3061_A1_D06„T7 GIT Approved Humah| Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=306! Col=1! Row=G, genomic survey sequer)cey/! .0:! 51 :65//AQ1 2761 7 
50 R-HEMBA! 002337//Saccharomyces cerevisiae RNA polymerase; 1 1 iholo^nzy me component (SRB7) gene, com- 
plete cds,//3.7e-07:328:63//U238!l '* y 

R-HEMBA1002341//Homo sapiens mRNA for KI/VA0771 protein, partial- cdsy/2.4e-128:642:96//AB01 831 4 
R-HEMBA1 002348//Human DNA sequence from clone 409O1 0 on chromosome 20ql 2 Contains CA repeat, GSS, 
STS, complete sequencey/3.7e-07:587:58//AL031256 . ; ; y ^ ; 

55 R-HEMBA1 002349//Leishmania tarentolae maxicircle DNA fragiji§nty/a 8:341 :58//X02438 

R-nnnnnnnnnnnn//Homo sapiens chromosome-associated protein7E:(hCAP-E) mRNA, complete cdsy/l .2e-!2! : 
66!:93//AF092563 V " 

R-HEMBA! 00238!//Homo sapiens genomic DNA of 8p21 .3-p22 anti-oricogene of hepatocellular colorectal and 
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non-small cell lung cancer , segment 1l/1iy/1.le-70:559:79//ABd2b868 

R-HEMBA1002389//HS_3218_B2_E08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3218 Col=16 Row=J, genomic survey sequencey/p.0011:122:72//AQ213602 
R-HEMBA1 00241 7//H0 mo sapiens chromosome 19, cosmid. R28784, complete sequence.//4.2e-81:232:97// 
5 AC005954 ^ V . 

R-HEMBA1 00241 9//Homo sapiens PAC Clone DJ0649P1 7 from 7^1 i:;23-q2l , complete sequence.//0.50:23l :64// 
AC004848 . 

R-HEMBA1002430//P.falclparum complete gene map of plastid-lil?e:DNA (IR-B)y/0.0023:604:56//X95276 
R-HEMBA1 002439//Homo sapiens clone GS096J14, WORKING DRAFT SEQUENCE, 3 unordered piecesy/3.4e- 
10 23:183:80y/AC006026 ^^V' ' 

R-HEMBA1002458//Human DNA sequence from clone 146H21 'ori chromosome Xq22 Contains cleavage stimu- 
lation factor, 64 KD subunit, gene similar to CYTOCHROME B-245^HEAVY CHAIN, pseudogene similar to hnRNP 
A1 protein and ESTs, complete sequencey/7Je-32:161:83//Z83819^J 

R-HEMBA1002460//Homo sapiens clone DJ1137I\/I13, complete sequencey/2.6e-1 00:305:1 00//AC005378 
IS R-HEMBA1 002462//Sequence 43 from patent US 57081 57y/2.0e-1 0:1 31 :77//l80068 

R-nnnnnnnnnnnn 

R-HEMBA1 002477//Homo sapiens PAC clone DJ0607J23 from 7q21 .2-q31 .1 . complete sequence y/6.6e-33:279: 
80//AC004841 

R-HEMBA1002486//"*ALU WARNING: Human Alu-Sq subfamily consensus sequencey/2.1e-50:290:92/AJ 14573 
20 R-HEMBA1 002495//CITBI-E1 -251 5J1 0.TR CITBI-E1 Homo sapiens genomic Clone 251 5J1 0, genomic survey se- 
quence.//1.0:122:68//AQ261762 

R-HEMBA1002498//Homo sapiens clone DJ1102A12, WORKINGjDRAFT SEQUENCE, 15 unordered piecesy/ 
2.86-22:21 0:78//AC004963 '^'^^'l 

R-HEMBA1 002503//Homo sapiens chromosome 1 7, clone HRPtI p67M6, complete sequencey/2.7e-l 7:435:58// 
25 AC003043 ' / 

R-HEMBA1002508//Homo sapiens, clone hRPK.15_A_1, complete 3equencey/3.7e-09:408:61//AC00621 3 
R-nnnnnnnnnnnn//Homo sapiens mRNAfor histone deacetylase-like'protein (JM21)y/7.1e-112:456:92//AJ011972 
R-HEMBA1002515 ^ -1/:: V>.> . 

R-HEMBA1002538//Homo sapiens mRNA for KIAA0454 protein; partial cdsy/1 .6e-104:564:93//AB007923 
30 R-HEMBA1 002542//HS_3197_B2_B10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3197 Col=20 Row=D, genomic survey seqiJence:V/^:8e-25:1 86 :86//AQ 188792 
R-HEMBA1002547//MUS musculus agrin gene, exon 36y/0.0095:93:75//M92658 
R-HEMBA1002552//Homo sapiens clone DJ1137M13. complete sequertcey/4.0e-49:308:90//AC005378 
R-HEMBA1002555//Homo sapiens full-length Insert cDNA clone tR87Gl'oy/8.3e-65:318:99//AF085957 
35 R-HEMBA1 002558//, complete sequencey/2.3e-38:264:89//AC0'O54q9 

R-HEMBA1002561//Human DNA sequence from clone 39601 7'on chromosome 1p33-35.3 Contains EST, STS, 
GSS, complete sequencey/7.1e-44:192:80//AL008634 

R-nnnnnnnnnnnn//Homo sapiens protein associated with Myc mRNA, complete cdsy/4.5e-119:587:97//AF075587 
R-HEMBA1 002583 

40 R-HEMBA1002590//Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p21.1-21.33. Contains 

the SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, StSs and two predicted CpG islands, complete se- 
quence.//9.4e-42:248:88//Z951 52 

R-HEMBA1002592//Homo sapiens chromosome 19, cosmid' B30385, complete sequence .//2.6e-56:302:84// 
45 AC004510 

R-HEMBA1 002621 ( ''t^^X' I 

R-HEMBA1002624//Homo sapiens mRNA for KIAA0808 protein; &mplete cdsy/6.7e-76:380:97//AB018351 
R-HEMBA1002628//P.falciparum complete gene map of plastidiriikepNA* (IR-A),//8.8e-05:327:60//X95275 
R-HEMBA1002629//MUS musculus clone OST16705, genornlc)sii^fe^hsequencey/4.3e-06:205 
50 R-HEMBA1 002645//***ALU WARNING: Human Alu-J subfamily consensus sequencey/7.1 e-39:281 :84//U1 4567 

R-HEMBA1002651//Homo sapiens PAC clone DJ0593H12 from 7fi3^^ sequence.//1.1e-1 04:500:95// 

AC004839 ' 

R-HEMBA1002659//Human DNA sequence from clone 243E7ori;chrpmosome 22ql2.l. Contains ESTs, STSs 
and GSSs, complete sequencey/1.2e-61:280:92//AL022323 " < ' 
55 R-HEMBA1 002661//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 225E12, WORKING 

DRAFT SEQUENCE.//3.2e-41 :325:81//AL031 772 . , ' • : 

R-HEMBA1 002666//Homo sapiens full-length insert cDNA clone YY74A07y/0.00037:79:84//AF088008 
R-HEMBA1002678//Human DNA sequence "* SEQUENCING InVrOGRESS *** from clone 1137F22. WORK- 
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ING DRAFT SEQUENCEy/2.3e-1 07:561 :94//AL034421 

R-nnnnnnnnnnnn//CIT-HSP-2287E8.TF CIT-HSP Homo sapiens' genomic clone 2287E8, genomic survey se- 
quence. //5.4e- 17:1 37:88//B9928l - .^ * 

R-HEMBA1002688//Homo sapiens chromosome 5, P1 clone 1 354A7 (LBNL H47), complete sequence 7/0. 033: 
5 146:70//AC004503 . ^ iU j " 

R-HEMBA1 002696 

R-HEMBA1 00271 2//Homo sapiens PAC clone 166H1 from 12q .complete .sequencey/6.2e-44:302:87//AC003982 
R-HEMBA1 002716//MUS musculus mRNA for ELM1 , complete .cds:iyi':le-31 :332:76//AB004873 
R-HEMBA1 002728//Homo sapiens mRNA for KIAA0621 protein, partial cdsV/l .2e-35:287:81//AB014521 
10 R-HEMBA1 002730//D.discoideum actin M6 gene. 5' flank.//0.0l'8:233:66//M29109 

R-HEMBA1 002742//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 1 08H3. WORKING 
DRAFT SEQUENCE.//2.6e-13:419:62//AL033525 " ^ 

R-HEMBA1002746//MUS musculus chromosome 19, clone CIT282B21, complete sequenceV/0. 01 9:202:65// 
AC003694 

15 R-HEMBA1 002748//Human DNA sequence SEQUENCING IN PROGRESS from clone 404K8, WORKING 

DRAFT SEQUENCE.//0.046:263:60//AL023883 

R-HEMBA1 002750//Human DNA sequence from PAC 452H1 7 on chromosome X contains sodium-and chloride- 
dependent glycine transporter 1 (GLYT-1 ) like, ESTs 7/0.052:421 :58//Z9681 0 

R-HEMBA1002768//Homo sapiens mRNA for KI/VA0554 protein, partial cds.//1 .2e-104:545:95//AB011126 
20 R-HEMBA1 002770//Plasmodium falciparum 3D7 chromosome .12 PFYACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered pieces7/3.0e-07:523:59//AC005140 
R-HEMBA1 002777 

R-HEMBA1002779//Human HepG2 3' region Mbol cDNA, clorie hmd1e03m37/9.4e-25:158:93//D17139 
R-HEMBA1 002780//Human DNA sequence '** SEQUENCING'IN PROGRESS *** from clone Y214H10, WORK- 

25 ING DRAFT SEQUENCE7/1.6e-42:463:75//AL022344 f^^y 

R-HEMBA1 002794//Plasmodium falciparum MAL3P8, complete sequence7/2.2e-05:417:59//AL034560 
R-HEMBA1 002801//Meloidogynejavanica mitochondrial transfer RN A His, 1 6S ribosomal RNA(16S rRNA) genes, 
ND3 gene, complete cds, and cytochrome b gene, 5' end of CDS7/6.00055:444:59//L7626l 
R-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA^^c<3mp^ cds7/4.4e-115:559:97//AF071185 

30 R-HEMBA1 00281 6//Homo sapiens done NH0576N21 , WOR'RfNG DRAFT SEQUENCE, 5 unordered piecesV/ 

4.3e-88:329:94//AC005043 Jl h.? 

R-HEMBA1 002826//Homo sapiens genomic DNA, chromosome 2fqll.l, segment 12/28, WORKING DRAFT SE- 
QUENCE7/1.9e-22:262:67//AP000041 - . ' ' , Y..- ^ 

R-HEMBA1 002833//Homo sapiens chromosome 17, clone hRPC.li7_B_12, complete sequence7/1.3e-79:396: 
35 97//AC004707 

R-HEMBA1002850//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE. 7 unordered pleces7/0.013:393:61//AC005506 

R-HEMBA1002863//Homo sapiens chromosome 17, clone h RPK. 271 _K_11, complete sequence7/4.1e-73:489: 
85//AC005562 ' ' ' '? . 

40 R-HEMBA1002876//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1. WORK- 

ING DRAFT SEQUENCE7/0.21 :549:55//AL034557 

R-HEMBA1002886//CIT-HSP-201 3C4.tr CIT-HSP Homo saplen^' genomic Clone 201 3C4, genomic survey se- 
quence.//0.30:431 :56//B53836 

R-HEMBA1 002896//Homo sapiens SH3-containing adaptor molecule-1 mRNA, complete cds.//3.9e-1 06:541 :95// 
45 AF037261 r ^' 

R-HEMBA1 002921 j'^;; 

R-HEMBA1 002924//Homo sapiens genomic DNA of 9q32 anti-oncogene'Of flat epitherlum cancer, segment 7/1 07/ 
4.6e-19:139:78//AB020875 ^-^^'^^ ^ 

R-HEMBA1 002934//Human DNA sequence SEQUENCING IN 'PROtiRESS *" from clone 862K6, WORKING 
50 DRAFT SEQUENCE7/7.5e-45:282:89//AL031681 ^ ; ..V\- f ! 

R-HEMBA1002935//CIT-HSP-2282P14TFB CIT-HSP Homb sapibW^^ge^ clone 2282P14. genomic survey 
sequence.//! .5e-1 02:51 4:97//AQ008584 ' t 'V 

R-HEMBA1 002937//Human DNA sequence *** SEQUENCING IN/PROGRESS *** from clone 745114, WORKING 
DRAFT SEQUENCE.//3.3e-87:444:97//AL033532 ' | . ' ' ; 

55 R-HEMBA1 002939 ' ' ; 

R-HEMBA1002944//HS_3107_A1_C05_T7 CIT /approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3107 Col=9 Row^E, genomic survey sequence.//6.3e-21 :250:73//AQ1 03952 
R-HEMBA1 002951 //Xerolycosa miniata mitochondrial 12S rRNA gene7/0.013:228:63///VJ008020 
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R-HEMBA1 002954//HS_3246_A2_G09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3246 Col=18 Row^M, genomic sun/ey sequence^7/5.8e-42:258:91//AQ218005 
R-HEMBA1 002968//Homo sapiens chromosome 17, clone hRPK.1l2_J_9. complete sequence .//4.2e-38:300:83// 
AC005553 * - ' . 

5 R-HEMBA1 002970//Slime mold (D.discoideum) prestalk D11 gene.;cqmplete cds.//5.0e-05:54i :57//Miioi2 

R-HEMBAl 002971 //Homo sapiens mRNA for KIAA0679 protein, partial cdsy/7.2e-29:^ 
R-HEMBA1002973//Homo sapiens chromosome 19, cosmid F20900. complete sequence.//9.1e-36:520:69// 
AC006128 

R-nnnnnnnnnnnn//Homo Sapiens Chromosome X clone bWXb69,l, complete sequence,//0.00040:504:59// 
10 AC004386 [ 

R-HEMBAl 002999//Rattus norvegicus lamina-associated polypeptide 1C (LAP1C) mRNA, complete cds.//3.7e- 
66:556:79//U19614 

R-HEMBAl 003021//Human Chromosome 11 overlapping pacs'pDJ235k10 and pDJ239b22, WORKING DRAFT 
SEQUENCE, 17 unordered pleces.//1.6e-44:530:70//AC000406 
15 R-HEMBAl 003033//Homo sapiens full-length insert cDNA clone ZC34B1 07/4.66-78:41 4:94//AF0861 94 

R-HEMBA1003034//Homo sapiens Chromosome 19, cosmid R29351, complete sequence.//9.0e-52:322:75// 
AC004026 

R-HEMBAl 003035//HS_2008_/^_G08_T7 CIT Approved Human- Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=20a8 Col=16 Row=M, genomic survey sequence.//4.0e-68:343:97//AQ269839 
20 R-HEMBA1003037//347G15TVB CIT978SKA1 Homo sapi.en§^ genomic clone A-347G15, genomic survey se- 

quence.//0.57:188:58//B17694 . ^ 

R-HEMBAl O03041//Homo sapiens PAC clone DJ1163J12 from 7q2l.2-q31 .1 , complete sequence.//6.3e-30:350: 
72//AC004983 4 v. ' 'V V'- ' 

R-HEMBAl aO3046//Homo sapiens mitochondrial processing p^ptidase beta-subunit mRNA, complete cdsy/4.le- 
25 118:578:97//AF054182 ' ('::~2 

R-HEMBAl 003064//Human cosmid LL12NC01-N-136B11, located centromeric to the ETV6 gene, chromosome 
1 2p1 2-13.^^0.001 8:271 :60yyU59962 I'^tS^-f • 

R-HEMBAl 003067//Human DNA sequence *** SEQUENCING'IN PROtSRESS *** from clone 63301 9, WORKING 
DRAFT SEQUENCEy/5.3e-48:464:76//AL022302 • ! ' - 

30 R-HEMBAl 003071//CIT-HSP-2370D6.TR CIT-HSP Homo sapiens genomic clone 2370D6. genomic survey se- 

quence. //0. 1 9 :48:87//AQ11 01 36 

R-HEMBAl 003077//Rattus norvegicus Shal-related potassium channel kv4.3 mRNA, complete cds.//4.9e-69:494: 
84//U42975 

R-HEMBAl 003078//Human DNA sequence from PAC 339A1 8 on chromosome Xpl 1 .2. Contains KIAA01 78 gene, 
35 similar to mitosis-specific chromosome segregation protein SMCVbf S.cerevisiae, DNA binding protein similar to 
URE-B1 , ESTS and STSy/1 .1 e-11 :331 :64//Z97054 

R-HEMBA1003079//Homo sapiens Xp22-132-134 BAC GS"HB-59bJl5 (Genome Systems Human BAC library) 
complete sequencey/4.6e-ii6:576:98//AC004673 

R-HEMBAl 003083//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0442P1 2; 
40 HTGS phase 1 , WORKING DRAFT SEQUENCE, 5 unordered 'piebesy/3. 1 e-43:280:83//AC005798 

R-HEMBAl 003086//Homo sapiens clone NH0319F03. WORKING DRAFT SEQUENCE, 3-unordered pieces.// 
1 .2e-43:281 :88//AC006039 'j- 

R-HEMBAl 003096//Human DNAsequencefromcloneJ506G21,VVORKING DRAFT SEOUENCE.//0.00037:421 : 
59//Z82213 . : ^i ; 

45 R-HEMBAl 003098//*** SEQUENCING IN PROGRESS *** Homo sapiens Chromosome 4. BAC clone C0024K08; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 5 unordered p.iecls!//!. 46-30:303 :78//AC005598 
R-HEMBAl 0031 17 

R-HEMBAl 0031 29//Human DNA sequence *** SEQUENCING IN PR&GRESS *** from clone 407F1 1 , WORKING 
DRAFT SEQUENCEyy7.9e-11 :109:85//AL022329 
50 R-HEMBAl 0031 33//Homo sapiens chromosome 9, PI clone ,11659. complete sequence y/3. 96-99:484:98// 
AC004472 - . ' 

R-HEMBAl 0031 36//CIT-HSP-2281 L22.TF CIT-HSP Homo sapient genomic clone 2281 L22, genomic survey se- 

quencey/2.0e-1 0:93:92//B99861 

R-HEMBAl 0031 42//Homo sapiens I2q24.2 PAC RPCI1-128M12 jRoswell Park Cancer Institute Human PAC li- 
55 brary) complete sequencey/9.8e-40:270:87//AC004024 

R-HEMBA1003148//Homo sapiens mRNA for dachshund protein.//1 .1e-116:586:96//AJ005670 

R-HEMBA1 0031 66//Human DNA sequence from PAC 306D1 on.cfiromosome X contains ESTsy/6.4e-35:364:70// 

Z83822 
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R-HEMBA1003175//Human IFNAR gene for interferon alpha/beta receptor.//1 .9e-30:282:77//X60459 
R-HEMBA1 003197 < \ i;'^'' 

R-HEMBA1003199//HS_2166_A1_E12_MR CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2166 Col=23 Row=l, genomic survey sequence.//0.00026:271:61//AQ164162 
5 R-HEMBA1003202//Homo sapiens Clone DJ0592G07, WORKING DRAFT SEQUENCE, 3 unordered piecesV/ 

5.4e-44:291:83//AC005480 » ■ 

R-HEMBA1003204//Human BAG clone RG072E11 from 7q21-7q22, complete sequence.//3.1e-1 0:293:62// 
AC000118 .J ^ 

R-HEMBA1 00321 2//Homo sapiens clone DJ0902E20, WORKlfviG DRAFT SEQUENCE, 1 unordered piecesV/l .0: 

10 118:69//AC006148 

R-HEMBA1003220//HS_3092_B1_F09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3092 Col=17 Row=L, genomic survey sequence.//0:00014:59:91//AO1 28202 
R-HEMBA1003222//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS '** from clone Y43F8, 
WORKING DRAFT SEQUENCE.//0.84:214:62//Z95393 ' : 

15 R-HEMBA1 003229//RPC1 1 1 -1 6F1 5.TPB RPCI-1 1 Homo sapiens genomic clone RPC 1-1 1 -1 6F1 5, genomic survey 

sequence.//0.42:167:64//B83610 

R-HEMBA1 003235//CIT-HSP-2320G1 9.TF CIT-HSP Homo sapiens.genomic clone 2320G1 9, genomic survey se- 

quence.//3.6e-36:195:81//AQ037231 : ' ' 

R-HEMBA1003250//HS_2168_/V2„C09_MF CIT Approved Human Geriomic Sperm Library D Homo sapiens ge- 
20 nomic clone Plate=2l68 Col=18 Row=E, genomic survey sequence-//! .4e-22:l58:89//AQ 125356 

R-HEMBA1003257//Human PCP4 gene, exon 3 and complete cds.//0.96:268:61//U53709 
R-HEMBA1003273//Homo sapiens Xp22 6AC GS-37701 4 (Genome Systems Human BAG library) complete se- 
quence.//! .0e-32:255:84//AC002549 ; -^y^r: t^^.i " ' • 

R-HEMBA1003276//Plasmodium falciparum 3D7 chromosome' 12 j?FYAC492 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 5 unordered pieces.//0.0044:212:60//AC0053d;8 ;■' 

R-HEI\/IBA1003278//Homosapiens I2q24.l PAC RPCI1 -31 sLstRpsv^eli Park Cancer Institute Human PAC library) 
complete sequence.//1.1e-34:286:74//AC002395 ' ' 

R-HEMBAl 003281//High throughput sequencing of human chronhosome 12. WORKING DRAFT SEQUENCE, 1 
ordered pieces.//1 .8e-53:428:83//AC005840 
30 R-HEMBAl 003291//Homo sapiens mRNA for KIAA0537 protein, complete cds7/3.0e-1 15:551 :99//AB01 1 1 09 

R-HEMBA1 003296//CIT-HSP-21 96L1 6.TR CIT-HSP Homo Sapiens genomic clone 21 96L1 6, genomic survey se- 

quence.//2.9e-20:337:65//AQ003073 :: 

R-HEIVIBA1 003304//Sequence 23 from patent US 5552281 .//1'.8e-31 :179:97//I25662 

R-HEMBA1003309//Arabidopsis thaliana genomic DNA, chromosome 5. TAC clone: K19E20, complete se- 
as quence.//0.00019:334:60//AB017061 .y;: - 

R-HEMBAl 00331 4//Homo sapiens mRNA for leucine zipper bearing kinase, complete cds 7/2.86-111:545:97// 
AB001872 ' : r 

R-HEMBAl 003322//Human DNA sequence from clone 23K20"on chromosome Xq25-26.2 Contains EST, STS, 
GSS. complete sequence.//0.60:274:6l//AL022153 - P ' 

40 R-HEMBAl 003327//Homo sapiens BAC Clone RG351J01 from 7q22rq31 , complete sequence.//0.00028: 172:65// 
AC005099 '-.-i'^H; 

R-HEMBAl 003328//Homo sapiens clone RG270D13, WORKING DRAFT SEQUENCE, 18 unordered pieces.// 
2.2e-44:268:90y/AC005081 ^^^^ 1-^ 

R-HEMBAl 003330//Homo sapiens poly(A) binding protein if (P^Bf^^ complete cds.//2.7e-6 1:31 2:97// 

45 AF026029 ' r- - ' 

R-HEMBAl 003348//***ALU WARNING: Human Alu-J subfamily consensus sequencey/7.2e-38:1 86: 83//U 14567 
R-HEMBAl a03369//Caenorhabditis elegans cosmid F59C6, complete sequence 7/0. 000 12:465: 597/279 600 
R-HEMBAl 003370//Homo sapiens chromosome 17, clone hRPC867C24, complete sequence.//3.2e-42:30l :87// 
AC002558 

50 R-HEMBA1 003373//Human DNA sequence from clone 1 09F14 on chromosome 6p21 .2-21 .3. Contains the alter- 
natively spliced gene for Transcriptional Enhancer Factor TEF-5^ the 60S Ribosomal Protein RPL10A gene, a 
PUTATIVE ZN F1 27 LIKE gene, and the PPARD for Peroxisome Proliferator Activated Receptor Delta (PPAR-Delta, 
PPAR-Beta, Nuclear Hormone Receptor 1, NUCI, NUCI, PPARB). 'Contains three putative CpG islands, ESTs, 
STSs, GSSs and a ca repeat polymorphism, complete sequence.//7.4e-34:375:74//AL022721 

55 R-HEMBAl 003376//Homo sapiens chromosome 1 6, cosmid clone RTi 02 (LANL), complete sequenceV/l .6e-46: 

309:88//AC004651 

R-HEMBAl 003380//HS_3l 84_B2_E06_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3184 Col=12 Row=J, genomic survey sequence7/l .0e-35:237:88//AQ189144 
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R-HEMBA1003384//HS_2193_B2_H08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2193 Col=16 Row=P, genomic survey sequence7/0.00029:96:76//AQ032212 
R-HEMBA1003395//Homo sapiens chromosome 17, clone HCIT169H9. WORKING DRAFT SEQUENCE, 6 un- 
ordered pieces7/2.6e-21 :1 39:86//AC002993 
5 R-HEMBA1 003402//CIT-HSP-21 66E1 9.TR CIT-HSP Homo sapiens genomic Clone 21 66E19, genomic survey se- 

quence.//0.99:144:61//B91549 .7 [ \- 

R-nnnnnnnnnnnn 

R-HEMBA1 00341 7//Human DNA sequence from clone 496N17 on chromosome 6pll .2-1 2.3 Contains EST, GSS, 
complete sequence7/2.5e-112:547:98//AL031321 
10 R-HEMBA1003418//Homo sapiens PAC clone DJ0755G17 from 7p21-p22, complete sequence7/0.082:352:59// 

AC004879 ' . ' : 

R-HEMBA1 003433//Homo sapiens cell cycle regulatory protein p95 (NBSl) mRNA, complete cds7/9.9e-l1 4:544: 
98//AF058696 . .. 

R-HEI\/IBA1 003461 • 
15 R-HEMBA1 003463 

R-HEMBA1 003480//Homo Sapiens clone NH0523H20, complete sequence.//9.1e-106:533:96//AC005041 
R-HEMBA1 003528 ; . 

R-HEMBA1003531//Human BAC clone GS552A01 from 7q21-q22, complete sequence 7/3.4e-08:333:64// 
AC002454 

20 R-HEIVIBA1 003538//Human mRNA for complement component^CI ry/1 .4e-23:333:68//X04701 

R-HEMBA1003545//Zebrafish mRNA for zflsl-2 (insulin gene enhancer binding protein homolog), complete cds7/ 
0.030: 144:68//D38453 ^ \ \\ 

R-HEI\^BA1003548//Plasmodium falciparum 3D7 chromosom? l'2 -PFtAC8l2 genomic sequence. WORKING 
DRAFT SEQUENCE, 8 unordered piecesy/0.001 7:487 :57//AC004 153- 
25 R-HEMBA1 003555//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 371 H6, WORKING 

DRAFT SEQUENCE7/2.8e-99:503:96//AL031 718 

R-HEMBA1 003556//Homo sapiens Xp22-175-176 BAC GSHBi^484017 (Genome Systems Human BAC Library) 
complete sequence7/l .66-11 4:574:97//AC0059l 3 

R-HEMBA1 003560//DiplOtepiS rosae microsatellite clone DR0409.6.//0.24:116:67//AF034416 
30 R-HEMBA1 003568//Homo sapiens clone NH0215P16, WORklNG^)RAFT SEQUENCE. 3 unordered pieces7/ 

3 . 9e-05 :422 :63//AC006036 

R-HEMBA1003569//Homo sapiens full-length insert cDNAclone;;ZD82D067/8.7e-108:545:95//AF086450 
R-HEMBA1 003571//Homo sapiens PAC clone DJ0886O08 fcom 7q32-q35. complete sequence7/4.6e-51 :570:71// 
AC004914 : ' . 

35 R-HEI\ABAi 003579//HS_3237_B2_E05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3237 Col=10 Row=J, genomic survey sequence7/8.5e-97:495:95//AQ209302 
R-HEIVIBA1 003581//IVIouse mRNA for talin.//8.3e-1 2:1 28:82//X56T23j ' 

R-HEfVIBAl 00359l//Homo sapiens Chromosome 16, BAC clone;26b3'(LANL), complete sequence7/2.9e-87:25l : 
95//AC005774 

40 R-HEMBA1 003595//Homo sapiens DNA sequence from BAC 121 6H1 2 on chromosome 22q1 2. Contains a pseu- 

dogene with similarity to part of mouse Ninein and the KIAA06Q9 gene for a protein similar to C. elegans K09C8.4. 
Contains ESTs. GSSs and a ggtt repeat polymorphism, complete' sequence7/4.5e-52:3B4:83//AL0087l 5 
R-HEMBA1 003597//Homo sapiens DNA sequence from PAC 418A9-bn-chromosome 6q21 . Contains the first (5') 
two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE genei.a.Neutral Caiponin LIKE pseudogene, ESTs and 

45 STSs, complete sequence7/4.6e-41:442:74//Z84480 ' i' ': ' 

R-HEMBA1003598//Homo sapiens PAC Clone DJ0537P09 from 7pli.2-pl2, complete sequence.//l.8e-23:l77: 

88//AC005153 

R-HEMBA1 003615 

R-HEiy^BAl 00361 7//Plasmodium falciparum 3D7 chromosom^e 'i^ 'PFYAC336 genomic sequence, WORKING 
50 DRAFT SEQUENCE, 5 unordered pieces7/0.039:494:57//ACOp5139 

R-HEMBA1 003621 11*** SEQUENCING IN PROGRESS *** Hooioypiens Chromosome 4. BAC clone C0052I22; 

HTGS phase 1 , WORKING DRAFT SEQUENCE, 4 unordered pieces7/2.3e-26:309:75//AC004599 

R-HEMBA1 003622//Homo sapiens Xp22 BAC 620F1 5 (Genome,Systems BAC library) complete sequence7/7.l e- 

56:545:75//AC002980 • 
55 R-HEMBA1 003630//Homo sapiens CC chemokine gene clusteriiCpmplete sequence7/2.8e-32:546:68//AF088219 

R-HEMBA1 003637//Human BAC Clone GS552A01 from 7q2i-q22, complete sequence.//8.0e-25:457:68// 

AC002454 I \\ ; 

R-HEMBA1 003640//Homo sapiens chromosome X, PAC 671 D9~ cbrnpiete sequence7/2.8e-40:280:B6//AF031 078 
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R-HEMBA1 003645//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 32B1 . WORKING 
DRAFT SEQUENCE.//1 .7e-33:297:82//AL023693 

R-HEMBA1003646//Plasmodium falciparum MAL3P7, complete sequence.//0.44:319:59//AL034559 
R-HEMBA1003656//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-152E5. complete sequence.//6.9e- 
5 36:242:80//AC004382 

R-HEMBA1 003662//Homo sapiens chromosome 17, clone hRPK.33^-H_i8, complete sequence7/8.6e-l 17:588: 
96//AC005746 

R-HEMBA1003667//Sequence 8 from patent US 5420245.//1.8e-21:1 70:887/112222 

R-HEMBA1003679/A^omo sapiens BAC clone RG114Bl9Jrom 7q3l.1, complete sequence .//1 .60-22:180:87// 
10 AC005065 . ' 

R-HEMBA1 003680//C. elegans cosmid ZK353.//1 .1e-06:270:6iy/Ll5313 

R-HEMBA1003684//Colias alexandra alexandra cytochrome oxidase subunit I (coxl) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds.//0.77:171 :66//AF044872; 

R-HEMBA1003690//Homo sapiens 12q13.1 PAG RPCI5-1 057120. (Roswell Park Cancer Institute Human PAC li- 
15 brary) complete sequencey/i .6e-i 04:523:97// AC004466 

R-HEMBA1003692//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 508115, WORKING 
DRAFT SEQUENCE.//1.7e-41:414:77//AL021 707 - , 

R-HEMBA1003711//Human Chromosome 11 overlapping pacs pDJ235k10 and pDJ239b22, WORKING DRAFT 
SEQUENCE. 17 unordered pleces.//1 .6e-29:304:77//AC000406 'm, •, 
20 R-HEMBA1 003714 , 

R-HEMBA1 00371 5//Homo sapiens chromosome 16p1 1.2 BAC clone CIT987SK-A-685D8. WORKING DRAFT SE- 
QUENCE, 16 unordered pleces.//l .4e-63:578:77//AC005136 

R-HEMBA1003720//Homo sapiens, WORKING DRAFT SEQUENCE, 135 unordered pieces.//2.4e-36:350:78// 
AC002353 

25 R-HEMBA1003725//Homo sapiens chromosome 19, cosmid 'R3 1973, complete sequence.//6.3e-42:250:75// 

AC004699 

R-HEMBA1003729//RPCI11-22D14.TV RPCI-11 Homo sapiens genomic clone RPCI-11-22D14, genomic survey 
sequence.//1.0:234:62//B86158 ' ' ' ' 

R-HEMBA1003733//Human DNA sequence from clone 396D17 on chromosome 1p33-35.3 Contains EST, STS, 

30 GSS, complete sequence.//7.7e-80:558:83//AL008634 ' "^ 4'" 

R-HEMBA1 003742//HS_3080_B2_H06_MR CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3080 Col=12 Row=P, genomic survey sequeoce.//3.4e-55:331:91//AQ139179 
R-HEMBA1003758//Human DNA sequence from PAC 295C6 on chromosome 1q24. Contains ESTs, CA repeat, 
STS and CpG istand.//4.5e-59:521 :75/yZ97876 ^ f ' 

35 R-HEMBA1 003760 

R-HEMBA1003773//MUS musculus Signal recognition particle receptor be^ subunit mRNA, complete cdsy/2.6e- 
72:467:86//U17343 

R-HEIVIBA1003783//MUS musculus bromodomain-containing protein 'BP75 mRNA, complete cds^/l .0e-77:557: 
81//AF084259 . : . 

40 R-HEMBA1 003784 " ; ' 

R-HEMBA1003799//Homo sapiens PAC clone DJ1032B10 from 7pl5.3-p21 , complete sequencey/2.1 e-49:390: 
72//AC004455 - > ■ 

R-HEMBA1 003803 ^-^ ' - ; 

R-HEMBA1003804//Homo sapiens chromosome 17, clone hCIT175_E_5, complete sequence.//9.4e-99:359:99// 
45 AC004596 

R-HEMBA1003805//Human DNA sequence from clone 51J12 on chromosome 6q26-27. Contains the 3' part of 
the alternatively spliced gene for the human orthologs of mouse Qkl-7 and QKI-7B (KH Domain RNA Binding 
proteins) and zebrafish ZKQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence.// 
8.0e-113:567:96/yAL031781 ' 

50 R-HEMBA1003807//Bovine dinucleotide microsatellite HUJII77.//5.4e-18:194:78//M96348 

R-HEMBA1003836//Human DNA from overlapping chromosome 19':cosm ids R31396. F2545L and R31076 con- 
taining C0X6B and UPKA, genomic sequence, complete sequence.//3.4e-40:256:85//AC002115 
R-HEMBA1 003838//CIT-HSP-2380F18TF CIT-HSP Homo sapiens genomic clone 2380F18, genomic survey se- 
quence.//9.7e-25:150:96//AQ196624 / 

55 R-HEMBA1 003856//Human DNA sequence from clone 272E8 on 'chromosome Xp22.1 3-22.31 . Contains a pseu- 
dogene similar to MDM2-Llke P53-binding protein gene. Contains STSs', GSSs and a CA repeat polymorphism, 
complete sequence.//4.8e-33:486:68//Z93929 > 
R-HEMBA1 003864//, complete sequence.//4.4e-1 00:531 :94//AC0b530d' ' 
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R-HEMBA1003866//HS_3203_B2_C01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3203 Col=2 Row=F, genomic survey sequence.//2.6e-05:206:64//AQ1 80298 
R-HEMBA1003879//Homo sapiens chromosome 10 clone CIT987Sk-1119P3 map 10q25.1, WORKING DRAFT 
SEQUENCE, 1 ordered pieces.//4.7e-17:170:79//U82207 
5 R-HEMBA1 003880//Homo sapiens genomic DNA, chromosome*,2i'qli .1 , segment 7/28, WORKING DRAFT SE- 

QUENCEy/7.8e-1 03:526:96//AP000036 ,-^1^1 \ 

R-HEMBA1003885//Human apolipcprotein apoC-IV (AP0C4)'gerie,. complete cdsy/3.5e-45:299:87//U32576 
R-HEMBA1003893//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1137F22, WORK- 
ING DRAFT SEQUENCE7/1 .1e-41 :386:77//AL034421 ' : ' 
10 R-HEMBA1 003902//HS_3031_B2_E07_MR CIT Approved HumVn Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3031 Col=l4 Row=J, genomic survey sequencey/5 3e-50:293:93//AQ 165549 
R-HEMBA1003908//CIT-HSP-2367K7.TR CIT-HSP Homo sapiens genomic clone 2367K7, genomic survey se- 
quence.//1.2e-32:220:92//AQ076795 

R-HEMBA1003926//Homo sapiens chromosome 5, BAG clone 194j18 (LBNL H158), complete sequencey/3.1e- 
15 58:294:85//AC005368 

R-HEI\^BA1 003937//Homo sapiens chromosome 3 subtelomeric region.//8.0e-111 :590:93//AF1 09718 
R-HEiVlBA1 003939 

R-HEMBA1003942//Homo sapiens clone DJ0828F13, complete sequence.//2.2e-08:474:58//AC004904 
R-HEMBA1003950//Plasmodium vivax from Brazil cytochrome b (cytb) gene, mitochondrial gene encoding mito- 
20 chondrial protein, partial cds.//0.034:258:62//AF06961 9 

R-HEMBA1 003953//Plasmodium falciparum MAL3P8, complete sequencey/0.096:492:57//AL034560 
R-HEMBA1003958//Human DNA sequence SEQUENCING IN PROGRESS from clone 64K7. WORKING 
DRAFT SEQUENCE.//7.3e-40:382:78//AL031 668 ^ ' 

R>HEMBA1 003959//Amaranthus hypochondriacus betalne aldeHy^cle'clehydrogenase (ahybadh4) gene, complete 
25 cdS.//0.11:428:60//AF000132 

R-HEMBA1003976//Homo sapiens PAC clone DJ0724E13 from 7p11.2-p12. complete sequence. //1 .0:222:62// 
AC004414 

R-HEMBA1003978//Sequence 31 from patent US 57081 57.//1,'9e:1 4:1 59:77//l80060 

R-HEMBA1 003985//Homo sapiens 12p13.3 PAC RPCI5-927jfo''(R^^^ Park Cancer Institute Human PAC li- 
30 brary) complete sequence7/5.6e-14:136:83//AC004804 .V* i - 

R-HEMBA1003987//Human Chromosome I2pl 3 sequence, complete sequence 7/3. 2e-26:268:79//U47924 

R-HEMBA1003989//RPCI11-52K22.TJ RPCI11 Homo sapiens genomic .Clone R-52K22, genomic survey se- 

quence.//2.2e-86:443:95//AQ052484 ' ^ y>/' ' 

R-HEMBA1 004000 ^■ 
35 R-HEMBA1 00401 1 ■ 

R-HEMBA1 00401 2//Homo sapiens chromosome 17, clone hRPk:63J.Ai1 , complete sequence7/4.7e-38:284:85// 

AC005670 

R-HEMBA1 00401 5//Human DNA sequence from clone 931 El 5 on'chrdnidsome Xq25. Contains STSs, GSSs and 
genomic marker DXS8098, complete sequence7/0.48:460:58//AL023575 
40 R-HEMBA1 004024//Homo sapiens clone RG270D13, WORKING DRAFT SEQUENCE, 18 unordered pieces7/ 

2.5e-21 :1 59:80//AC005081 

R-HEMBA1 004038//Homo sapiens Xq28 BAC RPCI11 -382P7 (Roswell Park Cancer Institute Human BAC Library) 
complete sequence7/7.9e-l 0:231 :66//AC006054 

R-HEMBA1 004042//Homo sapiens clone DJ0968i16, complete sequence7/0.00071:263:68//AC006016 
45 R-HEMBA1004045//Homo sapiens PAC clone DJ0074M20 from; X, complete sequence7/8.8e-23: 196:69// 

AC006143 • 'v-^"^- ' 

R-HEMBA1 004048//CIT-HSP-2288N20.TF CIT-HSP Homo sapiens genomic clone 2288N20, genomic survey se- 
quence7/0.013:1 62:67//AQ007283 .> ■■ 

R-HEMBA1 004049//Human hsp 70 gene 3' region for 70 kDa heat shock protein7/7.7e-30:176:96//X04677 
50 R-HEMBA1004055//Plasmodium falciparum 3D7 chromosome^12^'F^FYAC1383 genomic sequence, WORKING 
DRAFT SEQUENCE. 3 unordered pieces7/8.4e-05:395:63//AGBb5504 , 

R-HEMBA1004056//Homo sapiens clone DJ0847008. WORKING DRAFT SEQUENCE. 3 unordered pieces7/ 
3.56-61:551 :77//AC005484 , 

R-HEMBA1004074//Homo sapiens clone DJ1032D07, WORKiN0;pRAF^ SEQUENCE. 3 unordered pieces7/ 
55 0.98:275:63//AC004952 

R-HEMBA1004086//Sequence 65 from patent US 56911477/2.8e-54:313:92//l76237 

R-HEMBA1 004097//MUS musculus putative transcription factor mRNA, complete cds7/1 .8e-11 :323:63//AF091234 
R-HEMBA1004131//Human mRNA for KIAA0128 gene. partiai'ccls.//9?3e-42:534:69//D50918 



1929 



EP1 074 61Z A2r.\J : t5 

R-HEMBA1 004l32//Homo sapiens chromosome 1 7, clone hcit.2fi i Jpj:7, complete sequence.//6.0e-49:49l :76// 
AC003665 r-- : 

R-HEMBA1004133//HS_3229_B2_E09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3229 Col=l8 Row=J. genomic survey sequencey/i:ie-72:374:97//AQ 192003 
5 R-HEMBA1 0041 38//Human DN A sequence *** SEQUENCING IN PROGRESS "* from clone 41 7M1 4. WORKING 

DRAFT SEQUENCE.//3.1e-09:277:66//AL024498 . \ • 

R-HEMBA1004143//Plasmodium falciparum MAL3P4. complete sequencey/0.53:239:61//AL008970 
R-HEMBA1 0041 46//Homo sapiens clone DJ0038I10, WORKING DRAFT SEQUENCE, 5 unordered pieces7/3.0e- 
35:165:88//AC004820 

10 R-HEMBA1004150//CITBI-E1-2517I2.TR CITBI-E1 Homo sapiens genomic clone 251712, genomic survey se- 

quence.//0.56:379:59//AQ277616 

R-HEMBA1004164//Human BAG Clone GS200K05 from 7q2i-q22, complete sequence.//4.6e-49:448:77// 
AC002429 

R-HEMBA1 0041 68//Homo sapiens geminin mRNA, complete cc[s.//2.4e-11 0:563:96//AF067855 
15 R-HEMBA1 0041 99//S.pombe chromosome I cosmid c8A4.//0.73:1 87:64//266569 

R-HEMBA1004200//Homo sapiens Xp22 BAG GSHB-184P14 (Genome Systems Human BAG library) complete 
sequence.//6.3e-30:293:77//AC004552 

R-HEMBA1 004202//rah=ras-related homolog [mice, HT4 neural cellline, mRNA, 993 nt].//3.0e-64:51 7:80//S72304 
R-HEMBA1004203//Homo sapiens clone NH0313P13, WORKING DRAFT SEQUENCE. 15 unordered pieces.// 
20 1,Oe-97:303:98//AC005488 '-^J ^ ■.. ^ 

R-HEMBA1004207//Homo sapiens leptin receptor short fbfhri '(db) mR^ complete cds.//3.6e-1 16:573:97// 
U50748 ' ;^jy-iv 

R-HEMBA1004225//Drosophila melanogaster mitochondrial DNA.With {2 tRNAs and 7 genes.//5.4e-11 :493:60// 
M37275 vi-^V- 
25 R-HEMBA1004227//Rattus norvegicus protein phosphatase ' 20 ' ;mRN A, complete cds.//6.1e-76:443:86// 

AF095927 • " V T 

R-HEMBA1004238//Homo sapiens chromosome 19, cosmid : R2834t; complete seq u ence. //1. 1 6-42:330:83// 
AC005763 

R-HEMBA1 004241 * / ^* 

30 R-HEMBA1 004246//Homo sapiens genomic DNA, chromosome 21'q22!2 (Down Syndrome region) , segment 4/1 5, 

WORKING DRAFT SEQUENCE.//1.1e-45:288:85//AP000011 

R-HEMBA1004248//Homo sapiens PAC clone DJ0828B12 from 7q1l.23-q21.1, complete sequencey/5.2e-09: 

516:61//AC004903 

R-HEMBA1 004264 

35 R-HEMBA1 004267//HS_2255__A2_H12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2255 Col=24 Row=0. genomic survey sequence.7/8.6e-59:318:95//AQ068854 
R-HEMBA1004272//Homo sapiens I2p13.3 PAC RPCIS-1l'8odl2'(Roswell Park Cancer Institute Human PAC 
Library) complete sequence .//1 .ie-ii3:576:96//AC005831 

R-nnnnnnnnnnnn//Homo sapiens clone 617 unknown mRNA, complete sequence.//4.4e-110:553:96//AF091081 
40 R-HEMBA1 004276 

R-HEMBA1 004286//Homo sapiens TGF beta receptor associated^protein-l mRNA, complete cdsy/l .9e-1 06:538: 
97//AF022795 ^ i:^;::^ ! 

R-HEIVIBA1004289//RPCI11-74010.TJ RPCI11 Homo sapiensVgferiomic clone R-74O10, genomic survey se- 
quence./y2.3e-37:248:76//AQ266668 ^ /-f -^v 

45 R-HEMBA1 004295//Bab00n apolipoprotein A-VI mRNA, 3' end;//6Moi$:2^ 

R-HEMBA1004306//HS_3175_B2_F01_T7 GIT Approved Humar^' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=31 75 Col=2 Row=L, genomic survey sequerice7/1 .6e-28:1 90 :77//AQ1 69206 
R-HEMBA1 004312//Human BAG clone RG119P24 from 7q31, cpm5'let£sequencey/6.3e-36:267:82//AC00308 
R-HEMBA1004321//Homo sapiens *** SEQUENCING IN PTOGREis-^** from PAC 10155. WORKING DRAFT 

50 SEQUENCE.//4.1e-111 :576:95//AJ009611 . , , 

R-HEMBA1 004323//CIT-HSP-2374C8.TR CIT-HSP Homo sapjeris geriomic clone 2374C8, genomic survey se- 
quence.//2.7e-42:136:91//AQ1 14933 

R-HEMBA1 004327//CIT-HSP-2303L24.TF CIT-HSP Homo sapiens genomic clone 2303L24, genomic survey se- 
quence.//1 .0:78:67//AQ01 7600 
55 R-HEMBA1004330//Homo sapiens clone DJ1173120, WORKING DRAFT SEQUENCE. 5 unordered pieces.// 

2.3e-119:580:98//AC004987 

R-HEMBA1 004334//Pimpinella brachycarpa Phybl mRNA, confi5letetlcds.//3.3e-14:238:69//AF082024 
R-HEMBA1 004335//Homo sapiens Chromosome 16 BAG clone G|T9j37SK-A-116A1 0, complete sequenceV/l .Be- 
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21:291:71//AC004638 
R-HEMBA1 004341 

R-HEMBA1 004353//Honno sapiens mRNA for c-myc binding protein, complete cds.//4.1e-74:444:90//D89667 
R-HEMBA1 004354//Human DNA from overlapping chromosome -19:speclfic cosmids R29515 and R28253. ge- 

5 nomic sequence, complete sequencey/7.0e-38;287:82//AC003002 

R-HEMBA1 004356//Sequence 2 from patent US 56521 44y/3.7e-r08:588:92//i58611 

R-HEMBA1 004366//WORKING DRAFT SEQUENCE, 3 unordered pieces.//1 .8e-14:446:63//AC005949 

R-HEMBA1 004372//CIT-HSP-2005C13.TF CIT-HSP Homo sapiens genomic clone 2005C13, genomic survey se- 

quence.//0.010:334:61//B55811 

10 R-HEMBA1 004389//Homo sapiens full-length insert cDNA clone ZE09A11 7/1 .5e-19:170:83//AF086540 

R-HEMBA1 004394//Human (D21S198) DNA segment containing (TG)23 repeaty/1 .0:50:84//X58124 
R-HEMBA1 004396//Homo sapiens chromosome 4 clone B240N9 mapik|25, complete sequence.//8.2e-34:459: 
69//AC004057 ; ^ . . 

R-HEMBA1 004405//Homo sapiens BAC clone GS589P19 from 7p13-pl4, complete sequence.//2.8e-42:314:84// 
15 AC005030 

R-HEMBA1 004408 

R-HEMBA1 004429//M.musculus of DNA encoding DNA-blnding proteinV/l .6e-66:449:82//Z54200 
R-HEMBA1 004433//Homo sapiens chromosome 21q22.3, PAG clones 31 4N7, 225L15, BAC clone 7B7, complete 
sequence bases 1.. 333303 .//7.2e-32;460:68//AJ 011 930 ' * 
20 R-HEMBA1004460//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE. 21 unordered pieces.// 
3.9e-11 3:581 :96//AC004846 * ' ... 

R-HEMBA1 004461//HS_3244_/V2_F12_MR CIT Approved Human (Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3244 Col=24 Row=K. genomic sun/ey sequence://8.0e-83:397:99//AQ220876 
R-HEMBA1004479//Homo sapiens PAC clone DJ0942I16 from 7q11, complete sequence.//1.7e-40:485:70// 

25 AC006012 • ^''^^y^V ' 

R-HEMBA1 004482//Plasmodlum falciparum chromosome 2\ sectipi^T'of 73 of the complete sequencey/2.2e-11 : 
513:59//AE001370 ^ ' f; 

R-HEMBA1004502//Homo sapiens chromosome 17, clone hRPk.372_K_20, complete sequence.//2.0e-08:245 : 
66//AC005951 

30 R-HEMBA1 004506//Human DNA sequence *** SEQUENCING IN 'PROGRESS *** from clone 34606, WORKING 

DRAFT SEQUENCE.//4.2e-81 :582:83//Z84487 

R-HEMBA1 004507//Caenorhabditis elegans cosmid C40C9, complete sequencey/0.56:235:64//Z70266 
R-HEMBA1 004509 ' - 

R-HEMBA1 004534//Sequence 58 from patent US 5691147y/1,9e^.6i:430:83//l76230 
35 R-HEMBA1 004538//HS_3189_B2_C03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3189 Col=6 Row=F, genomic survey sequencey/6.ie-21:140:92//AQ1 70330 
R-HEMBA1004554//CIT-HSP-712K9.TP CIT-HSP Homo sapiens genomic clone 712K9, genomic survey se- 
quence7/1 .7e-1 6:1 1 6:93//B73329 

R-HEMBA1004560//Human mRNA for KIAA0281 gene, complete cdsy/2.2e-14:213:71//D87457 
40 R-HEMBA1 004573 ^. c:; 

R-HEMBA1 004577//Human DNA sequence from cosmid L247F6. Huntington's Disease Region, chromosome 
4p16.3 contains protein similar to Mouse SH3 binding protein 3B^2' ^multiple ESTs and a CpG islandy/1 .0:352: 
60//Z68279 ' , 

R-HEMBA1 004586 

45 R-nnnnnnnnnnnn//Plasmodium falciparum MAL3P6, complete sequehcey/O.OOl 2:359:60//Z98551 

R-HEMBA1 00461 0//S.pombe Chromosome II cosmid c354y/0.06li,:362:62//AL022071 
R-HEMBA1 00461 7//Homo sapiens mRNA, chromosome. 1;. specific transcript KIAA0501 71.46-50:327:85// 
AB007970 

R-HEMBA1 004629//Homo sapiens Xp22 bins 1 6-17 BAC GSHB-531 II 7(Genome Systems Human BAC Library) 

50 complete sequencey/4.4e-1 3:527:63//AC004805 \ 'K ; 

R-HEMBA1004631//Rattus norvegicus NclonelO mRNAy/2.9e-24:364:?1//U31866 
R-HEMBA1 004632 ' ' ""' 

R-HEMBA1004637//Homo sapiens Clone DJ0982E09, WORKING DRAFT SEQUENCE, 3 unordered piecesy/ 
7.7e-11 7:573:98//AC005534 
55 R-HEMBA1 004638//H.sapiens mRNA for DGCR2y/3.8e-19:11 8;99//X84076 

R-HEMBA1 004666//Arabidopsis lhaliana chromosome II BAC T4E14 genomic sequence, complete sequence.// 
0.00013:501 :58//AC005171 ■ • 

R-HEMBA1 004669//HU man DNA sequence from clone 465N24 on chromosome 1 p35. 1 -36. 1 3. Contains two novel 
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genes, ESTs, GSSs and CpG islands, complete sequencey/l.5e-.l 20:571 :98//AL03l 432 

R-HEMBA1 004670//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 222E1 3, WORKING 

DRAFTSEQUENCE.//4.4e-12:110:88//Z9324l • ' 

R-HEMBA1004672//Human DNA sequence from PAC 308113 on chromosome 1p35-1p36.3.//3.4e-38:324:81// 
5 Z99291 ■ • 

R-HEMBA1 004693//Arabidopsls thaliana genomic DNA, chromosom.e.5; PI clone: MP012, complete sequence.// 
0.86:309:57//AB006702 ' ' 

R-HEMBA1004697//r33B22TF TAMU Arabidopsis thaliana genomic clone T33B22, genomic survey sequence.// 
0.29:331 :61//B97342 

10 R-HEMBA1 004705//Plasmodium falciparum MAL3P7, complete sequenceV/O.OSI :424:58//AL034559 

R-HEMBA1 004709//Homo sapiens Chromosome 1 6 BAC clone Clt987SK-A-l 1 6A1 0, complete sequence.//l .7e- 
49:497:76//AC004638 ' ^ . ' 

R-HEMBA1 00471 1//Homo sapiens chromosome 17, clone hRPK.271_K_1l. complete sequencey/1 .6e-38:362: 
79//AC005562 
15 R-HEMBA1 004725 

R-HEMBA1004730//Homo sapiens Chromosome 17p13 Cosmid Clone cos26, complete sequenceV/l .1e-58:489: 
79//AC002085 

R-HEMBA1 004733 , * V;t,v 

R-HEMBA1004734//Human DNA sequence from clone 273N12 ori chromosome 6ql6.1-16.3. Contains the gene 
20 for the N-0ct5a (N-0ct3, N-0ct5b) POD domain proteins and an unknown gene. Contains a putative CpG island, 

ESTs. STS; and GSSs, complete sequence.//0.0030:362:61//AL022395. 

R-HEMBA1004736//Homo sapiens clone DJ0981O07, complete sequence.//1.9e-58:282:87//AC006017 
R-HEMBA1004748//Homo sapiens PAC clone DJ1059M17 from, 7q2 V-q31 .1 , complete sequence.//3.6e-34:287: 
81//AC004953 ' ^ i; V 

25 R-HEMBA1004751//Human DNA sequence from PAC 507115 on chromosome Xq26.3-27.3. Contains 60S ribos- 

omal protein L44 (L41, L36) like gene, ESTs, STSs and a polymoiphic CA repeat.//5.3e-40:266:89//Z98950 
R-HEMBA1 004752//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 495010, WORKING 
DRAFT SEQUENCE.//3.3e-39:281:85//AL031 121 ' *" 'l^r. it 

R-HEMBA1004753//Homo sapiens ribosomal protein S20 (RPS20) mRNA, complete cds7/2.6e-65:475:84// 
30 L06498 

R-HEMBA1 004756//Homo sapiens DNA sequence from PAC 86C1 1 on chromosome 6p2l .31 -22. 1 . Contains his- 
tone genes H2/Vi,H2B.lA,H4,H2A.lb,H3 pseudogene, pheromprie: receptor pseudogene, ESTs. STS and CpG 
island.//1 .8e-08:51 6:59//AL021 807 ' " : r 

R-HEMBA1004758//Homo sapiens chromosome 4 clone B240N9 map 4q25, complete sequencey/5.1e-45:577: 
35 72//AC004057 

R-HEMBA1 004763 

R-HEMBA1004768//Human DNA sequence from clone 395P12 on.chromosome 1q24-25. Contains the TXGP1 
gene for tax-transcriptionally activated glycoprotein i (34kD)~ (0X40 ligand, OX40L) and a G0T2 (Aspartate Ami- 
notransferase, mitochondrial precursor, EC 2.6.1.1, Transaminase A, Glutamate Oxaloacetate Transaminase-2) 
40 pseudogene. Contains ESTs. STSs and GSSs, complete sequencei//4.1e-60:435:78//AL022310 

R-HEMBA1 004770//Plasmodium falciparum chromosome 2, section 8 olf 73 of the complete sequencey/8.7e-05: 
476:61//AE001371 /!. r ' ' ' 

R-HEMBA1004771//Homo sapiens Xp22 Cosmid U152D7 (Lawrencetivermore human cosmid library) complete 
sequence.//5.0e-08:113:80//AC003047 j > T.' ] 

45 R-HEMBA1 004776 ' ! V f ^ r ' 

R-HEMBA1004778/r**ALU WARNING: Human Alu-J subfami'ly consensus sequencey/1.1e-35:288:84//U 14567 
R-nnnnnnnnnnnn/HS_3l 92_B1_F09_T7 C IT Approved Human Genomic^Sperm Library D Homo sapiens genomic 
clone Plate=3192 Col=17 Row=L, genomic sun/ey sequence .//I *9e-44:233:98//AQl 55855 
R-HEMBA1004803//Homo sapiens minisatellite ms31 repeat region.y/3.0e-67:318:87//AF048728 

50 R-HEMBA1 004806 . " • 

R-HEMBA1 004807//Homo sapiens Clone GS166C05, WORKING DRAFT SEQUENCE. 7 unordered pieces.//3.6e- 
20:333:69//AC005015 

R-HEMBA1 00481 6//Human DNA sequence from PAC 50A1 3 on' chromosome Xpll. Contains ATP SYNTHASE 
LIPID BINDING PROTEIN PI (P2, P3) precursor (ATP5G1 , ATR5di2,' ATP5G3) like pseudogene, ESTs and STSs. 
55 Contains polymorphic CA repeaty/6.3e-l 3:1 48:77//292545 , • / . - 

R-HEMBA1004820//Human arginine-rich nuclear protein mRNA; complete cds.//1 .5e-12:14l :85//M74002 
R-HEMBA1004847//Canine mRNA for 68kDA subunit of signal recognition particle (SRP68)7/7.6e-80:297:85// 
X53744 

*y y ' 
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R-HEMBA1 004850 . - 

R-HEMBA1004863//Human DNA sequence from PAC 345P10 on chromosome 22qi2-qter contains ESTs and 
STS and polymorphic CA repeat D22S927.//2.0e-l4:1 59:79^//Z82201 
R-HEMBA1 004864 

5 R-HEMBA1 004865//Homo sapiens Xp22-149 BAC RPCI11-46604 (Roswell Park Cancer Institute Human BAG 

Library) complete sequence.//0.90:76:76//AC005297 

R-HEMBA1004880//Homo sapiens clone DJ0309D19. WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
1.90-49:551 :73//AC004826 ' ' 

R-HEMBA1 004889//Human DNA sequence *" SEQUENCINGJN PROGRESS "* from clone 223B1 , WORKING 
10 DRAFT SEQUENCE7/0.0021 :1 89:65//AL031 943 

R-HEMBA1004900//Homo sapiens chromosome 17, clone hRPK.180_P_8, complete sequence.//6.6e-11 :144: 
7711AC005972 

R-HEMBA1 004909//Human DNA sequence from clone 505B13'6n*ch>6mosome 1p36.2-36.3 Contains CA repeat 
and GSSs, complete sequence7/7.6e-46:341 :83//Z98052 . . „ . 
15 R-HEMBA1 004918//Human DNA sequence *** SEQUENCING.IN.PROGRESS from clone 994L9, WORKING 

DRAFT SEQUENCE.//1 .66-54:301 :89//AL034554 

R-HEIVIBA1004923//Homo sapiens 47kB DNA fragment from Xq28, proximal to MTM1 gene.//2.0e-07: 182:69// 
Y15994 

R-HEMBA1 004929 '/ . 

20 R-HEMBA1 004930//Homo sapient chromosome 11 clone CIT987Sk-1 012F4, WORKING DRAFT SEQUENCE, 6 

unordered pieces7/7.7e-66:547:79//AC005848 : ' • 

R-HEMBA1004933//H.sapiens Humlg mRNAy/0.13:233:62//X72755 . 

R-HEMBA1004934//CIT-HSP-2021I16.TF CIT-HSP Homo sapiens genqmic-clone 2021116, genomic sun/ey se- 

quence.//0.66:268:62//B65345 u/i J 

25 R-HEMBA1004944//CIT-HSP-2281L12.TR CIT-HSP Homo sapiens genomic Clone 2281 LI 2, genomic survey se- 
quence.//3.8e-20:104:82//B99849 

R-HEMBA1004954//Homo sapiens chromosome 17, clone hRPK.146_P_2, WORKING DRAFT SEQUENCE, 4 
unordered piecesy/0.00082:385:60//AC005341 

R-HEMBA1 004956//CIT-HSP-2305H22.TF CIT-HSP Homo sapleri's genomic clone 2305H22. genomic survey se- 
30 quence.//1 .66-84:411 :99//AQ020408 

R-HEMBA1004960//Human DNA sequence from PAC 358H7 on chromosome X.//3.3e-22:249:74//Z77249 
R-HEMBA1004972//nbxb0003aF01fCUGI Rice BAC Library Oryza sativa genomic clone nbxb0003K01f, genomic 
survey sequencey/0.52:1 71 :64//AQ049982 " ' 

R-HEMBA1 004973//*** SEQUENCING IN PROGRESS *** EPMi/APECED region of chromosome 21, clones 
35 A68E8. B127P21, B173L3, B23N8, C1242C9, C579E2, /V76'667Sl 59G9, B175D10, B52C10, C124G1 Note: Se- 

quencing in this region has been discontinued by the Stanford Human Genome Center, WORKING DRAFT SE- 
QUENCE. 50 unordered pieces.//0.69:179:64//AC003656 " 

R-HEMBA1004977//Caenorhabditis elegans cosmid F08G2, complete sequence.//7.6e-07:492:58//Z8i495 
R-HEMBA1004978//Human DNA sequence from clone 522P13 oh chrom'osome 6p2l.3l-22.3. Contains a 60S 
40 Ribosomal Protein L21 pseudogene and an HNRNP A3 (Heterogenous Nuclear RIboprotein A3, FBRNP) pseu- 

dogene. Contains ESTs, STSs and GSSs, complete sequence.//0.20:427:60//AL024509 
R-HEMBA1004980//CIT-HSP-2379K5.TF CIT-HSP Homo sapient" geiiomic Clone 2379K5, genomic survey se- 
quence.//1 .66-53:331 :88//AQ1 0861 4 

R-HEMBA1004983//Genomlc sequence from Human 17, complete sequence.//0.00061:473:58//AC000389 
45 R-HEMBA1 004995//Homo sapiens chromosome 1 6, cosmid clone 366E5.(LANL), complete sequenceV/i .6e-90: 
527:89//AC004224 ^. j ^ '■• " 

R-HEMBA10050087/Human DNA sequence from clone 461 P17on"chrofTiosome 20q12-13.2. Contains four novel 
(pseudo)genes for proteins with Kunitz/Bovine pancreatic trypsin Inhibitor and/or WAP-type (Whey Acidic Protein) 
'four-disulfide core' domains, C0X6C (Cytochrome C Oxidase Polypeptide VIC, EC 1.9.3.1) and RPL5 (60S Ri- 
50 bosomal Protein L5) pseudogenes, a pseudogene similar to part of the HSPD1 (HSP60, Mitochondrial Matrix 

Protein PI precursor, Heat Shock Protein 60, GROEL protein, HUCHA60) gene, and the Major Epididymis-specific 
protein E4 precursor (HE4, Epididymis Secretory protein E4, WAP-type (Whey Acidic Protein) 'four-disulfide core' 
domain) gene. Contains ESTs, an STS, GSSs and a putative CpG island, complete sequence.//5.4e-65:357:83// 
AL031663 

55 R-HEMBA1005009//Homo sapiens BAF53a (BAF53a) mRNA. complete cds.//5.6e-1 07:550 :96//AF04 1474 

R-HEMBA1 00501 9//Homo sapiens mRNA for KIAA0648 protein, ;partialcds.//6 

R-HEMBA1 005029//Homo sapiens DNA sequence from PAC;97D16 on chromosome 6p2l. 3-22.2. Contains an 
unknown pseudogene, a 60S Ribosomal protein L24 (L30) LiKEjpseuidog^ and histone genes H2BFC (H2B/c), 
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H4FFP (H4/f pseudogene), H2AFC (H2A/c), H3F1K (H3.l/k) and a tRNA-Va! pseudogene and tRNA-Thr gene. 
Contains ESTs, STSs, GSSs and genomic marker D6S464, complete sequencey/3.l e-67:493:83//AL009l 79 
R-HEMBA1005035//Homo sapiens chromosome 17, clone hCIT.'l75„E_5. complete sequencey/7,4e-l 01:537: 
94//AC004596 ] [ • 

5 R-HEMBA1005039//Human DNA sequence *** SEQUENCING INPBOGRESS *** from clone 1018D12, WORK- 

ING DRAFT SEQUENCEy/9.5e-30:446:68//AL031 650 

R-HEMBA1005047//MUS musculus mRNA for Rab24 protein.//1 .4e-34:229:88//222819 
R-HEMBA1 005050//Human Chromosome X PAC RPCH -290C9 from the Pieter de Jong Human PAC library; com- 
plete sequence7/4.0e-43:371 :80//AC002404 . [ . 
10 R-HEMBAia05062//Homo sapiens Chromosome 17, clone H'dW86^.Hj2. complete sequence.//2.3e-1 5:269:66// 
AC004675 ■ f -i;,' • ■ 

R-HEMBA1005066//Homo sapiens Clone NH0001P09, WORkiNS:bRAFT SEQUENCE, 1 unordered piecesV/ 
4.0e-30:305:74//AC006030 \ 
R-HEMBA1 005075 - ' 

15 R-HEMBA1005079//Homo sapiens Clone HS 19.11 Alu-Ya5 sequencey/6.5e-48:245:91//AF0151 56 

R-HEMBA1005083//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1185N5. WORKING 
DRAFT SEQUENCE.//1.3e-15:142:83//AL034423 , ' /. . . 

R-HEMBA1005101//Homo sapiens SYT interacting protein SIP mRNA, complete cds.//5.3e-1 10:545:96// 
AF080561 

20 R-HEMBA1005113//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y53C10, 

WORKING DRAFT SEQUENCE.//0.026:252:64//293340 * 

R-HEMBA1005123//Homo sapiens DNA sequence from clone 78F24 on chromosome 22q1 2.1 -12.3. Contains 
one exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS. complete sequence.// 
7.1e-55:306:82//AL022336 

25 R-HEMBA1 0051 33//Human DNA sequence SEQUENCING'in'pROGRESS from clone Y738F9, WORKING 

DRAFT SEQUENCE.//6.4e-45:309:87//AL022345 . " 11 /• 

R-HEMBA1005149//Human cosmid LL12NC01-95H4. ET\/6;geWe; exon 2 and partial cds.//3.2e-31:310:76// 
U81834 

R-HEMBA1005152//Homo sapiens DNA sequence from PAC 13D10 on chromosome 6p22.3-23. Contains CpG 
30 island.//1 .4e-33:361 :79//AL021 407 ' •': . J 

R-HEMBA1 0051 59//Human DNA sequence from clone 1 6301.6 on chromosome Ip35.l -36.13 Contains CA repeal, 
STS, complete sequence.//2.7e-22:440:66//AL031279 . ■■'■■'^ 

R-HEMBA1005185//Caenorhabditis elegans DNA *** SEQUENGJNG IN PROGRESS *** from clone Y105E8, 
WORKING DRAFT SEQUENCE.//0.001 7:381 :58//AL022594 ' 
35 R-HEMBA1 005201//P.falciparum complete gene map of plastid-like DNA {IR-B)y/8.5e-05:457:57//X95276 
R-HEMBA1005202//Human 18S ribosomal RNA.//4,7e-38:236:9i//X03i205 
R-HEMBA1005219 

R-HEMBA1005223//Homo sapiens Clone DJ0673M15. WORKINd 6ra'fT SEQUENCE, 33 unordered piecesV/ 
1 .0:209:65//AC004854 ; ^ ; " " 

40 R-HEMBAl005232//Homo-sapiens chromosome Y, clone 264;M,2b, complete sequence7/0.0040:439:58// 
AC004617 ' ..^ \^ 

R-HEMBA1 00524l//Homo sapiens PAC clone DJ0777023 from^pl 4^pi 5, complete sequence .//4.2e-1 1 1 :568:96// 
AC005154 

R-HEMBA1 005244//HS_3092_B2_C11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3092 Col=22 Row=F, genomic survey sequence.//4.9e-i2:li6:84//AQl27947 

R-HEMBA1005251//Homo sapiens PAC clone DJ1182N03 from 7qll.23-q2l.1, complete sequencey/3.2e-27: 
210:84//AC004548 ' , : ;^ ; 

R-HEMBA1 005252//Homo sapiens chromosome 1 7, clone hRPK.31 8_/>^_1 5, complete sequence.//4.6e-1 05:437: 
97//AC005837 ' " . ' ' - ' 

50 R-HEMBA1 005274//Slime mold mitochondrial DNA. binding region to the membrane system. //0. 01 1:339:59// 

D86630 : ; 

R-HEMBA1 005275//Homo sapiens PAC clone DJ0886O08 from 7q32-q35, complete sequence 7/3 .4e- 17:269:71// 
AC004914 

R-HEMBA1005293//Human DNA sequence from PAC 130N4,' BRCA^ gene region chromosome 13q12-13 con- 
55 tains xs7 mRNA, ESTs.//6.9e-20:1 93:73//275887 [ '^^tl'fll 

R-HEMBA1 005296//HS_3037_Bl_D0l_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3037 Col=1 Row=H, genomic survey seqMer)be.//d'.26:184:64//AQll 71 20 
R-HEMBA1005304//Homo sapiens clone DJ0693M11, WORKING .DRAFT SEQUENCE. 7 unordered pieces.// 
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1.5e-58:445:78//AC006146 ^ \ 

R-HEMBAI 00531 1//Human DNA sequence *" SEQUENCING IN PROGRESS "* from done 796E4, WORKING 
DRAFT SEQUENCE.//9.3e-42:383:78//AL022337 

R-HEMBA1 00531 4//Caenorhabditis elegans cosmid F23H1 1 .//0,80:1 79:65//AF003389 
5 R-HEMBA1 00531 5//Homo sapiens Clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unordered pieces.// 

2.4e-40:409:71//AC006030 - 
R-HEMBA1 00531 8//S.pombe Chromosome I cosmid c2E11 }/0.'97:370:61//AL031181 

R-HEMBAI 005331//Homo sapiens cliromosome 17, clone i\H9K.2f4_C_S, complete sequencey/1 .9e-112:577: 
95//AC005803 \' 
10 R-HEMBA1005353//Human DNA sequence *" SEQUENCING Tn' PROGRESS *•* from clone 429E7, WORKING 

DRAFT SEQUENCE.//8.9e-80:406:97//AL031722 V.7 iv^^ * 

R-HEMBAI 005359//Homo sapiens chromosome 17, clone hRPK:22^Nll2, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//3.2e-50:320:84//AC00541 2 ■ r- :• '- 

R-HEMBA1005367//RPCM1-85E23.TV RPCI11 Homo sapiens genomic clone R-85E23, genomic survey se- 

15 quencey/0.39:148:67//AQ281915 

R-HEMBAI 005372//Homo sapiens full-length insert cDNA YH93B03.//2.6e-108:557:95//AF074997 
R-HEMBA1 005374//Homo sapiens full-length insert cDN A clone ZA95pi 1 .//1 .9e-1 1 0:531 :98//AF0861 42 
R-HEMBAI 005389//HU man DNA sequence from clone 245G19 on chromosome Xp22.1 1-22.2 Contains serine- 
threonine kinase (Txp3) gene, a pseudogene similar to ALPHA-1 PROTEIN ((CONNEXIN 43. CX43, GAP JUNC- 

20 TION 43 KD HEART PROTEIN)), and the 3' end of the RS (X-linked juvenile retinoschisis precursor protein) gene. 
Contains ESTs, STSs and GSSs, complete sequence.//6.0e-4l :432:75//Z92542 

R-HEMBAI 005394//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 681 N20, WORKING 
DRAFT SEQUENCE.//4.9e-107:585:93//AL031 670 

R-HEMBAI 005403//Human DNA sequence *** SEQUENCING IN 'PROGRESS *** from clone 423B22, WORKING 
25 DRAFT SEQUENCE.//5.1e-118:586:97//AL034379 

R-HEMBAI 005408//B0S taurus retina membrane guanylate cyclase R0S-GC2 mRNA, complete cds7/1 .6e-06: 
204:68/AJ95958 

R-HEMBAI 005410//Human DNA sequence SEQUENCING IN^ PROGRESS *** from clone 732E4, WORKING 
DRAFT SEQUENCE jVI .2e-23:452:66A(AL008722 ^ liJ! " f ' 1 

30 R-HEMBAI 00541 1//RPCI11-66N19.TK RPCI11 Homo sapiens ^^geriomlc clone R-66N19, genomic survey se- 

quence.//2.2e-38:222:79//AQ237442 ^ • 

R-HEMBAI 005423//Homo sapiens cyclin-dependent kinase inhibitor (CD KN2C) mRNA, complete cds.//5.6e-117: 
453:99//AF041248 . . 

R-HEMBAI 005426//Human DNA sequence from PAC 448E20 ori" chromosome Xq26.1 contains ESTs and STS.// 
35 0.86:278:60//297196 ^ ' 

R-HEMBAI 005443//Homo Sapiens (Clone S153) mRNA fragmeritV/5:46^6:305:87//L40391 

R-HEMBAI 005447//Human DNA sequence from clone 48G12 on chromosome Xq27.1-27.3. Contains STSs and 

GSSs, complete sequence.//3.3e-79:53l :86//AL03i 054 'J'l ' 

R-HEMBAI 005468//Homo sapiens PAC clone DJ0808G1 6 from yq11.23-q21, complete sequence.//4.0e-27:469: 
40 66//AC004894 ' " ' 

R-HEMBAI 005469//Homo sapiens chromosome 16, PI clone 96-4B (LANL), complete sequence .//7.2e-40:410: 
76//AC005212 

R-HEMBA1 005472//Human DNA Sequence *** SEQUENCING IN PROGRESS ***from clone 1 090E8, WORKING 
DRAFT SEQUENCE.//3.1e-40:296:85//AL033524 i ' 

45 R-HEMBA1 005475//HS_2266_B2_C04_MF CIT Approved Human.Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2266 Col=8 Row=F, genomic survey sequence.//b .49:209: 6 1//AQ069377 
R-HEMBAI 005497 

R-HEMBAI 005500//Homo sapiens PAC clone DJ1 093O1 7from 7qi T'.23-q21 , complete sequencey/4.5e-1 1 6:580: 
97//AC004957 ^ 
50 R-HEMBAl 005506//Arabidopsis thaliana BAC T26D22y/0.0b^di442:'59//AF058826 

R-HEMBAI 005508//Sigalphus sp. 16S ribosomal RNA gene, partial ,sequence.//0.020:391:59//AF003509 
R-HEMBAI 005511//Human DNA sequence from PAC 52Dr ohWromosbme Xq21 . Contains CA repeats. STS.// 
0.44:1 95:63//Z96811 . _ .r-'iv-W 

R-HEMBAI 00551 7//Bovine herpesvirus type 1 early-inteniiediate tran'^c'riptibn control protein (BICP4) gene, com- 
55 pletecds.//0.44:470:57//L14320 V.^.C'^-^ . 

R-HEMBAI 005518//M.musculus mRNA for paladin gene.//6.2e:29:183:81//X99384 

R-HEMBAI 005520//Homo sapiens clone DJ0876A24, WORKING ppAFT SEQUENCE. 6 unordered pieces.// 
7.26-40:281 :86//AC004913 • ' " ' ' 
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R-HEMBA1 005526//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 341 Dl 0, WORKING 
DRAFT SEQUENCE.//3.9e-40:482:73//Z97985 \. ^ 

R'HEMBA1005528//Homo sapiens genonnic DNA of 8p2l .S-p^S anti-ohcogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/1 1 .//3.8e-84:309:99//AB62p86a' 
5 R-HEMBA1 005530//Homo sapiens PAC Clone 946B23 SCA2 region, SP6 end, genomic sequence, genomic sur- 

vey sequence.//8.le-25:154:94//U84091 J. r;. V 

R-HEMBA1 005548//Human DNA sequence*** SEQUENCING IN PROGRESS *** from clone 970A17, WORKING 
DRAFT SEQUENCE.//5.3e-1 05:534:96//AL034431 -l' ' . 

R-HEMBA1 005552//Homo sapiens PAC Clone DJ0807C1 5 from *7fl34-q36, complete sequence.//2.8e-69:432:88// 
10 AC004743 ' -'."'5 • 

R-HEMBA1 005558 

R-HEMBA100556B//Homo sapiens Xp22 GSHB-314C4 (Genome Systems Human BAC library) complete se- 
quence.//5.9e-33:367:74//AC004087 ' " ; 

R-HEMBA1 005570//Human DNA sequence from clone 192P9 on chromosome Xp11. 23-1 1.4. Contains a pseu- 
15 dogene similar to rat Plasmolipin, ESTs and GSSs, complete sequencey/2.2e-67:399:91//AL020989 

R-HEMBA1 005576//Homo sapiens chromosome 16, BAC clone 97H22 (LANL), complete sequencey/1 .0:156: 

631/AC005737 

R-HEMBA1 005577 

R-HEMBA1005581//Homo sapiens mRNA for MEGFS, partial cds.//9.7e-27:561:64//AB011538 
20 R-HEMBA1 005582//Torulopsis glabrata mitochondrial intergenic region ATPase 9 -cytochrome oxidase 2 genes.// 

2.3e-10:404:62//X02171 

R-HEMBA1 005583//HS_3014_B1_D05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3014 Col=9 Row=H, genomic survey sequence .//3.0e-81:442:94//AQ 154499 
R-HEMBA1 005588//Human DNA sequence from clone 1409 on dhrbmosomeXpll .1-11 .4. Contains a I nter-Alpha- 
25 Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced^JMelanorna-Associated Antigen MAGE LIKE gene 
and a 6-Phosphofructo-2-kinase (Fructose-2,6-bisphosphatase)'L;iKE'pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032, complete sequence.//1 .8e-54:490:77//Z98046- 

R-HEMBA1 005593//Homo sapiens chromosome 17, clone hRPkl332::H_l8, complete sequence.//2.2e-28:262: 
79//AC005746 • .'^ P '^^ 

30 R-HEMBA1 005595//HS_2224_/\2_G03„MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2224 Col=6 Row=M, genomic survey sequence.7/3.6e-48:263:95//AQ033446 
R-HEMBA1005606//Human PAC clone DJ0093I03 from Xq23',' complete sequence.//2.5e-08:355:63//AC003983 
R-HEMBA1 005609//HS_2l 82_B1-.H06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2182 Col=11 Row=P, genomic survey sequencey/2.2e-82;400:99//AQ023l30 

35 R-HEMBA1 00561 6//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 24K22, WORKING 

DRAFT SEQUENCE.//0.80:308:60//AL0311 76 ' ' " 

R-HEMBA1 005621//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 330012, WORKING 
DRAFT SEQUENCE.//7.4e-76:338:98//AL031 731 

R-HEMBA1 005627//Homo sapiens full-length insert cDNA clone ZD53D02.//4.5e-72:398:93//AF086321 
40 R-HEMBA1 00563l//Homo sapiens PAC Clone DJ1086D14. complete sequence.//3.8e-17:548:60//AC004460 

R-HEMBA1005632//Homo sapiens DNA sequence from PAC.168LT5 on chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS, STS. CpG island; cdmplete sequence.//l .4e-l3:l72:75//AL022069 
R-HEMBA1005634//RPCI11-13O15.TVBRPCI-11 Homo sapiens genomic clone RPCI-11-13015, genomic survey 
sequence.//1.0e-28:153:82//B73293 ' 
45 R-HEMBA1005666//Human DNA sequence from PAC 696H22''pn chrorriosome Xq21.1-21.2. Contains a mouse 
E25 like gene, a Kinesin like pseudogene and ESTsy/4.5e-5V:34S:87//A^^ 

R-HEMBA1 005670//Human DNA sequence *** SEQUENCINGTiN^pJjQGRESS *** from clone 1 1703. WORKING 
DRAFT SEQUENCE./^.5e-33:288:78//AL020995 ' ''H^ t''^ ' ' 

R-HEMBA1005679//Human esterase D mRNA. 3'endy/4,2eV9:M[88//M 
50 R-HEMBA1 005680//Homo sapiens Chr.1 4 PAC RPCI4-794B2 (ROsWeN^Park Cancer Institute Human PAC Library) 
complete sequence.//3.0e-36:285:83//AC005924 ^ i \ 

R-HEMBA1 005685//H. sapiens (MAR8) chromosome 19 DNA, ,343bp://0:622:65:86//Z35281 
R-HEMBA1005699//Human putative EPH-related PTK receptoi^'tigand''LERK-8 (EpIgS) mRNA, complete cds.// 
5.4e-46:376:84//U66406 

55 R-HEMBA1005705//RPC1 11-1 301 4.TP RPCI-11 Homo sapiens genomic clone RPCI-11-13014, genomic survey 

sequence.//0.071 :182:59//B76186 jj.* . 

R-HEMBA1 00571 7//Human DNA sequence from PAC 50At3'on chromosome Xp1l. Contains ATP SYNTHASE 
LIPID BINDING PROTEIN PI (P2. P3) precursor (ATP5G1 . ATP5G2. AfPSG3) like pseudogene, ESTs and STSs. 
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Contains polymorphic CA repeat.//1.0:189:66//Z92545 v.>*.ii ; iv- 

R-HEMBA1005732//Human Chromosome 11ql2 pac pDJ363p2^ WORKING DRAFT SEQUENCE. 22 unordered 
ptecesy/2.1e-47:449:75//AC003023 ' 
R-HEMBA1 005737 _ 't i 

5 R-nnnnnnnnnnnn//H. sapiens DNA for repeat unit locus D18S51 (2iB5 bp).//0.11 :174:63//X91255 

R-HEMBA1005755//Human DNA-sequence from clone 396D17 on chromosome 1p33-35.3 Contains EST, STS, 
GSS. complete sequence.//0.15:160:65//AL008634 

R-HEMBA1005765//Human Xq28 cosmids U225B5 and U236A12. complete sequencey/5.2e-39:422:74//U71148 
R-HEMBA1 005780//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 3/15, 

10 WORKING DRAFT SEQUENCE.//0.037:261:61//APOOOQ10 

R-HEMBA1 00581 3//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone Y31 3F4. WORKING 

DRAFT SEQUENCE.//1.7e-26:242:80//AL023808 * ' t .. 

R-HEMBA1 005815//Bufo boreas MVZ 145227 c-mos gene, partial Cds.//0.17:199:62//U52805 

R-HEMBA1 005822//Plasmodium falciparum MAL3P7, complete'Secjuencey/0.26:437:56//AL034559 

15 R-HEMBA1 005829//Human Cosmid g1572c035, complete sequence,//3.8e-05:366:61//AC000124 

R-HEMBA1005834//Human DNA sequence from clone 51J12 on chromosome 6q26-27. Contains the 3' part of 
the alternatively spliced gene for the human orthologs of mouse QKI-7 and QKI-7B (KH Domain RNA Binding 
proteins) and zebrafish ZKQ-l (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence.// 
8.2e-1 07:551 :96//AL031 781 l'': ; 

20 R-HEMBA1005852//Rrubripes GSS sequence, clone 163A22aA4; 'genomic survey sequence.//2.6e-1 7:225:72// 

AL018730 ' ; 

R-HEMBA1005853//Human Chromosome 1 5 pac pDJ24m8, complete sequence7/1.1e-27:314:75//AC000379 
R-HEMBA1 005884//Homo sapiens 1 2p1 3.3 BAC RPCI3-488H23 (Rdswell Park Cancer Institute Human BAC Li- 
brary) complete sequencey/2.6e-20:328:67//AC006207 • " ' 
25 R-HEMBA1 00589l//Homo sapiens PAC clone DJ0997N05 from 7qii .23-q2i .1 , complete sequencey/2.0e-l02: 
543:95//AC004945 • A • 
R-HEMBA1 005894 ; . * ' 
R-HEMBA1 005909 .> 

R-HEMBA1005911//CIT-HSP-2342E5.TR CIT-HSP Homo sapiens genomic clone 2342E5, genomic survey se- 
30 quencey/0.0012:315:60//AQ058081 

R-HEMBA1 005921//P.chrysogenum mitochondrion genes fortRNA-/Vrg, tRNA-A&n, tRNA-Tyr, small subunitrRNA, 
and'ATPasesubunlt6y/0.0090:445:58//Z23072 ; J 

R-HEMBA1 005931//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 54B20. WORKING 
DRAFT SEQUENCEy/1 .7e-46:351 :83//298304 
35 R-HEMBA1005934//Homo sapiens chromosome 17, clone hRPK.26i_A_l3, complete sequencey/0.0052:179: 
71//AC005138 

R-HEMBA1005962//Homo sapiens clone RG012D21, complete,sequence7/1.1e-11:149:74//AC005045 
R-HEMBA1 005963//HS_3055_A1_E08_MR CIT Approved Human Gen9mic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3055 Col=15 Row=l, genomic survey sequencey/5,4e-79:403:97//AQ 147357 
40 R-HEMBA1005990//Homo sapiens 1-1 receptor candidate pVoteih mRNA. complete cdsy/6.9e-1 12:580:95// 
AF082516 -j'V:^:/^ ". 

R-HEMBA1 005991//Human DNA sequence from clone 58A9 on'cWmpsbrh 1 q24.l -24.3. Contains STSs, GSSs, 
genomic marker D1S210 and aca repeat polymorphism, complete sequencey/2.6e-39:299:82//AL031 285 
R-HEMBA1005999//Homo sapiens clone DJ0691F11, WORKING^DR/VFT SEQUENCE, 11 unordered plecesM 

45 1.1e-29:260:70//AC004859 'y^^^fy'' 

R-HEMBA1006002//Rattus norvegicus s-nexilin mRNA, complete cdsy/6.3e-1 5:1 74:78//AF056035 
R-HEMBA1006005//Homo sapiens MLL (MLL) gene, exons 1-3. afnd partial cdsy/2.6e-112:574:95//AF036405 
R-nnnnnnnnnnnn//Homo sapiens mRNA for KI/VA0725 protein,- partial cds.//7.6e-27:444:67//AB01 8268 
R-HEMBA1006035//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 

50 DRAFT SEQUENCE, 5 unordered piecesy/0.025:373:60//AC005139" 

R-HEMBA1 006036//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-625P1 1 , complete sequencey/0.0056: 
535:59//AC004125 ,/ I 

R-HEMBA1006042//HS_2169_A1_B11_MF CIT Approved Human Genomic Spemi Library D Homo sapiens ge- 
nomic clone Plate=2169Col=21 Row=C, genomic survey sequence 7/1. 7e-73:390:95//AQ1 32995 
55 R-nnnnnnnnnnnn 
R-HEMBA1 006081 

R-HEMBA1006090//HS_2262_A2_A01_T7 CIT Approved Human, Gienomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2262 Col=2 Row=A, genomic survey sequencey/2.le-70:360:97//AQ216324 

y- ■ ;:';:v* • . 
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R-HEMBA1 0061 00//Homo sapiens DNA sequence from PAC 21 2G6 on chromosome Xpll .3-pli .4. Contains syn- 
apsin 1, brain protein 4.1. properdin, tyrosine kinase {ELK1) oncogene, ESTs, STS, GSS, complete sequence.// 
1 .6e-36:354:77//AL0091 72 
5 R-HEIVIBA1006108 ' 

R-HEMBA1 006121 

R-HEMBA1 006124//Human DNA sequence from BAG 175E3 on chromosome 22q11 .2-qter. Contains ESTs, STSs 
and polymorphic CA repeaty/i.3e-l2:327:64//Z95li3 

R-HEMBA1006130//WORKING DRAFT SEQUENCE, 3 unordered pieces 7/0.60:326 :62//AC005948 
10 R-nnnnnnnnnnnn//Homo sapiens chromosome 19. cosmid F16403. complete sequence.//4.3e-52:32l :80// 
AC005777 

R-HEMBA1 00614211. complete sequence.//1.0e-13:160:78//AC005500 

R-HEMBA1006155//Plasmodium falciparum 3D7 chromosome '1 2. PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.001 3:389 :60//ACo64688 .'; 
15 R-HEMBA1006158//Homo sapiens transcription factor forkhead-like 7.(FKIHL7) gene, complete cds.//l.4e-ll9: 
574:98//AF048693 • 

R-HEMBA1 0061 73//MUS musculus protein tyrosine phosphatase STEP61 mRN A, complete cdsy/4. 1 e-43:307:86// 
U28217 

R-HEMBA1 0061 82//Homo sapiens BAG Clone RG139P11 from 7(iii-q21, complete sequence.//1.7e-30:300:71// 
20 AC004491 

R-HEMBA1006198//***ALU WARNING: Human Alu-J Subfamily consensus sequenceV/l .30-36:284: 85//U 14567 
R-HEMBA1 006235//Homo sapiens Clone 24422 mRNA sequence.7/2:i e-11 0:545:97//AF070557 
R-HEMBA1006248//Homo sapiens mRNA for KIAA0667 protein, partial . cdsy/0.46:365:58//AB01 4567 
R-HEMBA1 006252//Human Chromosome 16 BAG clone CIT987Si<-A-972D3, complete sequencey/2.8e-41 :438: 
25 71//U91323 

R-HEMBA1006253//Homo sapiens 45kDa splicing factor mRNA, complete cdsV/l .8e-28:179:91//AF083384 

R-HEMBA1006259//RPCI11-44N14.TJ RPCI11 Homo sapiens genomic clone R-44N14, genomic survey se- 

quence.//1 .5e-48:348:85//AQ2031 61 • ' i • 

R-HEIVIBA1 006268 ' ^ " ^ 

30 R-HEMBA1006272//Human DNA sequence from clone 1198H6 on chromosome 1p36.1 1-36.31. Contains two 

Melanoma Preferentially Expressed Antigen PRAME LIKE genes .^Contains GSSs and ESTs, complete sequenceV/ 

2,8e-73:273:87//AL023753 ' . 

R-nnnnnnnnnnn//H.sapiens PAP mRNA.//1.6e-54:585:71//X7677q -V;: 

R-HEMBA1006283//Sequence 7 from patent US 5776683 7/9 ^^-'isfl^ 
35 R-HEMBA1006284//Homo sapiens chromosome 17, clone hRPC 1 628_K_7, complete sequenceV/0. 97:447:59// 

AC004585 [ ' ' • 

R-HEMBA1 006291//Homo sapiens full-length insert cDNA ciorie ZB76B1 0.//2.9e-94:454:98//AF0861 61 
R-HEMBA1 006293//Sequence 8 from patent US 57213517/8.16-1,0:111 :72//l 894 15 

R-HEMBA1006309//Homo sapiens Chromosome 17, clone hRPk.22LNli2, WORKING DRAFT SEQUENCE, 2 
40 ordered pieces.//8.6e-37:288:84//AC005412 > i V' ; \ 

R-HEMBA1 00631 0//Rattus norvegicus cytosolic sorting protein PACS-1 a (PACS-1) mRNA. complete cds7/6.5e- 
29:132:81//AF076183 

R-HEMBA1 006328//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 894K16, WORKING 
DRAFT SEQUENCE7/3.3e-50:340:75//AL034429 ' - . 

45 R-HEMBA1 006334 ' ' ^\ I \ ' '^^ 

R-HEMBA1006344//Rattus norvegicus nitzin mRNA. partial Cds7/8.7e-22:259:72//AF087945 
R-HEMBA1006347//Human prostasin gene, complete cds7/1.8e-78:170:100//U33446 

R-HEMBA1006349//Ral brain calcium channel alpha-1 subunifhiRNA, complete cds.//0,00051:120:73//M57682 
R-HEMBA1006359//CITBI-E1-2516C16.TR CITBI-E1 Homo sapiens genomic Clone 2516C16, genomic survey 
50 sequence7/4.7e-74:576:82//AQ27795l 

R-HEMBA1006364//G.gallus gene for transforming growth facto r-beta2. exons 5-77/2.5e-21 :118:85//X59080 
R-HEMBA1 006377//Homo sapiens chromosome 19, cosmid F23149, complete sequence.//5.7e-68:367:85// 
AC005239 ' /V-' 

R-HEMBA1006380//Human BAC clone RG007J15 from 7q31 . complete sequence7/6.1e-47:300:83//AC003989 
55 R-HEMBA1006381//Homo sapiens chromosome 5, Bac clone 'jl'89 (LBNL HI 35), complete sequence7/1 .5e-47: 

336:86//AC005914 ^Mj'C 

R-HEMBA1006398//Homo sapiens Chromosome 5, BAC clone 203013 (llBNL H155), complete sequence7/i .5e- 
67:501 :83//AC005609 . " ' ■ 
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R-HEMBA1 00641 6//Homo sapiens chromosome 17, clone 347Jh_5, complete sequence7/4.4e-37:319:76// 
AC002119 

R-HEMBA1 00641 9//Homo sapiens chromosome 17. clone HCIT542B22, complete sequence.//2.9e-50:502:75// 
AC004253 

5 R-HEMBA1006421//Homo sapiens chromosome I4q24.3 clone bAC270I\/I14 transfonming growth factor-beta 3 

(TGF-beta 3) gene, complete cds; and unknown genes7/4.ie-ii6;572:97//AFl 07885 

R-HEMBA1 006424//Human DNA sequence from clone 51 j.l2 bn^chromosome 6q26-27. Contains the 3' part of 
the altenfiatively spliced gene for the human orthologs of mouse\Qki-7 and QKI-7B (KH Domain RNA Binding 
proteins) and zebrafish ZKQ-1 (Quaking protein homolog). Contains ESTs, STSs and GSSs, complete sequence.// 
10 9.4e-117:578:97//AL031781 ' 

R-HEMBA1 006426//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 291J1 0. WORKING 
DRAFTSEQUENCE.//2.2e-08:353:63//Z93017 

R-HEMBA1006438//HS_2008_A1_D04_T7 CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2008 Col=7 Row=G, genomic survey sequence://1 .26-29:194:91 //AQ2451 62 
15 R-HEMBA1006445//Homo sapiens clone RG219E16, WORKING bRAFT SEQUENCE, 3 unordered piecesV/ 

0.011 :330:60//AC005075 , ' 

R-HEMBA1 006446//Plasmodium falciparum chromosome 2. section .35 of 73 of the complete sequencey/0.032: 
256:61//AE001398 

R-HEIVIBA1006461//Homo sapiens Xp22 Cosmids U15E4, U115H5,'"U132E12, U115B9 (Lawrence Livermore hu- 
20 man cosmid library) complete sequencey/5.6e-35:229:77//AC002364 

R-HEMBA1006467//Homo sapiens Chromosome 9p22 Cosmid clone 34a5, complete sequence./il.le-i 4:354: 
63//AC002052 '" .V 

R-HEMBA1 006471 ! /: ^[ ■ 

R-HEMBAl006474//p40, p24 [Borna disease virus BDV, WT-,i ,.Ha!le B1/91, horse brain, field isolate. Genomic 
25 RNA, 1138 nt, segment 1 of 3]y/1.1e-14:442:60//S67502 

R-HEMBA1006483//Human chromosome 16p13.1 BAG clone CIT987SK-551G9 complete sequencey/3.7e-37: 

290:82//U95742 ' 'f^^; 

R-HEMBA1 006485//H. sapiens mRNA for aminopeptidasey/7.6e-9i :51 7:91//Y07701 

R-HEMBA1 006486//Homo sapiens Clone RG315H11,WORKINGIDR/\Ff^ 
30 33:289:81/^C005089 ^!^-]-rS^, ^' 

R-HEMBA1 006489//Human DNA sequence from clone 192P9]pW^^^^^^ Xpll .23-11 A. Contains a pseu- 

dogene similar to rat Plasmolipin, ESTs and GSSs, complete seciuence://6.0e-07:485:60//AL020989 

R-HEMBA1 006492//Homo sapiens chromosome 17, clone hRPl<.i6iS:i;Gl24, complete sequencey/4.3e-1 12:572: 

95//AC005828 j ' v; - ■ 

35 R-HEMBA1 006494//Homo sapiens chromosome 17, clone HRPC98|Ki 6, complete sequencey/2.3e-l0:l86:67// 

AC002994 ; y ^ic,^ \ 

R-HEMBA1 006497//RPCI11 -1 6L1 0.TPB RPCI-1 1 Homo sapiens genbiViic clone RPCi-1 1 -1 6L1 0, genomic survey 
sequence.//l.5e-1 0:75:1 00//B8801 5 - 

R-HEMBA1 006502//Human DNA sequence from clone 272E8 on Chromosome Xp22.1 3-22.31 . Contains a pseu- 
40 dogene similar to MDM2-Like P53-binding protein gene. Contains^ STSs, GSSs and a CA repeat polymorphism, 
complete sequencey/3.3e-36:5l6:70//Z93929 ' 

R-HEMBA1 006507//Homo sapiens mRNA for KIAA0666 protein, partial cdsy/1 .2e-115:570:96//AB014566 
R-HEMBA1 006521//Human DNA sequence *** SEQUENCING JNPROGRESS *** from clone 54B20, WORKING 
DRAFT SEQUENCE./^2.2e-20:266:71//Z98304 
45 R-HEMBA1006530//RPCI11-52M1.TJ RPCI11 Homo sapiens genomic clone R-52M1, genomic survey se- 
quence.//0.00015:227:64//AQ052526 - \ 

R-HEMBA1 006535//HS_2234_B1_B07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2234 Col=13 Row=D, genomic survey sequence;//7.5e-33:1 91 :95//AQ 129525 
R-HEMBA1 006540//Homo sapiens clone GS051 Ml 2, complete setiuencey/0.026:497:58//AC005007 
50 R-HEMBA1006546//Homo sapiens chromosome 19, cosiTiic!jy=\33496,. complete sequencey/5.2e-41 :289:86// 
AC004603 . nii'^l^: ' 

R-HEMBA1006559//MUS musculus PRAJA1 (Prajal) rwmk, eoi^^^^^^^ 

R-HEMBA1 006562//Human Chromosome 1 1 p11 .2 PAC clone pD^4iOiimr5, complete sequencey/5.7e-09:266:66// 
AC002554 ^ X 

55 R-HEMBA1 006566//HS_21 71_B1_B04_MF CIT Approved Humkn. denbmic Sperm Library D Homo sapiens ge- 
nomic Clone Plate=2l71 Col=7Row=D, genomic survey sequencey/o.oi 2:306:61//AQl 25421 

R-HEMBA1006569//Ovis aries beta actin mRNA, complete c6s//^0^O-529:S2//U39357 
R-HEMBA1006579//Homo sapiens BAG clone NH0115E20 fromVy. complete sequencey/1.0:141 :65//AC006032 
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R-HEMBA1006583//CIT-HSP-2377M16.TR CIT-HSP Homo sapiens genomic clone 2377M16, genomic survey 
sequence.//1 .7e-31 :271 :76//AQl 1 1 875 . ' ; 

R-HEMBA1 006595//Plasmodjum falciparum 3D7 chromosome "12 :PFYAC1 122 genomic sequence. WORKING 
DRAR" SEQUENCE, 3 unordered piecesy/0.093:270:61//ACd04769 ' 
5 R-HEMBA1 006597//Homo sapiens PI Clone GSP13996 frpm:5cji2, complete sequence.//2.7e-45:37l :80// 

AC005031 ; 

R-HEMBA1 006612 ! ' '!:.7 ^ 

R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING IN::Pr6gresS *** from clone 8B22, WORKING 
DRAFT SEQUENCE.//2.1e-20:229:77//AL031 737 ~ V 

10 R-HEMBA1 006624//Human DNA sequence from clone 406A7in chrdmosome 6q23-24. Contains three pseudo- 

genes similar to Elongation Factor 1 -Alpha (EF-1 -ALPHA, Statin Si ), 60S Acidic Ribosomal Protein PI and NADH- 
Ubiquinone Oxidoreductase 1 5 kDa subunit, and part of the M icrotuble Associated Protein E-MAP-i 1 5 gene. Con- 
tains ESTs. STSs and GSSs. complete sequencey/4.8e-40:32l :83//AL023284 

R-HEMBA1 006631//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 202O8. WORKING 
15 DRAFT SEQUENCE.//1.5e-45:477:77//AL031 848 

R-HEMBA1006635//***ALU WARNING: Human Alu-Sp subfamily consensus sequence .//8.0e-40:245:91//U14572 
R-HEMBA1 006639 

R-HEMBA1 006643 : 

R-HEMBA1 006648//Homo sapiens integrin-linked kinase (ILK) mRNA, complete cds7/2.5e-106:567:94//U402B2 
20 R-HEMBA1006652//Human SAC clone RG308B22 from 7q22-q31, complete sequence.//8.7e-54:334:76// 

AC002089 

R-HEMBA1006653//Homo sapiens 7q telomere, complete sequence .//5.0e-36:207:89//AF027390 
R-HEMBA1006665//HS_3213_B2_D04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3213 Col=8 Row=H, genomic survey sequence. //1 .2e-21 : 235 :67//AQ 175625 
25 R-HEMBA1006674//H.sapiens telomeric DNA sequence, clone ,9QTEL023, read 9QTELOO023.seq.//2.6e-32: 

212:83//Z96776 ' ' > 

R-HEMBA1 006676//Plasmodlum falciparum MAL3P6, complet§sequence7/l.9e-lO 

R-HEMBA1006682//Plasmodium falciparum (strain Dd2) varianif-spybific surface protein (var-1) gene, complete 
CdS./y6.1e-06:477:59//W0608 i: ^ i < 

30 R-HEMBA1006695//Homo sapiens clone RG339C12. WORKING'dMft SEQUENCE, 10 unordered pieces.// 

1 .8e-30:266:80//AC005096 > . : 

R-HEMBA1 006696 --^i-'M'^''^'/ 
R-HEMBA1 006708 ^ r '^'^ A ; ' \ 

R-HEMBA1006709//Human DNA sequence ***SEQUENCING1N PFtOGRESS *** from clone 715N11 , WORKING 
35 DRAFT SEQUENCE7/6.8e-14:139:82//AL031 674 - 

R-HEMBA1006717 '''' ^ ' 

R-HEMBA1 006737//Homo sapiens chromosome 17, clone hRPK;269_G_24, complete sequence.//9.9e-1 8:365: 
66//AC005828 

R-HEMBA1006744//Human Chromosome 16 BAC Clone CIT987SK-327024, complete sequence.//1.3e-37:380: 
40 75//AC003108 I 

R-HEMBA1 006754//Homo sapiens chromosome 5, PI clone 962c5 (LBNL H87), complete sequencey/2.1e-75: 
338:85//AC003951 ' 7 

R-HEMBA1006758//Homo sapiens chromosome 5, BAC clone I82a8 (LBNL HI 61), complete sequence.//l .2e- 

112:579:95//AC005752 

45 R-HEMBA1 006767//Plasmodium falciparum MAL3P6, complete seque nee 7/0. 00022: 528 :58//Z98551 

R-HEMBA1 006779//Homo sapiens chromosome 17, clone hRPfc628_E„12, complete sequence.//2.3e-46:305: 
87//AC005701 V. "■ 

R-HEMBA10067801/Human DNA sequence from clone 243E7:on chromosome 22q12.l. Contains ESTs, STSs 
and GSSs, complete sequence7/7.2e-39:305:82//AL022323 t/^^< . 
50 R-HEMBA1 006789//Streptomyces coelicolor cosmid 6047/6.0085^449:61 //AL031 31 7 

R-HEMBA1006795//Homo sapiens chromosome 17, clone hRPK:34jB^K_i10, complete sequence.//4.1e-43:355: 
801/AC006120 ' ^^^/^^^'^^ 

R-HEMBA1006796//HS_3038_B2_H11_MF CIT Approved Hurrian. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3038 Col=22 Row=P, genomic survey seq ue ncei//0. 99:1 58 :63//AQ 102483 
55 R-HEMBA1 006807//Homo sapiens clone DJ0673M15, WORKING DR^'FT SEQUENCE, 33 unordered pieces7/ 

8.40-47:481 :75//AC004854 ' ' ' '\ . ' 

R-HEMBA1006821//Homo sapiens Chromosome 17, clone hRRC.62^0^9, complete sequence7/3.0e-08:84:90// 
AC004797 
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R-HEMBA1 006B24//Homo sapiens DNA sequence from PAC 958B3:pn chromosome Xp22.1 1 -Xp22.22. Contains 
ESTs STS and CpG islandy/3.7e-54:496:76//Z93023 > : 

R-HEMBA1006832//Homo sapiens chromosome 17, clone hRPK.243_K_l2, complete sequence.//0.70:206:65// 
AC005668 ' 

5 R-HEMBA1 006849//Homo sapiens I2q24.l PAC RPCI3-521 E\9 (Roswell Park Cancer Institute Human PAC li- 

brary) complete sequencey/1.2e-46:281:91//AC004217 y s • . 

R-HEMBA1006865//Musmusculus clone 101 B1 repeat regioh:sequence.//0.61:115:70//AF056074 
R-nnnnnnnnnnnn//Mus musculus mRNA for oxysterol-binding protein, complete cdsy/3.3e-l 02:61 8:87//AB0l 7026 
R-HEMBA1 006885 4.2e-14:379:63//AG006839 ■ ; . . .. 

10 R-HEMBA1006900//CIT-HSP-2006M20.TR CIT-HSP Homo sapiens genomic clone 2006M20, genomic survey 

sequence .//2,6e-07:230:66//B56395 

R-HEMBA1 00692l//Homo sapiens PAC clone DJ0777O23 from 7pl4-pl5, complete sequencey^.le-68:267:86// 

AC005154 

R-HEMBA1 006926 

15 R-HEMBA1 006929//HS_3244_A2_C01_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3244 Col=2 Row=E, genomic survey sequencey/6.9e-21 :1 91 :83//AQ207500 
R-HEMBA1 006936 

R-HEMBA1 006938//Colias philodice eriphyle large subunit ribosomal RNA gene, partial sequence; tRNA-Val gene, 
complete sequence; and small subunit ribosomal RNA gene, partial sequence, mitochondrial genes for mitochon- 
20 drial RNAsy/0.11:309:59//AF044853 ^ / = 

R-HEMBA1 006941//Homo sapiens mRNA for putative thioredoxin'-like proteiny/2.0e-75:371 :98//AJ01 0841 
R-HEMBA1 006949//Homo sapiens PAC clone DJ0777G09 from^7q34-q36, complete sequencey/0.47:240:63// 
AC005518 i '"-'J^^^l. r 

R-HEMBA1 006973//HS_2009_A2_A12_MR CIT Approved Hiimanydenomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2009 Col=24 Row=A, genomic survey seque'neeV/9!6e-05:407:60//AQ232302 

R-HEMBA1006976//RPCI11-49L11.TJ RPCI11 Homo sapiens '.genomic clone R-49L11, genomic survey se- 
quencey/0.0018:184:63//AQ051701 , Y^''^ 

R-HEMBA1 006993//Human thymopoietin (TMPC) gene, partial ex6n 6, complete exon 7, partial exon 8, and partial 
cds for thymopoietin beta.//l.9e-47:394:79//U 18271 ^ hi ■ 

30 R-HEMBA1 006996//CIT-HSP-21 72D1 7.TF CIT-HSP Homo sapiens genomic clone 21 72D1 7, genomic survey se- 

quencey/1.8e-07:365:62//B93406 . w 

R-HEMBA1 007002//Plasmodium falciparum MAL3P2, complete. sequencey/0.0012:505;56//AL034558 
R-HEMBA1 00701 7//Homo sapiens chromosome 17, clone hRPK.597_M_12, complete sequencey/5.6e-41 :437: 
71//AC005277 

35 R-HEMBA1 00701 8//G.gallus mRNA for dynein light chain-Ay/8.2e-73:556:80//X79088 

R-HEMBA1 007045 ^ , 

R-HEMBA1 007051 //Human DNA sequence from cosmid N69F4^ori chromosome 22q11.2-qter contains EST// 
9.9e-27:342:71//Z72006 ^ ' ' . 

R-HEMBA1007052//Homo sapiens FSHD-associated repeat DNA, proximal regiony/5.4e-85:558:87//U85056 
40 R-HEMBA1 007062 

R-HEMBA1 007066 ' V ' : 

R-HEMBA1007073//Homo sapiens chromosome 17, clone^hRPK:42l_E_i4, complete sequencey/2.0e-66:476: 
85//AC006141 • j;:^'- 

R-HEMBA1007078//Homo sapiens chromosome 17, clone hRPK:60_A_24. complete sequencey/1.0e-38:179: 
45 82//AC005325 u ^-J V^ - 

R-HEMBAI 007085//Homo sapiens clone DJ0965K10, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
3.26-49:551 :73//AC006015 V';.^*^^^ ;^ 

R-HEMBA1007087//Human Chromosome 11 pac pDJ392al 7, complete sequencey/1. 0:261 :61//AC000385 
R-HEMBA1007112//Homo sapiens chromosome 12p13.3, WORKING DRAFT SEQUENCE, 37 unordered piec- 
50 es.//0.043:295:62//AC004803 ' iiV.f^i^rV 

R-HEMBA1 0071 1 3//Homo sapiens (subclone 6_a8 from P1 H1 6) DN'a sequencey/1 .4e-52:307:87//L43392 
R-HEMBA1 0071 29//HU man DNA sequence from PAC 863K19 ori'- chromosome X. Contains STSy/1.2e-08:131: 
75//Z92547 ' ' ^ ' ; . 

R-HEMBA1 0071 47//H.sapiens CpG island DNA genomic Msef fragrpent^ clone 65fl , reverse read cpg65fl .rtlaV/ 
55 0.16:187:64//Z62246 - ■ ' ' ' 

R-HEMBA1007149//Homo sapiens chromosome 19, cosmid F23149, complete sequence.//7.6e-l 08:543:96// 
AC005239 

R-HEMBA1007151//Homo sapiens PAC clone DJ0745K06 frqm 7q31, complete sequencey/0. 14:323:58// 
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AC004875 

R-nnnnnnnnnnnn//Homo sapiens epsin 2a mRNA, complete cds.//5.1e-l03:529:94//AF062085 
R-HEMBA1 007178//Homo sapiens chromosome 12p13.3 clone RPCI11-372B4. WORKING DRAFT SEQUENCE, 
129 ordered pieces .//5.4e-1 06:537: 96//AC005911 v *^ ' 

5 R-HEMBA1007194//Homo sapiens Xp22 bins 87-93 PAC RPC!l7l22K4 (Roswell Park Cancer Institute Human 

PAC Library) complete sequencey/4.i e'39:262:80//AC003035 

R-HEMBA1 007203//Homo sapiens mRNA for KIAA0214 protein, complete cdsy/5.3e-61 :332:95//D86987 
R-HEMBA1 a07206//Homo sapiens DNA sequence from PAC 95883 on chromosome Xp22.l 1 -Xp22.22. Contains 
ESTs STS and CpG IslandV/l .9e-50:436:81//Z93023 
10 R-HEMBA1 007224//Homo sapiens mRNA for KIAA0797 protein, partial cds.//2.3e-96:471 :97//AB01 8340 

R-HEMBA1007251//Homo sapiens chromosome 5, PAC clone 247f3 (LBNL H85), complete sequence. //0. 011 : 
349:62//AC004777 ' 

R-HEMBA1 007256//Homo sapiens PAC clone DJ0676L20 from 7q35-q36, complete sequence.//2.8e-1 0:224:70// 
AC004856 

15 R-HEMBA1 007267//Homo sapiens Chr.1 4 PAC RPCI4-794B2 (Roswell Park Cancer Institute Human PAC Library) 
complete sequence.//3.4e-53:362:86//AC005924 
R-HEMBA1 007273 - • ; 

R-HEMBA1007279//Rickettsia prowazekii strain Madrid E/cbmplete genome; segment 4/4 .//0. 042:454: 57// 
AJ235273 ^^-^^V^^ 
20 R-HEMBA1007281//Rickettsia prowazekii strain Madrid E, complete genome; segment 3/47/0.99:288:60// 

AJ235272 ' ' 

R-HEMBA1 007288//Human DNA sequence from clone 422G23 on" chromosome 6q24 Contains EST, STS, GSS, 
CpG island, complete sequencey/7,4e-107:554:95//AL031 003 ; ^ . 
R-HEMBA1 007300//Caenorhabditis elegans cosmid C48C5.//oi2:474:59//U39994 
25 R-HEMBA1 007301 > '"^^^ ' "v;:" 

R-HEMBA1 00731 9//Campylobacter jejuni repetitive DNA, clone plNT//4.9e-08:524:58//Y1 4425 
R-HEMBA1 007320//Homo sapiens genomic DNA, chromosome 2iq11 :f; segment 14/28. WORKING DRAFT SE- 
QUENCE 7/3.4e- 16:244:71 //AP000043 

R-HEMBA1007322//Homo sapiens BAC Clone RG324D18 from-7pi15-p21 , complete sequence 7/3. 9e-83:383:85// 
30 AC005251 ' ' 

R-HEMBA1007327//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 7706, WORKING 
DRAFT SEQUENCEy/1.6e-38:533:71//Z96804 - ^ 

R-HEMBA1 007341//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 268D1 3, WORKING 
DRAFTSEQUENCE7/3.6e-21:394:66//AL023513 , . . 

35 R-HEMBA1 007342//Human BAC Clone GS368F1 5 from 7q3'l complete" sequence.//1 .7e-1 5:1 90:73//AC003080 
R-HEMBA1 007347//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone N38G6. WORKING 
DRAFT SEQUENCE7/2.2e-47:455:77//296802 . 

R-HEMBB1000005//Homo sapiens 3p2l .1-9 PAC RPCI4-793P23 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence7/l.le-62:539:79//AC006208 ; ^t,. / 
40 R-HEMBB1 000008//Homo sapiens chromosome 1 7, clone hClfSl TiiP_7, complete sequence7/l .2e-36:285:83// 
AC003665 t^: -^ " 

R-HEMBB1 00001 a//Homo sapiens clone DJ0038I1 0, WORklNd DRARjSEQUENCE 5 unordered pieces.//l .2e- 
51:416:79//AC004820 .iVT'^ 

R-HEMBB1 000024//Human DNA sequence from BAC 1 75E3 on'chrbrridsome 22q11 .2-qter Contains ESTs, STSs 

45 and polymorphic CA repeat.//3.9e-18:211 :79//Z95113 , ^ , ' ^ / 

R-HEMBB1000025//HS_3064_B2_B07_MF CIT Approved Human tae^^^^^^ Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=14 Row=D, genomic survey sequence ://5:9e-40:254:90//AQ 132765 
R-HEMBB1 000030//Human DNA sequence from clone 1 08K1 1 pn chromosome 6p21 Contains SRP20 (SR protein 
family member), Ndr protein kinase gene similar to yeast suppressor protein SRP40, EST and GSS, complete 

50 sequence7/1 .5e-32:452:70//Z85986 ^ . / , , . 

R-HEMBB1 000036//CIT-HSP-2024L15.TF CIT-HSP Homo sapient gienomic clone 2024L15, genomic survey se- 
quence 7/9. 3e-63: 541 :77//B66264 

R-HEMBB1000037//Homo sapiens erythroblast macrophage protein EM P mRNA, complete cds.//7.6e-9 1:467:97// 
AF084928 ■ ,^ 

55 R-HEMBB1000039//Homo sapiens chromosome 17, clone hRPK. 401 _0_9, complete sequence7/2.4e-44:456: 

68//AC005291 

R-HEMBB1 000044//Human BAC clone RG01 6J04 from 7q21 , complete sequencey/1 .4e-54:307:80//AC002064 
R-HEMBB1 000048//Homo sapiens Chromosome 1 6 BAC clone C!T987SK-A-279B1 0, complete sequence .//3.8e- 
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09:330:63//AC002300 

R-HEMBB1 000050//Human DNA sequence from PAC 436M1 1 on chromosonne Xp22. 1 1 -22.2. Contains the serine 
threonine protein phosphatase gene PPEF1 , and the first coding exon of the RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs. an STS and GSSs, complete sequence .//6.7e-1 2:225 :65//Z94056 
5 R-HEMBB1 000054//Human DNA sequence from clone 444C7 on chromosome 6p22.3-23. Contains an EST, an 

STS and GSSs, complete sequenceV/8.9e-76:557:82//AL033521 

R-HEMBB1 000055//Human housekeeping (Q1Z 7F5) gene, exbns 2 through 7, complete cds.//1 .6e-88:350:86// 
M81806 

R-HEMBB1 000059//Homo sapiens clone DJ0850I01 . WORKING DRAFT SEQUENCE. 1 unordered piecesV/4.9e- 
10 12:356:65//AC006009 

R-HEMBB1000083//Homo sapiens clone DJ0607J02, WORKING DRAFT SEQUENCE. 12 unordered pieces.// 
3.7e-41 :31 1 :82//AC004840 

R-HEMBB1 000089//Homo sapiens clone DJ1021 120. WORKING DRAFT SEQUENCE, 6 unordered piecesy/3.6e- 
34:31 4:78//AC005520 ' ] ' ' 

15 R-HEMBB1 000099//Homo sapiens DNA sequence from BAC 121 6H12pn chromosome 22q12. Contains a pseu- 

dogene with similarity to part of mouse Ninein and the KIAA0609 gene for a protein similar to C. elegans K09C8.4. 
Contains ESTs, GSSs and a ggtt repeat polymorphism, complete sequencey/8.8e-32:434:7l//AL0087l5 
R-HEMBB1 000103//Human DNA sequence from BAC 445C9 on chromosome 22ql2.l . Contains CRYBB1, beta 
B1 crystallin. CRYBA4, beta A4 crystallin, high mobility group-1 protein (HMG-1). ESTs.//2.5e-16:207:74//Z95115 

20 R-HEMBB1000113//HS_3013_A1_B08_T7 CIT Approved Human Genomic Spenn Library D Homo sapiens ge- 

nomic clone Plaie=30i3 Col=i5 Row=C, genomic survey sequencey/0.94:2ii :63//AQii 8730 
R-HEMBB1 00011 9//Homo sapiens ASMTL gene.//1.9e-1 06:531 :96//Y1 5521 
R-HEMBB1 000136//Human Chromosome X, complete sequence 7/0^.00073 :359:59//AC002407 
R-HEMBB1000141//Homo sapiens chromosome 21q22.3PAC 39C17, complete sequencey/6.8e-41 :280:74// 

25 AF043945 

R-HEMBB1 000l44//Homo sapiens chromosome 17, clone hCIT.507lE_2, complete sequencey/0.00083:206:66// 
AC004134 

R-HEMBB1000173//Homo sapiens, WORKING DRAFT SEQUENCE, 97 unordered piecesy/2.5e-82:401 :90// 
AC004085 
30 R-HEMBB1000175 

R-HEMBB1000198//Homo sapiens DNA sequence from BAC 55C2D oh chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping v^^ith a beta-glucoronidase LIKE pseudogene. Contains a membrane 
protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five pre- 
dicted tRNA genes. Contains ESTs. GSSs (BAC end sequences) and a. OA repeat polymorphism, complete se- 
as quencey/0.91:428:56//AL021368 ' *'^jV":V';: 

R-HEMBB1 00021 5//Homo sapiens DNA sequence from PAC 69E11 on chromosome 1 q23-24. Contains a N ADH- 
Ubiquinone Oxidoreductase MLRQ subunit (EC 1 .6.5.3. EC 1 .6:99.3, CI-MLRQ) LIKE pseudogene, a 60S Ribos- 
omal protein L34 LIKE pseudogene, an unknown gene similar ,t6 yeast VPR037W and worm C02C2.6 predicted 
genes, a predicted CpG island, ESTs and an STS, complete sequence.//4.4e-54:298:9l//AL021397 
40 R-HEMBB1000217 ' V ' 

R-HEMBB1 00021 8//Homo sapiens 12q24 PAC RPCI1-66E7 (Roswell Park Cancer Institute Human PAC library) 
complete sequencey/5.8e-32:5i7:70//AC0042i6 

R-HEMBB1000226//Human DNA sequence from cosmid C0SI2 from a contig from the tip of the short ami of 
chromosome-16, spanning 2Mb of 1 6p13.3. Contains ESTs, Flanking sequences of 3' alpha globin HVR and CpG 
45 island.//2.5e-77:450:92//Z69706 

R-HEMBB1 000240//Homo sapiens chromosome 9 duplication of the T cell receptor beta locus and trypsinogen 
genefamiliesy/4.1e-05:310:62//AF029308 

R-HEMBB1000244//Human DNA sequence *** SEQUENCING IN>ROGRESS *** from clone 1112F19, WORK- 
ING DRAFT SEQUENCEy/1 .3e-43:278:85//AL034420 . . > 

50 R-HEMBB1 000250//Human DNA sequence from clone 34B20 on chromosome 6p2l .31-22.2. Contains seventeen 

Histone (pseudo)genes and a 40S Ribosomal protein Si 0 pseudogene. Contains ESTs, STSs and GSSs, complete 
sequence.//3.8e-16:484:64//AL031777 R-HEMBB1000258//Human hereditary haemochromatosis region, histone 
2A-like protein gene, hereditary haemochromatosis (HLA-H) gene, RoRet gene, and sodium phosphate transporter 
(NPT3) gene, complete cdsy/4.3e-11 :286:67//U9l328 : " - ,; ; 

55 R-HEMBB1000264//MUS musculus enhancer of polycomb (Epcl ) ' mRNA, complete cdsy/i .2e-42:406:79// 
AF079765 . ' V 

R-HEMBB1000266//RPCI11-76C20.TV RPCI11 Homo sapiens genomic clone R-76C20, genomic survey se- 
quencey/1.0:232:59//AQ265533 : ' ^ '* ' 
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R-HEMBB1000272//HS_3032_B1_H06_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3032 Col=11 Row=P, genomic survey sequencey/0.0082:209:62//AQ096702 
R-HEMBB1000274//Homo sapiens Chromosome 22q11.2 Cosmid Clone 817g In IGLC Region, complete se- 
quence.//! .6e-45:277:72//AC000053 
5 R-HEMBB1 000284//Homo sapiens full-length insert cDNA clone yy88A05y/6.9e-11 2:572 :96//AF08801 8 

R-HEMBB1 000307//Homo sapiens chromosome 17, clone hRPk.471^L_13, complete sequencey/5.7e-96:523: 
93//AC005244 . ' / 

R-HEMBB1 000312//Human DNA sequence *** SEQUENCING JNiPROGRESS *" from clone 32B1 , WORKING 
DRAFT SEQUENCEy/7.5e-21:218:67//AL023693 ' " - r- 

10 R-HEMBB1 00031 7//roxoplasma gondii chloroplast, complete genorney/0.062:354:58//U87145 

R-HEMBB1000318//Human DNA sequence from PAC 292H14 on chromosome Xp21. Contains STS and CA re- 
peat polymorphismy/4.5e-52:302:81//AL00871 0 ' ' . . .. . 

R-HEMBB1000335//Homo sapiens chromosome 5, PI clone -1 041 Fio (LBNL H88), complete sequencey/1 .9e- 
1 6: 1 39:84//AC0051 79 

15 R-HEMBB1 000336//Homo sapiens complete genomic sequence between Di 6S3070 and D1 6S3275, containing 
Familial Mediterranean Fever gene diseasey/0.0062:231:64//AJ003147 

R-HEMBB1 000337//CIT-HSP-232901 0.TF CIT-HSP Homo sapiens genomic clone 232901 0, genomic survey se- 
quencey/1 .2e-31 :1 92:92//AQ035976 

R-HEMBB1 000338//Homo sapiens Chromosome 16 BAC clone C1T987SK-A-248F7, complete sequencey/1 .9e- 
20 39:477:71//AC004605 

R-HEMBB1 000339//Human DNA sequence *" SEQUENCING iN PROGRESS *** from clone 862K6, WORKING 
DRAFT SEQUENCEy/4.1 e-54:357:76//AL031681 

R-HEMBB1 000341//Homo sapiens 1 2q24 PAC RPCI3-424M6 (RoWell Park Cancer Institute Human PAC library) 
complete sequencey/1 .8e-l 9:501 :63//AC002350 
25 R-HEMBB1 000343//Homo sapiens chromosome 1 6. cosmid clone367E1 2 (LANL), complete sequencey/3.6e-41 : 

457:72//AC004644 

R-HEMBB1000354//Human DNA sequence from PAC 560B9ighichrompsome 1q24-1q25. Contains profilin-like 
pseudogene, 60S ribosomal protein L4 pseudogene RNA bindihg'prbtein, ESTs, GSSy/7.2e-36:325:74//Z9875l 
R-HEMBB1 000369//Homo sapiens chromosome 4 clone B366P24;map,4q25, complete sequencey/9.0e-25:179: 
30 79//AC004067 V *:' ■ ' 

R-HEMBB1 0003741/Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 75N1 4, WORKING 
DRAFT SEQUENCEy/8.4e-58:332:79//Z971 99 \ ' i " ' 

R-HEMBB1 000376//Homo sapiens DNA for amyloid precursor protein r complete cdsy/2. 1 e-47:309:88//D87675 
R-HEMBB1 000391//Homo sapiens clone RG269P1 3, WORKING DFjAFT SEQUENCE, 6 unordered piecesy/5.7e- 
35 46:302:85//AC005080 * ^\)^\/WU:\. 

R-HEMBB1000399//Homo sapiens Radl7-like protein (RAD17) :mRNA, complete cdsV/I.Oe-l 07:531:97// 
AF076838 * - ' ^ ;; 

R-HEMBB1 000402//Human DNA sequence from clone 505B13 6n;chromosome lp36.2-36.3 Contains CA repeat 
and GSSs, complete sequencey/1 .le-25:44l :67//Z98052 ^ • ' 

40 R-HEMBB1 000404//HS_2246_A2_D01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone P!ate=2246 Col=2 Row=G. genomic survey sequencey/0.0025:1 96:63//AQ084251 
R-HEMBB1000420//Homo sapiens Chromosome 22ql1.2 Cosmid Clone 81 7g In IGLC Region, complete se- 
quencey/1 .2e-29:358:72//AC000053 

R-HEMBB1000434//Homo sapiens chromosome 4 clone B71M12 map 4q25, complete sequencey/2.8e-51 :299: 

45 89//AC004069 ' ' 

R-HEMBB1000438//HS_2239_B2_E08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=2239 Col=16 Row=J, genomicsun/ey sequence y/1.3e-1 0:76:1 00//AQ067700 
R-HEMBB1 000441//Human DNA sequence *** SEQUENCING IN PROGf=lESS *** from clone 424J12, WORKING 
DRAFT SEQUENCEy^4.4e-60:281 :90//282207 '^-'^^i^J^f^ .i 

50 R-HEMBB1000449//Homo sapiens clone DJ0898O18, WORKlKlG'bRAFT SEQUENCE, 8 unordered piecesy/ 

4.8e-1 1 :228:68//AC004920 ■ 

R-HEMBB1000455//Homo sapiens clone GS051M12, completeVeqLjencey/3.1e-1 4:388:65// AC005007 
R-HEMBB1000472//Homo sapiens chromosome 17. clone HCIT48C15, complete sequencey/4.9e-34:320:79// 
AC003104 ■. ' ; ' ^ 

55 R-HEMBB1 000480//Human DNA sequence from Fosmid65B7 on chromosome 22q 11 .2-qter. Contains exons6-12 

of the SLC5A1 (SGLT1) gene for solute carrier family 5 (sodium/gluc^ose cotransporter) member 1 (High Affinity 
Sodium-Glucose Cotransporter), complete sequencey/3.4e-36:285:82//Z83649 
R-HEMBB1 000487 , 
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R-HEMBB1000490//Human DNAsequence "*SEQUENCING IN PROGRESS "•from clone 1185N5, WORKING 
DRAFT SEQUENCE7/1 .5e-34:281 :81//AL034423 ' ' 

R-HEMBB1 000491//Homo sapiens DN A sequence from PAC 958B3!ori chromosome Xp22.1 1 -Xp22.22. Contains 
ESTs STS and CpG lsland.//8.5e-37:483:72y/Z93023 ; v 

5 R-HEMBB1 000493//Human DMA sequence from clone 1 09F1 4'6n'chromosome 6p2l .2-21 .3. Contains the alter- 

natively spliced gene for Transcriptional Enhancer Factor TEF^^si the 60S Ribosomal Protein RPL10A gene, a 
PUTATIVE ZN F1 27 LIKE gene, and the PPARD for Peroxisome Prolifd/ator Activated Receptor Delta (PPAR-Della, 
PPAR-Beta. Nuclear Hormone Receptor 1, NUC1, NUCI, P.PARB).'.Goritains three putative CpG Islands. ESTs, 
STSs, GSSs and a ca repeat polymorphism, complete sequence.//7.6e.-l4:217:7l//AL02272l 

10 R-HEMBB1 00051 0//Human DNA sequence *** SEQUENCINGlN^P'iSb^ *** from clone 27K12, WORKING 

DRAFT SEQUENCE.//7.1 e-44:221 :80//AL033397 *' • 

R-HEMBB1 00051 8//Human PAC Clone DJ327A19 from Xq25-q26, complete sequence.//3.5e-5l :280:90// 
AC002477 . 

R-HEMBB1000523//Homo sapiens PAC clone DJ0167F23 from 7p15, complete sequenceV/l .7e-53:304:82// 
15 AC004079 , ' 

R-HEMBB1 000530//Homo sapiens chromosome 17, clone hCIT.162_E_12, complete sequencey/4.2e-74:428: 
92//AC006236 

R-HEMBB1000550//Human Chromosome 16 BAC clone CIT987Sk-A-363E6, complete sequence.//5.6e-13:112: 
80//U91321 

20 R-HEMBB1 000554//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 409J21 , WORKING 

DRAFT SEQUENCE7/5.le-1 4:239:637/283824 " - ^• 

R-HEMBB1000556//Homo sapiens envoplakin (EVPL) mRNA, complete cds.//0.031 :275:60//U53786 
R-HEMBB1000564//Homo sapiens chromosome 5, Bac clone:i89 (LBNL H135), complete sequencey/3.1e-17: 
227:76//AC005914 

25 R-HEMBB1 000573//Borrelia afzelil (strain NT28) DNA, InterneilVtranHbribed spacer.//0.078:1 61 :63//D84405 

R-HEMBB1000575//Homo sapiens chromosome 17. clone hRPC..859iO_20. complete sequencey/7.2e-52:260: 
80/^0003695 , J:.^ ! 

R-HEMBB1 000586//Human DNA sequence from cosmid V21 0E9, between markers DXS366 and DXS87 on chro- 
mosome X./^.Oe-33:305:79//270280 . :|;^'jSSb / 
30 R-HEMBB1000589//Homo sapiens chromosome 17. clone hRPI^?r664Z:E_ll, complete sequencey/l.3e-l 4:409: 
65//AC005208 ^ > i^J-h-i^r ' " 

R-HEMBB1 000591//Homo sapiens Xp22 bins 45-47 BAC GShTB-eas^^ Systems Human BAC Library) 

complete sequencey/6.2e-39:493:71//AC0051 84 . ' T / 

R-HEMBB1 000592//Homo sapiens 12p13.3 PAC RPCI5-1180D.1^ (Rdswell Park Cancer Institute Human PAC 
35 Library) complete sequence7/1.6e-08:254:64//AC005831 - . ^ 

R-HEMBB1000598//Homo sapiens chromosome 11 pac pD*J159bl; complete sequence .//3.3e-38:407:76// 
AC000381 

R-HEMBB1 000623//CIT-HSP-2374P1 7.TR CIT-HSP Homo sapiens genomic Clone 2374P1 7, genomic survey se- 
quencey/1 .30-41:21 2:1 00//AQ1 0971 7 
40 R-HEMBB1000630//Human DNAsequence from clone 41 3H6 on" chromosome 6p22.3-24.3. Contains a hamster 
Androgen-dependent Expressed Protein like protein gene, ESTs and GSSs, complete sequencey/5.2e-3l:3l9: 
78//AL022724 " ' '^ A^ 

R-HEMBB1000631//Sequence 28 from patent US 57081 57.//6.8e-2b:208:80//l80058 

R-HEMBB1 000632//Homo sapiens CosmId C4, WORKING DRAFT. SEQUENCE, 1 ordered pieces y/7.4e -47:457: 
45 75//AC004176 ' ■ 

R-HEMBB1000637//Human BAC clone RG094H21 from 7q21:.q22, complete sequence y/2.9e-45:263:87// 
AC003085 ■•'''ir^:^:''^:^ V 

R-HEMBB1 000638//Genomic sequence from Human 6, complete:seque)ricey/9.1e-34:375:73//AC002112 
R-HEMBB1 000643//HS_2242_A2_B07_MF CIT Approved Humah'Genbmic Sperm Library D Homo sapiens ge- 
50 nomic clone Plate=2242 Col=14 Row=C, genomic survey sequen6e]//6;.010:239:60//AQ065993 

R-HEMBB1000649//Homo sapiens RBP56/hTAFII68 gene, exon' %/8,3^ 

R-HEMBB1 000652//Human DNA sequence from PAC 467D1 6 oh chromosome 6p22.3-24.1 . Contains the 3' part 
of the SCA1 (ataxln-1) gene with a poly-glutamine (CAG repeat) -polymorphism the 3' part of the GMPR (GMP 
reductase, Guanoslne 5'-monophosphate oxidoreductase) gehel'Ebts arid an STS with a polymorphic CA repeaty/ 
55 3.3e-14:450:64//AL009031 ; , 

R-HEMBB1 000665//Arabidopsis thaliana genomic DNA, chromos6m^'5, P1 clone: MXA21 , complete sequencey/ 
0.98:251 :63//AB005247 

R-HEMBB1 000671//Human DNA sequence from PAC 1 06024.' between markers DXS294 and DXS730 on chro- 
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mosomeX.//6.8e-58:296:85//283313 . 

R-HEMBB1 000673//CITBI-E1 -2506F20.TR CITBI-E1 Homo sapiens jgenomic clone 2506F20, genomic survey se- 
quence.//0.98:71 :76//AQ264731 

R-HEMBB1000684//Human DNA sequence from clone 1158El2.gn chromosome Xp11.23-11.4 Contains EST, 
5 STS, GSS. CpG island, complete sequencey/2.6e-ll:l53:77//AL03i584 ; 

R-nnnnnnnnnnnn//Homo sapiens neuroani mRNA, complete cdsy/2.6e-56:287:93//AF040723 
R-HEMBB1000705//Homo sapiens chromosome 19, cosmid R30538; complete seq uence 7/3. 4e- 18:340:65// 
AC005943 

R-HEMBB1 000706//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 462C1 7, WORKING 
10 DRAFT SEQUENCE.//4.7e-10:358:64//AL033380 

R-HEMBB1 000709//RPCI1 1 -79A8.TV RPC1 11 Homo sapiens genomic clone R-79A8, genomic survey sequence.// 
1 .46-40:262 :89//AQ282374 

R-HEMBB1 000725//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: MGN6, complete sequence.// 
0.0001 8:386:60//AB01 7066 

15 R-HEMBB1000726//Homo sapiens PAC clone DJ1 185107 from 7ql1.23-q2l, complete sequencey/1.5e-48:316: 

88//AC004990 

R-HEMBB1000738//Homo sapiens PAC clone DJ0745K06 from 7q31, complete sequence.//7.le-53:382:85// 
AC004875 

R-HEMBB1 000749//Homo sapiens Clone RG140B11 . WORKING DRAFT SEQUENCE. 1 unordered plecesy/6.5e- 
20 51:438:80//AC005069 . . , ' ' 

R-HEMBB1 000763//Plasmid Col lb-P9 (from E.coli K12) coliciMlb; promoter region and 5' coding region.//l .0:11 5: 
63//K02071 \r- 

R-HEMBB1 000770//Human Rhesus blood group antigen (RHCE);gene;'intron 6, partial sequencey/5.6e-24:183: 
86//U83205 ' 
25 R-HEMBB1000781//Homo sapiens Xp22PACs RPC11-263P4 and RPC1 1-1 64K3 complete sequencey/0.00054: 

154:67//AC003046 ''■'^.'.ff-iV'i 

R-HEMBB1000789//RPCI11-2I14.TVBRPCI-11 Homosapiens'gdhbmia^^^ genomic survey se- 

quence.//3.0e-09:299:64//B63628 '-' ; , 

R-HEMBB1 000790//Human Chromosome 1 6 BAC clone Clt987Si<-A-362G6, complete sequencey/4.5e-46:185: 
30 85//U95740 

R-HEMBB1 0a0794//HS_3253_A1_G06_T7 CIT Approved Humian G^nbmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3253 Col=11 Row=M, genomic survey sequence.//5,7e-13:172:65//AQ216291 
R-HEMBB1 000807 

R-HEMBB1 00081 0//Human BAC Clone RG1 14A06 from 7q31 , complete sequence.//1 .3e-24:385:71//AC002542 
35 R-HEMBB1 000821 

R-HEMBB1 000822//CITB1-E1 -251 7E1 3.TF CITBI-E1 Homo sapiens genomic clone 251 7E1 3, genomic survey se- 
quence.//4.5e-08:278:64//AQ279944 

R-HEMBB1 000826//Homo sapiens genomic DNA, chromosome 21 q1 1 .1 , segment 1 4/28, WORKING DRAFT SE- 
QUENCEy/1 .26-44:521 :72//AP000043 ' . ' 

40 R-HEMBB1 000827//Homo sapiens clone DJ0981 007. complete sequencey/6.8e-43:31 9:84//AC00601 7 

R-HEMBB1000831//HS_3247_B2_A09_T7 CIT Approved Hurnari' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3247 Col=l8 Row=B, genomic survey sequencey/5.5e-74:38l :96//AQ223850 
R-HEMBB1 000835//Homo sapiens DNA sequence from BAC'SSCisO'on chromosome 6. Contains a Spinal Mus- 
cular Atrophy (SMA3) LIKE gene overlapping with a beta-glucorbnidase LIKE pseudogene. Contains a membrane 

45 protein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogdnase (GAPDH) LIKE pseudogene, five pre- 

dicted tRNA genes. Contains ESTs, GSSs (BAC end sequences)' and a'CA repeat polymorphism, complete se- 
quence.//4.2e-1 7:1 67:80//AL02 1368 ' j; . - 

R-HEMBB1000840//Homo sapiens clone DJ1039L24. WORKIJsjG^li^ SEQUENCE. 3 unordered pieces.// 
7.9e-26:220:73//AC005283 - '^^^f^' ' 

50 R-HEMBB1000848//Homo sapiens, WORKING DRAFT SEQUENCE, . 52 unordered pieces y/7. 86-39:356:79// 

AC004086 " 

R-HEMBB1000852//HS_3075_/^2_B07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3075 Col=l4 Row=C. genomic survey sequdnce7/3:4e-ll:i51:75//AQ1388l6 
R-HEMBB1000870//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 72E17, WORKING 
55 DRAFT SEQUENCE.//1 .8e-44:454:75//AL033523 

R-HEMBB1000876//Human DNA sequence from clone 91 J24' on; chromosome 6q24 Contains part of utrophin 
Gene, pan of cytochrome C oxidase gene, EST, CpG island, complete sequence.//0.00i 6:227 :65//AL024474 
R-HEMBB1000883//Homo sapiens chromosome 19, cosmid F1 9678, complete sequence.//0.62:238:62// 
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AC005621 ^ , ; 

R-HEMBB1 000687//Synthetic human/adenovirus type 5 recombination junctiony/9.9e-24:275:76//M34061 
R-HEMBB1 000888//CIT-HSP-2282A1 3.TR CIT-HSP Homo sapiens genomic clone 2282A1 3. genomic survey se- 
quence.//2.4e-05:310:60//AQ000826 ' * 

5 R-HEMBB1 000890//Homo sapiens Clone DJao42M02. WORKING DRAFT SEQUENCE, 20 unordered pieces.// 

6.5e-44:305:84//AC005995 I > 

R-HEMBB1000893//Homo sapiens BAC clone RG363E19 from 7q31.1, complete sequence.//3.7e-30:265:80// 
AC004492 

R-HEMBB1000908//RPCI11-13P12.TV RPCI-11 Homo sapiens genomic Clone RPCI-11-13P12, genomic survey 
10 sequence.//0.98:183:61//B76199 

R-HEMBB1 00091 0//Homo sapiens Chromosome 22q11.2 Cosrnid Clone 50d10 In IGLC Region, complete se- 
gue nee .//1 . 7e-28 : 302 :76//AC000024 

R-HEMBB1 00091 3//Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAC library) complete 
sequence.//4.1e-34:314:76//AC003037 
15 R-HEMBB1 00091 5//Human chromosome 1 6pl 1 .2-p1 2 BAC clone CIT987SK-224D6 complete sequencey/6.3e- 
09:536:59//U95739 . ' v • : V * 

R-HEMBB1 00091 7//Human DNA sequence *** SEQUENCING JN PROGRESS *** from clone 16915, WORKING 
DRAFT SEQUENCE.//1 .6e-47:234:86//Z93015 /; (: 

R-HEMBB1 000927 . ' ' } • ; ; 

20 R-HEMBB1 000947//CIT-HSP-2287M13TF CIT-HSP Homo sapiens.genomicclone2287M13,genomicsurv^^ 

quence.//0.090: 11 5:69//B99228 

R-HEMBB1 000959//Homo sapiens chromosome 17, clone HRPC965N1, complete sequence.//5.7e-89:544:90// 
AC003098 

R-HEMBB1 000973//Arabidopsis thaliana chromosome II BAC''F2i§ 'g'enomic sequence, complete sequence.// 
25 0.038:377:58/^AC005560 ' ' . I . 

R-HEMBB1 000975//Arabidopsis thaliana chromosome II BAC F5H14 genomic sequence, complete sequence.// 
1.0e-05:342:62y/AC006234 ; ! ; 

R-HEMBB1000981//CIT-HSP-2386J13TF.1 CIT-HSP Homo sapieris genomic Clone 2386J13, genomic survey 
sequence.//1.1e-18:231:74//AQ239443 
30 R-HEMBBI 000985//HS_3184_A1_D12_T7 CIT Approved Human Genomic Sperm Library D. Homo sapiens ge- 

nomic Clone Plate=3l 84 Col=23 Row=G, genomic survey sequencey/6.3e-52:286:95//AQ1 50008 
R-HEMBBI 000991 

R-HEMBB1 000996//Homo sapiens Xq28 BAC PAC and cosmid' donees containing FMR2 gene exons 1 ,2, and 3, 
complete sequencey/1 .4e-42:343:81//AC002368 
35 R-HEMBB1001004 

R-HEMBB1 001 008//CITBI-E1 -2504L23.TF CITBI-E1 Homo sapiens.genomic clone 2504L23, genomic survey se- 
quence.//3. 1 e-57:31 7:94//AQ262056 :C'., , ; > 

R-HEMBBI 001011//HS_3017_B1_G03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3017 Col=5 Row=N, genomic survey sequence'//7.3e-34:237:86//AQ101944 
40 R-HEMBBI 001 01 4//Human DNA sequence *** SEQUENCING IN-PROGRESS *** from clone 460J8, WORKING 

DRAFT SEQUENCE.//2.4e-49:417:80//AL031662 . . 

R-HEMBBI O0l020//Homo sapiens Xp22 BAC GS-37701 4 (GenVme' 'Systems Human BAC library) complete se- 
quence.//7.6e-41:303:76//AC002549 , . \ • . • 

R-HEMBBI 001 024//Homo sapiens (subclone 2_g5 from P1,.H16) DNA sequencey/7.4e-48:34l:85//L48475 
45 R-HEMBB1 001 037//Homo sapiens 22q1 1 BAC Clone 489dl In.MQp. f?egion, complete sequence.//2.0e-50:4i 6: 
82//AC005527 " ' ' ' 

R-HEMBBI O01047//Homo sapiens chromosome 19, cosrnid R31^73, complete sequence7/8.4e-22:288:71// 
AC004699 ; • ; 

R-HEMBBI 001 051//H.sapiens mRNA for FAN protein.//7.1e-18:ri4;98//X96586 
50 R-HEMBBI 001 056//Homo sapiens clone DJ0953A04, WORKING DrXfT SEQUENCE, 5 unordered pieces.// 

6.1e-94:520:93//AC006014 

R-HEMBB1001058//Homo sapiens clone UWGC:yl7cl3l from. 6p21, complete sequence.//!. 1e-56:242:82// 
AC004187 * 

R-HEMBBI 001060//Human Tiggerl transposable element, complete consensus sequence.//4.2e-66:323:81// 
55 U49973 ' ' ■ • 

R-HEMBBI 001 063//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 523G1 , WORKING 
DRAFT SEQUENCEy/4.0e-114:556:98//AL034375 

R-HEMBBI 001 068//Homo sapiens Iiprin-beta2 mRNA, partial cds.//2.8e-1 05:51 2:97//AF034803 
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R-HEMBB1 001 096//Human DNA sequence from PAC 24608, between markers DXS6791 and DXS8038 on chro- 
mosome X contains ESTs.//2.4e-13:225:69//Z76735 ' ; ' 

R-HEMBB1001102//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SW1/SNF related, matrix associated, actin dependent regulator of chromatin, 
5 subfamily a, member 1 (SN F2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 

complete sequencey/2.4e-35:295:80//AL022577 

R-HEMBB1 001 1 05//Human DNA sequence *" SEQUENCING:iN PROGRESS *" from clone 462023. WORKING 
DRAFT SEQUENCE7/7,9e-46:380:80//AL031431 

R-HEMBB1001114//Homo sapiens DNA sequence from PAC 119E23 on chromosome Xq25-q27.1 . Contains gly- 
10 pican-3 precursor (Intestinal protein OCI-5) (GTR2-2),5'UTR. ESTs, STS7/1.1e-38:306:84//Z99570 

R-HEMBB1001117//RPCI11-35I8TK RPCI-11 Homo sapiens genomic clone RPCI-11-3518. genomic survey se- 
quence.//! .5e-08:67:1 00//AQ0471 1 3 

R-HEMBB1 00111 9//Homo sapiens BAC clone BK085E05 from 22q 12.1 -qter, complete sequencey/9.0e-26:481: 
67//AC003071 . 
15 R-HEMBB1 0011 26//Human DNA sequence from clone 441 J1 on chromosome 6p24 Contains STS.GSS, complete 
sequence.y/0.045:127:69/yZ99495 ' \. 

R-HEMBB1 001 1 33//Human SS-A/Ro ribonucleoprotein autoantigen 60 kd subunit mRNA, complete cdsy/5.0e-23: 

285:73//M25077 ; 

R-HEMBB1001137//Plasmodlum falciparum DNA *** SEQUENCING' IN; PROGRESS *** from contig 4-09. com- 
20 plete sequence.//2.5e-07:334:62//AL010222 ' ! ' ; ' 

R-HEMBB1001142//Human BAC clone RG164L14 from 7q2t-q22; - complete sequencey/2.5e-46:412:79// 
AC002564 

R-HEMBB1 001151//MUS musculus IFN alpha-treated embryoniafibrSblast mRNAV/l .8e-11 :148:77/AJ51904 
R-HEMBB1001153//RPCI11-10L7TP RPCI-11 Homo sapiens genomic Clone RPCI-11-10L7, genomic survey se- 
25 quence.//2.3e-34:213:82//B71 766 

R-HEMBB1001169//Homo sapiens chromosome 17, clone HCiT39G8, complete sequence.//0.040:465:56// 
AC003070 " 
R-nnnnnnnnnnnn//Sequence 1 from patent US 5618695.//2.8e-1 5:176:80//I40055 
R-HEMBB1001177 

30 R-HEMBB1 001182//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-52. com- 

plete sequenceV/l .9e-05:174:70//AL01 0226 ^ ' 

R-HEMBB1001199 f 1'^ ; 

R-HEIVIBB1001208 \ "^'^ 

R-HEMBB10012a9//RPCI1l-4lE13.TP RPCI-11 Homo sapiens genomic Clone RPCI-11-41E13, genomic survey 
35 sequence.//1.1e-95:473:97y/AQ029098 iT ' 

R-HEMBB1 001 21 0//Homo sapiens chromosome 1 6, cosmid clone 33001 1 (LANL), complete sequence7/6.2e-08: 
412:61//AC005199 ' '^■-'r 1' ^ 

R-HEMBB1001218//RPCI11-13L8.TV RPCI-11 Homo sapiens genomic Clone RPCI-11-13L8. genomic survey se- 
quencey/1.0e-46:498:74//B75158 ' ' 

40 R-HEMBB1001221//RPCI11-62024.TJ RPCI11 Homo sapiens' genomic Clone R-62024, genomic survey se- 
quence./y3.2e-09:215:68//AQ200950 ^ > 

R-HEMBB1 001234 . ' I 

R-HEMBB1 001242 ^ ' * ■ 

R-HEMBB1001249//Homo sapiens clone DJ1136G02, WORKING DRAFT SEQUENCE, 4 unordered pieces.// 
45 1 .46-33:361 :72//AC005377 ' J'^C *; 

R-HEMBB1 00l253//Homo sapiens chromosome 3, olfactory recepWr pseudogene cluster 1 , complete sequence, 
and myosin light chain kinase (MLCK) pseudogene, partial sequencey/3.8e-1 05:51 7:98//AF042089 
R-HEMBB1 001254//Methanococcus jannaschii section 3 of 1 50:o[ the complete genomey/0.96:203:61//U67461 
R-HEMBB1001267//Human DNA sequence from clone 1409 on chronripsome Xp11. 1-11.4. Contains a Inter-Al- 
so pha-Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced' Melanoma-Associated Antigen MAGE LIKE 
gene and a 6-Phosphofructo-2-kinase (Fructose-2,6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs 
and genomic marker DXS8032, complete sequencey/2.8e-39:320:80//Z98046 

R-HEMBB1001271//Homo sapiens chromosome 17, clone. hRPK.349_A_8, complete sequencey/3.9e-47:494: 
75//AC005544 ' 
55 R-HEMBB1 001282//Human DNA sequence *** SEQUENCING'iN PROGRESS *** from clone 184J9, WORKING 

DRAFT SEQUENCEy/0.0011:97:79//AL031428 ^ 
R-HEMBB1 001288 ' ? - ; 

R-HEMBB1 001289//Homo sapiens chromosome 5, BAC clone 343g1 6'(Lbnl HI 80), complete sequencey/2.0e- 



1948 



EP1 074 617 A2 



31:301:78//AC005601 ' 

R-HEMBB1001294//Homo sapiens BAG clone RG060N22 . from -Tqai , complete sequence.//0.053:283:60// 
AC003083 . "* . ' ^ 

R-HEMBB1 001302 

5 R-HEMBB1001304//Human DNA sequence *** SEQUENCING INPROGRESS*" from clone 27K1 2. WORKING 

DRAFT SEQUENCE.//6.3e-15:396:64//AL033397 

R-HEMBB1001314//Homo sapiens genomic DNA, 21q region,; clone: f30F8SpN6, genomic sun/ey sequenceV/ 
3.4e-42:293:86//AG01 3777 \ >; . 

R-HEMBB1001315//Human NFE genomic fragmenty/7.5e-30:243:78//M98511 
10 R-HEMBB1001317//Homo sapiens cliromosome 17, clone hRP,C..;ip28j.K_7, complete sequencey/2.3e-39:30l: 
82//AC004585 ', ' 

R-HEMBB1 001326//HS_3054_A1_F12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3054 Col=23 Row=K, genomic survey sequence.//0.90:117:63//AQ1 06096 
R-HEMBB1001331//MUS musculus mRNA for hepatoma-deriVed; growth factor, complete cds. strain :BALB/c7/ 
15 0.037:1 03:77//D63850 ' ; 

R-HEMBB1001335//Homo sapiens Xp22 BAC GSHB 526D21 (Genome Systems Human BAG library) complete 
sequence.//9. 1 e-1 9:229:77//AC003037 ' : 

R-HEMBB1 001337 , : 

R-HEMBB1 001339//Homo sapiens FSHD-associated repeat DNA, proximal region .//2.9e-45:551 :72//U85056 
20 R-HEMBB1001346//Homo sapiens phenylalanine-tRNA synthetase (FARSl) mRNA, nuclear gene encoding mi- 

tochondrial protein, complete cds.//2.7e-59:292:99//AF097441 

R-HEMBB1001348//Homo sapiens clone DJ0691F11, WORKING DRAFT SEQUENGE, 11 unordered pieces.// 
9.1 e-41 :326:82//AC004859 

R-HEMBB1 001 356//Human DNA sequence *** SEQUENCII^G IN PROGRESS "* from clone 424J12. WORKING 

25 DRAFT SEQUENCE.//1.8e-11:213:67//Z82207 

R-HEMBB1 001364//HS_3050_/\2_F05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3050 Col=10 Row=K, genomic survey sequehcW.//1 .8e-21 : 158:91 //A0 133940 
R-HEMBB1001366//Homo sapiens Chromosome 10 clone CIT987SK-1 18815 map lOpil .2-iOpl2.l . complete se- 
quence.j74.1e-37:419:73//AC005876 ' ■'s ' 

30 R-HEMBB1 001367//Human Chromosome 16 BAC clone Clt987SK-A-234F9, complete sequencey/9.5e-1 5:201 : 

75//U91326 - 

R-HEMBB1 001369//Human DNA sequence *** SEQUENCINGIN PROGRESS *** from clone 477J1 0, WORKING 
DRAFT SEQUENCE.//1 .8e-28:224:83//AL021 686 , ^ , 

R-HEMBB1 001380//HS_2267_B1_F1 1_MR CIT Approved Hurriari G^homic Sperm Library D Homo sapiens ge- 
35 nomic clone Plate=2267 Col=2l Row=L, genomicsurvey sequence.//4.0e-l4:i00:95//AQ084896 

R-HEMBB1001384//MUS musculus C0P9 complex subunit:4'(COPS4) mRNA, complete Cds.//9.6e-55:312:81// 
AF071314 ' • ' ' ' • 

R-HEMBB1001387//Homo sapiens chromosome 9, Pi clone 8660 (Lbnl Hi 05), complete sequence.//i.0:i66: 

63//AC003953 

40 R-HEMBB1 001 394//Homo sapiens chromosome 1 7, clone hRPK.2l:5_E_l 3, complete sequence.//1 .4e-55:494: 

76//AC005549 ' i ' 

R-HEMBB1 00l4l0//Homo sapiens PAG clone DJ1102B04 from 7qii.23-7q2i, complete sequence 7/0.01 1:208: 
63//AC006204 

R-HEMBB1001424//Homo sapiens, WORKING DRAFT SEQUENCE, 76 unordered pieces.//1 .5e-22:325:69// 
45 AC002370 l\ 

R-HEMBB1 001426//Homo sapiens 1 2q24 PAC RPCI3-424M6 (Roswell Park Cancer Institute Human PAC library) 
complete sequence. //1 .3e-46:328:84//AC002350 

R-HEMBB1 001429//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4. BAC clone C0481 P14; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 7 unordered^i3ieC(3S.//6.6e-1 05:550 :95//AC0061 60 

50 R-HEMBB1 001436 

R-HEMBB1001443//HS_2228_A1_B05_MF CIT Approved Hunnan .G^^ Sperm Library D Homo sapiens ge- 
nomic clone Plate=2228 Col=9 Row=C, genomic survey sequerice://0.37:173:62//AQ066934 
R-HEMBB1001449//Homo sapiens Clone DJ1129E22, working! DRAFT SEQUENCE, 7 unordered pieces.// 
2.7e-23:339:69//AC005522 ' ^'t^-'*^^ 

55 R-HEMBB1001454//Homo sapiens chromosome 5, PI clone 1307e8ABNL H60), complete sequence .//1.1e-39: 

299:84//AC005355 ' '\ " v 

R-HEMBB1 001 458//Plasmodium falciparum chromosome 2,,sectioo.6^ of 73 of the complete sequencey/6.0e-05: 
486:59//AE001430 ,^ >" :V 



1949 



EP1 074 617 A2 



R-HEMBB1 001463//Homo sapiens PAC clone DJ0777O23 from 7p14-p15, complete sequenceV/l .2e-50:31 7:89// 
AC005154 

R-HEMBB1001464//C1T-HSP-2370C10.TFCIT-HSP Homo sapiens genomic clone 2370C10, genomic survey se- 
quence 7/0. 20:95 :71//AQ 107941 : r 

5 R-HEMBB1 001482//MUS musculus Clone OST20235, genomic suryey sequence .//4.3e-09:l 92 :70//AF046762 

R-HEMBB1001500//Human DNA sequence from PAC 465G10 on chromosome X contains Menkes Disease 
(ATP7A) putative Cu++-transporting P-type ATPase exons 2 to 2t,:R,GAM:B, ESTs.//l.9e-2 1:253:70/7294801 
R-HEMBB1001521//MUS musculus Clone OST1209, genomic survey sequence.//7.5e-30:332:75//AF046642 
R-HEMBB1 001 527//Homo sapiens clone DJ241 P1 7, WORKING Df^lAFT. SEQUENCE. 7 unordered pieces,//9.5e- 

10 55:483:76//AC005000 . 

R-HEMBB1001531//Human BAC Clone 7E17 from 12q. complete sequence.//1.3e-08:159:71//AC002070 
R-HEMBB1 001 535//Human DNA sequence from cosmid E127C11 on chromosome 22qil .2-qter contains STS.// 
4.0e-30:286:79//Z74581 

R*HEMBB1001536//Homo sapiens cosmid clone LUCA16 froni 3p21.3, complete sequence7/1 .6e-39:342:80// 
15 U73169 

R-HEIVIBB1001537//Genomic sequence from Human 9q34, complete sequence.//3.7e-41 :361 :77//AC000394 
R-HEMBB1 001 555//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-485G1 0, complete sequencey/0.34: 

212:61//AC003049 ^ 

R-HEMBB1 001562//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-328A3, complete sequenceV/S.Oe- 
20 40:267:88//AC002301 

R-HEMBB1001564//Homo sapiens clone DJ0414A15. WORKING DRAFT SEQUENCE, 9 unordered pieces.// 
5.1 e-30:286:76//AC005225 

R-HEMBB1001565//Homo sapiens clone DJ0607J02. WORKING DRAFT SEQUENCE. 12 unordered pieces.// 
2.5e-15:194:75//AC004840 . 
25 R-HEMBB1001585//Human DNA sequence from clone 796B6'bn chromosome 20p11. 22-1 2.2. Contains STSs 
and GSSs, complete sequencey/2.6e-33:234:79//AL031677 -''^ - 

R-HEMBB1001586//Homo sapiens clone NH0479C13. WORKING^DRAFT SEQUENCE, 12 unordered pieces.// 
2.7e-30:371:74y/AC005236 ■ ^ ' I : ^ 

R-HEMBB1 001 588//Homo sapiens Xp22 GS-52411 (Genome SykerSs Human BAC library), complete sequence.// 
30 8.0e-32:323:73//AC003106 ; : 

R-HEMBB1001603//PIasmodium falciparum DNA *** SEQUENeilSIGyfN ;PJ=^OGRESS *** from contig 4-59, com- 
plete sequence.//0.034:302:59//AL01 0235 

R-HEMBB1 001 61 8//Homo sapiens DNA sequence from PAC 958B3'on chromosome Xp22.1 1 -Xp22.22. Contains 
ESTs STS and OpG islandy/7.1 e-31 :503:68//Z93023 ^ " " ' ' 

35 R-HEMBB1 001619//Homo sapiens Xq28 BAC PAC and cosmid cipries containing FMR2 gene exons 1 ,2, and 3, 
complete sequencey/3.7e-50:539:72//AC002368 : ' ' 'I 

R-HEMBB1 001630//Human DNA sequence from PAC 121G13 on chromosome 6 contains flow sorted chromo- 
some 6 Hindlll fragment ESTs. polymorphic CA repeat, CpG island. CpG island genomic fragments.//l .3e-27:228: 
82//Z86062 

40 R-HEMBB1001635//Homo Sapiens Chromosome X clone bWXD90. complete sequence.//l .5e-23:407:69// 

AC004075 ;; . • 

R-HEMBB1 001637//Homo sapiens Xq28 BAC PAC and cosmid clones containing FMR2 gene exons 1 ,2, and 3, 
complete sequencey/3.9e-54:51 9:74//AC002368 

R-HEMBB1001641//Human DNA sequence from clone 133H It on, chromosome 6p24, Contains STSs, GSSs and 
45 genomic marker D6S410, complete sequencey/1 .9e-08:464':66//AL024506 

R-HEMBB1001653//Homo sapiens chromosome 17, clone HCIT3L16, WORKING DRAFT SEQUENCE. 7 unor- 
dered pieces.//2.8e-39:318:82//AC002344 ] r /f;! . 

R-HEMBB1 001 665//***ALU WARNING: Human Alu-Sp subfamily cbnsensus sequencey/3.8e-47:283:90//U 14572 
R-HEMBB1001668 \ /• -^^'^. '^ 

50 R-HEMBB1001673//Homo sapiens mRNA for K1AA0646 protelrj. complete cdsy/1.8e-115:573:97//AB01 4546 

R-HEMBB1001684//Sequence 1 from patent US 5700927.//1 .9e4of3;43:77^^^ 

R-HEMBB1 001 685//Homo sapiens chromosome 1 7, clone hRPK.72jl^K_l , complete sequencey/2.6e-43:31 :83// 

AC005411 ' 

R-HEMBB1001695 

55 R-HEMBB1 001 704//CIT-HSP-2324C1 5.TR CIT-HSP Homo sapiervs genomic clone 2324C1 5, genomic survey se- 

quencey/0.0074:259:58//AQ028704 

R-HEMBB1001706//Homo sapiens clone DJ0665P05, WORKING. DRAFT SEQUENCE, 5 unordered piecesy/ 
9. 1 e-34:296:80//AC004851 
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R-HEMBB1001707//Homo sapiens Chromosome 16 BAG clone Glt987SK-A-319E8, complete sequencey/7.7e- 
32:241 :76//AC004020 " , . . 

R-HEMBB1 001 71 7//CIT-HSP-2378C1 9.TF CIT-HSP Homo sapiens genomic Clone 2378C19, genomic survey se- 
quence.//4.8e-35:228:89//AQ1 08992 , | . " * 

5 R-HEMBB1 001 735//Homo Sapiens chromosome 5, BAG clone ^Il4k9 (LBN L H94), complete sequenceV/i .8e-l0: 
80:90//AG005613 

R-HEMBB1001736//CIT-HSP-2369K6.TF CIT-HSP Homo sapienjs genomic clone 2369K6, genomic survey se- 
quence.//9.9e-38:242:90//AQ075221 

R-HEMBB1001747//Homo sapiens cosmids Qc14E2, Qc12H12, .Qc11.F9, Qc10G9. LA1733 and Qc17B8 from 
10 Xq28, complete sequence.//3.3e-60:366:80//U82671 

R-HEMBB1001749//Homo sapiens chromosome 17, clone hRPK.259_G_18, complete sequence.//1 .4e-60:242: 
92//AC005829 

R-HEMBB1001753//RPCh1-59J22.TK RPCI11 Homo sapiens genomic clone R-59J22. genomic survey se- 
quence.//6.2e-08:281 :64//AQ200046 
15 R-HEMBB1 001 756//Homo sapiens BAG Clone RG293F1 7 from 7pl5-p21 , complete sequence7/3.1 e-1 8:395:67// 
AG004130 

R-HEMBB1 001 760//Homo sapiens genomic DNA, chromosome 21q11 .1 , segment 21/28, WORKING DRAFT SE- 

QUENCEy/9.9e-18:416:64//AP000050 /: = 

R-HEMBB1001762//MUS musculus major histocompatibility locus class II region: major histocompatibility protein 
20 class II alpha chain (lAalpha) and major histocompatibility protein class II beta chain (lEbeta) genes, complete 
cds; butyrophilin-like (NG9), butyrophllin-like (NGIO), hypothetical protein (NG8), and butyrophilin-like (NG11) 
genes, partial cds; NG12 pseudogene, partial sequence; and hypothetical butyrophilin-like protein (NG13) gene, 
partial cds.//0.21 :521 :57//AF0501 57 ; • 

R-HEMBB1001785/Abrulopsis glabrata mitochondrial intergenicTegion^ATPase 6 -ATPase 9 genesy/0.00073: 
25 189:65//X02170 ^ *i t^C' 

R-HEMBB1 001 797//Plasmodium falciparum 3D7 chromosome ,12 PFYACB8-420 genomic sequence. WORKING 
DRAFT SEQUENCE. 14 unordered piecesy/0.0049:322:62///Cco65i40 ' 
R-HEMBB1001802//Human desmin gene, complete cdsy/8.1e-95:510:93//M63391 

R-HEMBB1 001 81 2//Human DNA sequence *" SEQUENCING IN 'PROGRESS *** from clone 356B8, WORKING 
30 DRAFT SEQUENGEy/1.3e-71:368:96//298882 

R-HEMBB1 001 81 6//Homo sapiens chromosome 21 PAC LLNLP704G1 iSOQl 3y/8.4e-21 :1 64:76//AJ006996 
R-HEMBB1 001 831//Homo sapiens PAM COOH-temiinal interactor protein 1 (PCIP1) mRNA, complete cdsy/1 .7e- 
104:498:98//AF056209 

R-HEMBB1001836//Homo sapiens chromosome 19, cosmid R26660, complete sequencey/9.2e-44:388:71// 
35 ACQ05328 ^ ' ' 

R-HEMBB1001839 : 

R-HEMBB1 001 850//Arabidopsis thaliana genomic DNA, chromosome 5, P1 clone: MOPI 0, complete sequencey/ 
0.00093:488:60//AB005241 

R-HEMBB1001863//Human poly(ADP-ribose) polymerase gene. 5' endy/1.2e-16:458:65//M60436 
40 R-HEMBB1 001 867//Human DNA sequence from cosmid U25DH ,* between markers DXS366 and DXS87 on chro- 
mosome Xy/5.0e-31 :399:74//Z68327 ' 

R-HEMBB1001868//Arabidopsis thaliana genomic DNA, chrornpsonife 5, PI clone: MYN8, complete sequencey/ 
0.26:303:59//AB020754 V ff''^^]^^ 

R-HEMBB1001869//Homo sapiens chromosome 17, clone, hClf529ll 0, complete sequencey/7.0e-37:285:85// 
45 AC002553 

R-HEMBB1001872//Caenorhabditis elegans DNA *** SEQUENCING -IN PROGRESS *** from clone Y44F5, 
WORKING DRAFT SEQUENGEy/0.093:367:58//AL009027 ; • ' 
R-HEMBB1001874 ^i.^;,;:; :^ : 

R-HEMBB1001 875//Lactococcus lactis DPC3147plasmld pMRCpi\ complete plasmid sequencey/0. 037:406:60// 
50 AE001272 . ^ . V ;l 

R-HEMBB1001880//Homo sapiens chromosome 17, clone hRPK.2'35_L10, complete sequencey/1.3e-49:461: 
77//AC005922 . , ^ 

R-HEMBB1001899//Caenorhabditis elegans DNA *** SEQUENCING IN ' PROGRESS *** from clone Y116A8, 
WORKING DRAFT SEQUENCEy/0.56:295:60//Z98858 
55 R-HEMBB1 001 905//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y738F9. WORKING 

DRAFT SEQUENCEy/1 .90-28:181 :75//AL022345 
R-HEMBB1001906 

R-HEMBB1 001 908//Genomic sequence from Human 1 7, complete sequencey/2.9e-36:274:76//AC001231 
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R-HEMBB1001910//Homo sapiens chromosome 17, clone Hfclta^GS. complete sequence.//3.5e-41 :408:76// 
AC003070 

R-HEMBB1 001 91 1//Homo sapiens *** SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCEy/6.1 e- 
64:31 0:89//AJ01 1929 

5 R-HEMBB1001915//Mouse mRNA for arylhydrocarbon receptor, complete ccls.//2.0e-20:220:78//D384l7 

R-HEMBB1001921//Human DNA sequence *** SEQUENCING |N PROGRESS *** from clone 1141 E15, WORK- 
ING DRAFT SEQUENCEy/1 .96-47:41 0:80//AL034422 

R-HEMBB1001922//Homo sapiens chromosome 17. clone HCIT421K24, complete sequence.//6.2e-32:378:74// 
AC004099 

10 R-HEMBB1001925//Human Chromosome 11 overlapping pacs pDJ235k10 and pDJ239b22. WORKING DRAFT 

SEQUENCE, 17 unordered pieces.//8.2e-41:304:84//AC000406, . 

R-HEIVIBB1001930//Homo sapiens genomic DNA of 8p2i.3-p22,anti-oricogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 10/11 y/8.3e-12:202:69//AB020867 , 
R-HEMBB1001944//P.falciparum gene for beta subunit RNA polym^rase.//0.00090:264:62//X75544 
15 R-HEMBB1 001 945//Swietenta humilis DNA for simple tandem repeat (242bp)y/0.056:224:62//AJ000408 

R-HEMBB1001947//RPCI11-60L13TJ RPCI11 Homo sapiens genomic clone R-60L13, genomic survey se- 
quencey/7.4e-23:146:94//AQ202335 

R-HEMBB1001950//Human DNA sequence from clone 41 5G2 bn,chron;iosome 22 Contains synapsin lllaexon 1. 
EST and GSS, complete sequencey/0.57:115:68//Z83846 . ' - 
20 R-HEMBB1 001 952//Homo Sapiens Chromosome X clone bWXD 1/71;,; .WORKING DRAFT SEQUENCE, 1 ordered 

piecesy/5.6e-36:283:84//AC004676 

R-HEMBB1001953//Homo sapiens clone NH0469M07, WORKING ^DRAFT SEQUENCE. 7 unordered piecesy/ 
8.9e-60:334:82//AC005037 " '•' 'f - ^' 

R-HEIVIBB1 001 957//Homo sapiens Clone RG228D1 7, WORKING DRAFTSEQUENCE, 2 unordered piecesy/1 .9e- 
25 56:51 8:77//AC005077 

R-HEI\/IBB1001962//Homo sapiens chromosome 16, BAC clone 462G18 (LANL), complete sequencey/3.2e-19: 
157:86//AC005736 \ ^.'^ : ; 

R-HEMBB1001967//Homo sapiens DNA for amyloid precursor protein, complete cdsy/5.7e-68:314:89//D87675 
R-HEMBB1 001973//Homo sapiens *" SEQUENCING IN PROGRESS "* from PAC E71 /cosmid 40M1 . WORK- 
30 ING DRAFT SEQUENCEy/1 .4e-37:484:70//AJ00961 7 

R-HEMBBI001983//Human DNA sequence *** SEQUENCIN'G IN PROGRESS*** from clone 21 5D 11 . WORKING 
DRAFT SEQUENCEy/2.1e-28:286:75//AL034417 ' . '; 

R-HEMBB1 001988//Human DNA sequence *** SEQUENCli^JG1lN;PR0G *** from clone 1112F19, WORK- 
ING DRAFT SEQUENCEy/6.9e-29:203:88//AL034420 ; 'J ' ^ " ') ' 
35 R-HEMBB1 001 g90//Homo sapiens full-length insert cDNA clone ZC3'3O03y/7.8e-95:456:99//AF0861 92 

R-HEMBB1001996 ' < ; 0 

R-HEMBB1001997//Homo sapiens clone RG050N15, WORK! NG:D:RAFf: SEQUENCE, 26 unordered piecesy/ 

6.46-26:1 62:83//AC005055 " ' ;; 

R-HEMBB1002002//Human DNA sequence from PAC 2A2 on chrpmbs.onhe X contains ESTsy/8.2e-83:362:93// 
40 Z84816 ^ i-''" 

R-HEMBB1002005//Homo sapiens chromosome 3p clone RPCI5-1034C16, WORKING DRAFT SEQUENCE, 45 
unordered piecesy/8.5e-36:29i :83//AC005903 

R-HEMBB1 002009//Homo sapiens clone DJ0828F13, complete sequencey/5.6e-08:307:65//AC004904 
R-HEMBB1 00201 5//HS-1039-A1-C10-MF.abi CITHuman Gen'bmi'cSberm Library C Homo sapiens genomic clone 
45 Plate=CT 821 Col=1 9 Row=E, genomic survey sequencey/1 .9e-05:375:62//B36336 

R-HEIVIBB1 002042//CIT-HSP-231 3E13.TF CIT-HSP Homo sapiens genomic clone 2313E13, genomic survey se- 
quencey/0.34:241 :62//AQ028389 

R-HEMBB1002043//Homo sapiens chromosome 21, PI clone LBL#8 (LBNL H8). complete sequencey/7.4e-35: 
297:82//AC005612 ; v • c,^ • 

SO R-HEMBB1 002044//Homo sapiens chromosome 5p, BAC cfone '5dg2l (LBNL HI 54), complete sequencey/5.8e- 
96:582:90//AC005740 

R-HEMBB1002045//Homo sapiens chromosome 19, cosmid F22676, complete sequencey/4.7e-63:575:77// 
AC005778 

R-HEMBB1 002049//Human Chromosome X clone bWXD187,,Gomplete sequence. 1/1 .9e-21 :384:64//AC004383 
55 R-HEMBB1 002050//Homo sapiens chromosome 1 7, clone hRRK; ti 2!^J_9. complete sequencey/2.5e-37:368:76// 
/VC005553 ; '^v ; ;v . 

R-HEMBB1 002068//Homo sapiens chromosome 5, BAC clone 205620' (LBNL H1 70), complete sequencey/0.30: 
167:65//AC004782 , . 
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R-HEMBB1002069//Homo sapiens Chromosome 19, cosmid R33516, complete sequence 7/2. 3e-73:449:84// 
AC004799 

R'HEMBB1002092//Homo sapiens chromosome 17, clone hRPK.269_G_24, complete sequencey/3.8e-45:307: 
87//AC005828 ^ . ^ 

5 R-HEMBB1002094//Homo sapiens chromosome 19, cosftiid R3p538; complete sequence .//3.1e-47:457:76// 

AC005943 

R-HEMBB1 002115//HS_2223_B1_G10_MF CIT Approved Human Genomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=2223 Col=l9 Row=N. genomic survey sequence.//3.0e-58:295:98//AQl52279 
R-HEMBB1 0021 39//***ALU WARNING: Human Alu-Sq subfamily consensus sequence.//6.6e-49:283:93/AJ 14573 
10 R-HEMBB1002142//Homo sapiens clone DJ0813F11. WORKING DRAFT SEQUENCE, 5 unordered piecesV/ 

1 .16-45:451 :76//AC006006 . ^ 

R-HEMBB1 0021 52//Homo sapiens Chromosome 1 0 clone ClT987SfeT079El 6 map 1 0q25, complete sequenceV/ 
1 .3e-57:359:81//AC005881 , , . 

R-HEMBB1002189//Human Chromosome 11 pac pDJ392a17, complete sequence.//4.5e-43:420:77//AC000385 
15 R-HEMBB1002190//Homo sapiens Clone DJ0876A24, WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
8.2e-33:340:64//AC004913 ^ 
R-HEMBB1002193//Sequence 5 from patent US 5709858 .//3.2e-23: 154:92//! 80846 
R-HEMBB1 00221 7//Homo sapiens clone HS19.2 Alu-Ya5 seq.uence.//2:6e-52:415:81//AF015148 
R-HEMBB1002218//. complete sequence.//3.4e-17:178:82//AC005300 
20 R-HEMBB1 002232//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0052I22; 

HTGS phase 1, WORKING DRAFT SEQUENCE. 4 unorderisd piece^^^^^^ 

R-HEMBB1002247//Homo sapiens Chromosome 17, clone hRPK.259_G_i8. complete sequence.//2.9e-i 3:227: 
70//AC005829 

R-HEMBB1 002249//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 455J7. WORKING 
25 DRAFT SEQUENCE.//1 .1 e-06:284:64//AL031 733 

R-HEMBB1002254//Human Chromosome X, WORKING DRAFT. SEQUENCE, 6 unordered piecesy/6,3e-1 04: 
593:91//AC002415 ' " ^ ■ 

R-HEMBB1 002255//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 292E1 0, WORKING 
DRAFT SEQUENCE.//2.1 e-40:284:85//Z93930 !. 
30 R-HEMBB1 002266//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-10. com- 

plete sequence.//i .3e-09:37i :63//AL0i02i6 ^i; .; 

R-HEMBB1 002280//Homo sapiens PAC Clone DJ0545C24 from7q21 -q22, complete sequence.//1 .36-39:247:86// 
AC004534 ^ v--^i^.-'F-v 

R-HEMBB1002300//Human Chromosome 11 Cosmid cSRL3ofiri,^borh^letesequence7/4.le-84:549:86//U73642 
35 R-HEMBB1 002306//Homo sapiens BAC clone RG1 36N1 7 from /pi 5^p21 , complete sequence .//2.5e-1 0:1 64:71// 

AC004129 t^. ^:u- 

R-HEMBB1002327//Homo sapiens BAC clone GS539F22 froin 7pi2-pl4, complete s6quence.//0.39:365:59// 
AC005028 . ' ■ . 

R-HEMBB1002329//HS-1049-B1-D05-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
40 clone Plate=CT 771 Col=9 Row=H, genomic survey sequenc6.//0.96:180:58//B39313 

R-HEMBBl 002340//Homo sapiens PAC clone DJ0659J06 from 7q33-q35, complete sequence.//7.9e-1 7:258:73// 

AC004849 . ' ; . ' 

R-HEMBB1002342//Homo sapiens mRNA for putative thioredoxin-like proteiny/6.9e-96:479:97//AJ010841 
R-HEMBBl 002358//Human Xp22 BAC CT-285115 (from CalTech/Research Genetics) , PAC RPCI1-27C22 (from 
45 Roswell Park Cancer Center), and Cosmid U35B5 (from Lawrence Livenmore), complete sequencey/2.3e-53:309: 
83//AC002366 ' . • 

R-HEMBBl O02359//Homo sapiens clone NH0486I22, WORKIfslG DRAFT SEQUENCE. 5 unordered pieces.// 
4.9e-27:350:74//AC005038 v 

R-HEMBB1002364//Homo sapiens Xp22 PAC RPCI1-108M6 (Roswell Park Cancer Center PAC library) complete 

50 sequence7/8.6e-53:302:79//AC003036 

R-HEMBBl 002371//Human gene forcatalase (EC 1 .11 .1 .6) exorijl mapping to chromosome 11 , band p13y/3.2e- 

38:199:100//X04094 ■ ^ ' . 

R-HEMBB1 002381 //Homo sapiens (JH8) mRNA, partial CdS 7/3:26-07:1 20 :78//AF072467 

R-HEMBBl 002383//Human DNA sequence from cosmid U19H1 O^on chromosome X. Contains ESTs and CA re- 

55 peat./^0.98:351:58//AL021182 , i i. 

R-HEMBB1002387//HS-1052-B2-GlO-MR.abi CIT Human Genomife' Spef-m Library C Homo sapiens genomic 

clone Plaie=CT 774 Col=20 Row=N, genomic survey sequence7/^.0e;07:276:67//B4i09i 

R-HEMBB1 00241 5//Homo sapiens chromosome 17, clone hRPK.209_pj4. complete sequence7/1 .4e-25:202: 
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79//AC005730 

R-HEMBB1002425//Homo sapiens chromosome 19, cosmid .R33516, complete sequence.//3.6e-60:401:87// 
AC004799 

R-HEMBB1 002442//Homo sapiens clone UWGC:r9a from 6p2r , complete sequencey/3.1 e-51 :358:81//AC006046 
5 R-HEMBB1 002453//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 86D1 , WORKING 

DRAFT SEQUENCE.//1 .4e-1 1 5:557:98//AL034349 ; V. , 

R-HEIVIBB1002457//Human DNA sequence from clone 364122 onxhromosome Xq2l .31-22.3. Contains an STS 
and GSSs. complete sequencey/6.3e-37:338:80//AL03i0l2 j/j;^/-;.:^ 

R-HEMBB1002458//Homo sapiens T-cell receptor alpha deltaiocfefrom bases 250472 to 501670 (section 2 of 

10 5) of the Connplete Nucleotide Sequence.//9.7e-09:314:64//AE0bp659 

R-HEMBB1002477//Arabidopsis thaliana DNA chromosome 4,;BACi:cl'one T12H17 (ESSAIl project) 7/0.42:110: 
74//AL021635 •/,>;;^.w ■ 

R-HEMBB1002489//Salvelinus fontinalis microsatellite sequence SFb-i2.7/6.6e-06:l67:7l//U50302 
R-HEMBB1002492//RPCI11-74F21.TK RPCI11 Homo sapiens genomic clone R-74F21, genomic survey se- 

15 quence.//3.1e-14:410:63//AQ238960 

R-HEMBB1002495//HS_3220_A2_F07_T7 CIT Approved Human Genomlc Sperm Library D Homo sapiens ge- 
nomic clone Plate=3220 Col=14 Row=K, genomic survey sequence,//1 .3e-24:l 37: 100//AQ 180762 
R-HEMBB1002502//Homo sapiens chromosome 17, clone hRPK.346_K_10, complete sequence.//9.6e-81:538: 
86//AC006120 , 

20 R-HEMBB1 002509//Human DNA sequence from clone 581 F1 2 on chromosome Xq2l . Contains Eukaryotlc Trans- 

lation Initiation Factor EIF3 P35 Subunit and 60S Ribosomal protein L22 pseudogenes. Contains ESTs. complete 
sequence.//0.0061 :482:57//AL031 31 3 

R-HEMBB1 00251 0//HS_2179_A1_F03_MR CIT Approved Hunian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2179 Col=5 Row=K, genomic survey sequence.//6.9e-35:423:72//AQ298309 
25 R-HEMBB1 002520//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 27K12, WORKING 

DRAFT SEQUENCE7/2.0e-62:201:85//AL033397 ' " 

R-HEI^BB1 002522//Homo sapiens chromosome 5, Pac clone 61p2 (LBNL HI 39), complete sequencey/0.99:323: 
58//AC004225 ^, r 

R-HEMBB1 002531 " . 

30 R-HEMBB1 002534//Homo sapiens genomic DNA, chromosomej21 C|22.2 (Down Syndrome region), segment 2/1 5, 

WORKING DRAf^SEQUENCE.//1.0e-61:380:79//AP006009^^^';'^'^ " 

R-HEMBB1002545//RPCI11-2F3.TVB RPCI-11 Homo sapiens tjenomic. clone RPCI-11-2F3, genomic survey se- 
quence.//3.5e-12:414:63//B63283 ' p 

R-HEMBB1 002550 

35 R-HEMBB1 002556//*** SEQUENCING IN PROGRESS *** Hofnb sapieris chromosome 4, BAC Clone C0481 P14; 

HTGS phase 1, WORKING DRAFT SEQUENCE, 7 unordered pieces ://2.6e-62:299:85//AC006 160 
R-HEMBB1002579//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1141 E15, WORK- 
ING DRAFT SEQUENCEy/1.7e-42:286:88//AL034422 ' : • ' ' 

R-HEMBB1002582//Homo sapiens clone DJ1119N05, complete s'eqpence7/3.0e-14:426:60//AC004968 
40 R-HEMBB1 002590//Homo sapiens clone RG132J19, complete sequ'ence7/l .le-30:392:74//AC005163 

R-HEMBB1 002596//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 508115, WORKING 
DRAFT SEQUENCE.//8.5e-44:335:83//AL021707 " ' 

R-HEMBB1002600//Homo sapiens 12p13.3 PAC RPCI5-1063M23 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence7/2.0e-1 05:470:96//AC005865 
45 R-HEMBB1 002601//Homo Sapiens chromosome 1 7, clone HRPd837Ji , complete sequenceV/l .3e-44:445:77// 

AC004223 ' '( •;- " 

R-HEMBB1002603//Homo sapiens clone UWGC:y23c049 froni ;'6p21 ; complete sequence7/7.0e-40:321 :82// 
AC006162 

R-HEMBB1002607//CIT-HSP-2347D7.TF CIT-HSP Homo sapiens genomic Clone 2347D7, genomic survey se- 
50 quence.//1.1e-44:234:98y/AQ060197 l'^.^ 

R-HEMBB1 00261 0//Human Chromosome 16 BAC clone CIT987SK-A-363E6, complete sequence7/7.0e-22:455: 
65//U91321 ^ vS-OV^ '' 

R-HEMBB1002613//Homo sapiens 12p13.3 BAC RPCI11-476M)9,:(R^^^ Park Cancer Institute Human BAC 
Library) complete sequence.//3,0e-72:302:85//AC005908 I / 
55 R-HEMBB1 00261 4//Homo sapiens I2q13.1 PAC RPCI1 -228P16 (Roswk Park Cancer Institute Human PAC Li- 

brary) complete sequencey/3.8e-i 0:51 2:60//AC004801 ' . li-s 

R-HEMBB1 00261 7//Homo sapiens Clone DJ1021 120, WORKINGi'DRAFT.SEQUENCE, 6 unordered pieces7/6.8e- 
24:486:63//AC005520 ' : ;fi ' :• 
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R-HEMBB1002623//Homo sapiens PAC Clone DJ1059M17 from 7q2l -q3l .1 , complete sequence.//2.4e-4l:326: 
83//AC004953 * 

R-HEMBB1002635//Homo sapiens chromosome 12p13.3 clone RPCI1M89M20. WORKING DRAFT SE- 
QUENCE, 39 unordered pieces.//2.6e-42:360:80//AC005910 , ' j 

R-HEMBB1002664//Homo sapiens Chromosome 2iq22.3 PAC 171F15, complete sequence.//9.le-5l:335:87// 
AF042090 I^-v.jC^' 

R-HEMBB1 002677//PIasmodium falcipaaim strain Dd2 heal shqckprotein 86 (HSP86), 01 (o1 ), 03 (o3), 02 (o2). 
CG8 (cg8). CG4 (cg4). CG3 (cg3), CG9 (cg9), CG1 (cgl), CG6,]cg6),;chloroquine resistance candidate protein 
{cg2), and CG7 (cg7) genes, complete cdsV/0.0011:399:59//A*Fb3p694 ; 

R-HEMBB1002683//Homo sapiens chromosome 21q22.3 PACri71f15, complete sequence.//4.1e-55:515:76// 
AF042090 { 

R-HEMBB1002684//Human BAC Clone RG066D11 from 7q22/co.mpliete sequencey/1.7e-18:504:62//AC002430 
R-HEMBB1 002686//Homo sapiens full-length insert cDN A clone^ ZC65Ci06//7.0e-85:41 3:99/MF08621 7 
R-HEMBB1002692//Homo sapiens 12p13.3 BAC RPCI11-319E16 (Roswell Park Cancer Institute Human BAC 

Library) complete sequence.//9.8e-69:505:82//AC006206 

R-HEMBB1002697//Plasmodium falciparum 3D7 chromosome. 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered piecesV/0.26:390:58//AC004153 > . 
R-HEMBB1002699//Human NFE genomic fragment.//8.0e-32:226:79//M985 11 

R-HEMBB1002702//CIT-HSP-344K23.TVC CIT-HSP Homo sapiens genomic clone 344K23, genomic sun^ey se- 
quence.//8.6e-43:351 :801 1 859764 

R-HEI\^BB1002705//Plasmodium yoelii rhoptry protein, complete cds7/0.0064:454:59//l_27838 

R-HEMBB1 00271 2//Human DNA sequence from clone 505B13 pn chromosome 1p36.2-36.3 Contains CA repeat 

and GSSs, complete sequencey/9.6e'09:187:67//Z98052 . ' • ' C;' 

R-MAMMA1000009//Homo sapiens Clone NH0469M07. WORKING DRAFT SEQUENCE, 7 unordered pieces.// 
4.10-21:201 :80//AC005037 • 

R-MAMMA1 00001 9//Homo sapiens chromosome 21q22.2 PAC clone P169K17, complete sequencey/4.2e-48: 
306:82//AF015720 . , . 

R-MAMMA1000020//Human DNA sequence from clone SSIEJS 6n^Ghromosome Xpil.2-ll .3 Contains farnesyl 
pyrophosphate synthetase pseudogene, VT4 protein pseudoge'n|^;. ESt,"^ complete sequenceV/l .4e-41 :306: 
86//AL022163 ' !^f.^;!^;'} 

R-MAMMA1000025//Human DNA sequence from clone 5l2Bir6n,ch'^^^^^ 6p24-25. Contains the Desmo- 
plakin I (DPI) gene, ESTs, STSs and GSSs, complete sequence7/6.Ve^^^^ :83//AL031 058 
R-MAMMA1000043//Homo sapiens Chromosome 22q11.2 'Cbsmid Clone 8c In DGCR Region, complete se- 
quence.//1 .3e-67:321 :88//AC000090 " ...i ' ^ ' 

R-MAMMA1000045//Homo sapiens chromosome 4 clone B220G8 map-4q2l , complete sequencey/6.7e-86:559: 
86//AC004054 - • " 

R-MAMMA1000055//Branta canadensis CA dinucleotide repeat locus Bcamicroiy/0.79:63:77//AF025889 
R-MAMMA1000057//Homo sapiens DNA sequence from cosrhid ick672l0 on chromosome 6. Contains a 60S 
Ribosomal Protein L35A LIKE pseudogene, a gene coding for 'a 60S Ribosomal Protein LI 2 LIKE protein In an 
intron of the HSET gene coding for a Kinesin related protein, the PHF1 (PHF2) gene coding for alternative splice 
products PHD finger proteins 1 and 2, the gene coding for five different alternatively spliced mRNAs coding for a 
protein similar to CYTA (CYCY) and identical to a polypeptide coded for by a known patented cDNA, and the first 
two exons of the gene coding for the human homolog of the rat^ synaptic ras GTPase-activating protein pi 35 
SynGAP. Contains three predicted CpG islands, ESTs and an STS, complete sequencey/1.6e-53:397:83// 
AL021366 . , ■ 

R-IVIAMMA1000069//Homo sapiens clone RG052H06, WORKING DRAFT SEQUENCE, 11 unordered pieces.// 
2.0e-37;295:83//AC005057 

R-MAMMA1000084//Homo sapiens chromosome Xp22-135-1 36 clone GSHB-56711. WORKING DRAFT SE- 
QUENCE, 35 unordered piecesy/7.1e-45:296:88//AC005867.. » 
R-MAMMA1 000085 J .:V:J ^^J';;. - 

R-MAMMA1000092//Human DNA sequence *** SEQUENCiNG|N, PROGRESS *** from clone 774G10. WORK- 
ING DRAFT SEQUENC Ey/8.2e-34:539:69//AL0344 10 ; ^ '^^"^Vr - : 

R-MAMMA1000103//Homo sapiens chromosome 17, clone hClT9 1^24, complete sequence y/3.4e-39:297:85// 
AC003976 ^ ^' ; 

R-MAIVIMA1000117//Homo sapiens p47-phox (NCF1) pseudogene, clone P38, exon 5y/2.6e-07:162:67//U69641 
R-MAMMA1 0001 29//Homo sapiens Clone DJ076B20, WO RKING DRAFT SEQUENC 
13:141 :8Q//AC004882 ! ^ r;r ' 

R-MAMMA1000133 
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R-MAMMA1000134//Homo sapiens Chromosome 19, cosmid R26660, complete sequence.//9.7e-i 8:1 71:80// 
AC005328 !, . : 

R-M AMMA1 0001 39//Homo sapiens Clone DJ241 Pi 7. WORKING DRAi=T SEQUENCE, 7 unordered piecesV/l .2e- 

49:366:75//AC005000 

5 R-M AMMA1 0001 43//Homo sapiens *** SEQUENCING IN PROGRESS *** from PAC D9.2, WORKING DRAFT 

SEQUENCE.//3.9e-56:318:89//AJ009615 .; , . *. 

R-M AMMA1 0001 55//Human DNA sequence from clone 323M22 onlchromosome 22q13.1-13.2. Contains the 5' 
part of the human orthoiog of chicken P52 and mouse H74, and a novel gene coding for a protein similar to 
KI/VA0173 and worm Tubulin Tyrosine Ligase. Contains ESTs, STSs, GSSs, genomic marker D22S418 and puta- 
10 tive CpG islands, complete sequence.//2.1e-68:562:78//AL022476 

R-MAMMA1000163//Homo sapiens clone RG315H11, WORKING DRAFT SEQUENCE. 5 unordered pieces.// 
5.3e-06:408:58//AC005089 

R-MAMMA1 0001 71//CIT-HSP-2335L20.TR CIT-HSP Homo sapiens genomic clone 2335L20, genomic survey se- 
quence.//1 .5e-42:1 73:89//AQ037381 
15 R-MAMMA1000173 

R-MAMMA1000175//H.sapiens CpG island DNA genomic Msel fragment, clone I86c5, reverse read 
cpg186c5.rt1b.//0.072:90:72//Z57594 ^ 

R-MAMMA1000183//Homo sapiens Xp22 BAG GSHB-184P14'(Genome Systems Human SAC library) complete 
sequence.//1.5e-44:445:75//AC004552 

20 R-M AMMA1 0001 98//Homo sapiensclone C102D0968, complete sequence.//1.9e-23:135:85//AF038667 

R-MAMMA1000221//HS_3242_B2_H02_T7 CIT Approved Humah' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3242 Col=4 Row=P, genomic survey sequence.//0.031 :167:67//AQ220385 
R-M AMMA1 000227//Human DNA sequence *** SEQUENCING.IN PROGRESS *** from clone 1 071 N3. WORKING 
DRAFT SEQUENCE.//4.5e-36:487:71//AL031 728 ' ; 

25 R-M AMMA1 000241 //Homo sapiens DNA sequence from PAC' 9'3L7'ori chromosome Xq21 . Contains part of the 

CHM (TCD, REP1) gene coding for RAB Escort protein 1 (REP-1 , RAB proteins geranylgeranyltransf erase com- 
ponent A 1 , Choroideraemia protein, Tapetochoroidal Dystrophy (tcb) protein). Contains ESTs and an STS, com- 
plete sequence.//6.2e-07:445:59//AL022401 

R-MAMMA1000251//Homo sapiens Chromosome 19, cosmid F23465i complete sequence.//l .66-25:390:69// 
30 AC005266 

R-MAMMA1 000254//Homo sapiens DNA sequence from BAC ,121 6H1 2 on chromosome 22q12. Contains a pseu- 
dogene with similarity to part of mouse Ninein and the KIAA0609 gene for a protein similar to C. elegans K09C8.4. 
Contains ESTs, GSSs and a ggtt repeat polymorphism, complete sequencey/1 .1e-37:327:80//AL008715 
R-MAMMA1000257//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1125A11. WORK- 

35 ING DRAFT SEQUENCEy/1 .30-22:281 :74//AL034549 

R-M AMMA1 000264//*** SEQUENCING IN PROGRESS *** EPM1/APECED region of chromosome 21, clones 
A68E8, B127P21, B173L3, B23N8, C1242C9. C579E2, A70B6, B159G9, B175D10, B52C10, C124G1 Note: Se- 
quencing in this region has been discontinued by the Stanford Human Genome Center, WORKING DRAFT SE- 
QUENCE, 50 unordered pieces.//1.7e-29:337:67//AC003656 , :r ; j.. ' 

40 R-M AMM A1 000266//Human DNA sequence "* SEQUENCING IN^PROGRESS *** from clone 681 N20, WORKING 

DRAFT SEQUENCE.//7.7e-37:339:80//AL031 670 ' :t j 

R-M AMM A1 000270//Human Chromosome 1 6 BAC clone C if 987SK;A7270G1 , complete sequencey/1 .2e-40:283: 
86//AF001549 ^ " ;' 3 ^ ' 

R-MAMMA1000277//CIT-HSP-516K6.TP CIT-HSP Homo sapieris genomic clone 516K6, genomic survey se- 
45 quence7/3.0e-29:265:80//B49900 ^ ... '".-.pv;; 

R-MAMMA1000278//Sequence 25 from patent US 57081 57y/2,6e-39:282:82//l80056 

R-M AMM A1 000279//Homo sapiens chromosome 1 6, cosmid clone 390H2 (LANL), complete sequencey/1 .6e-52: 

295:84//AC004494 / j ; ' 

R-MAMMA1000284//CITBI-E1-2522B20.TF CITBI-E1 Homo sapiens genomic Clone 2522820, genomic sun/ey 
50 sequence.//1.8e-11:288:61//AQ280722 .. 
R-M AMM A1 000287 

R-MAMMA1000302//Homo sapiens chromosome 17, clone hRPK.ii2_J_9, complete sequencey/4.ie-i6:l69: 
77//AC005553 > ' ' 

R-M AMM A1 000307//RPC1 1 1 -89L1 .TV RPCI1 1 Homo sapiens genomic clone R-89L1 , genomic survey sequence.// 
55 1.3e-86:429:97//AQ284795 ' ; 

R-MAMMA1000309//Homo sapiens hJAG2.deI-E6 (JAG2) mRKlA,' alternatively spliced isoform of Jagged2, com- 
plete CdS.//0.00020:384:60//AF029779 

R-M AMM A1 00031 2//lchneutes sp. 16S ribosomal RNA gene, partiaj sequence.//0.0026:310:60//AF003518 
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R-MAMMA1 00031 3//Human cosmid Xq28JA649. complete sequencey/l.5e-26:3l7:67//U82694 

R-MAMMA1 000331 //Homo sapiens clone DJ1007F24, WORKING DRAFT SEQUENCE, 5 unordered pieces.// 

3. 1 e-39:277:86//AC004947 

R-MAMI\/IA1000339//Homo sapiens clone HS19.1 Alu-Ya5 sequence.//3.2e-44:180:89//AF015147 
5 R-MAMMA1000340//Plasmodium falciparum chromosome 2, section 25 of 73 of the complete sequencey/0.97: 

293:64//AE001388 

R-MAMMA1000348//Homo sapiens BAC129, complete sequence.//4.4e^27:365:72//U85195 
R-M/VMMA1000356//Drosophila melanogaster DNA sequence.(P.ipS02252 (D97)), complete sequencey/0.73: 
332:61//AC002493 

10 R-M AMM A1 000360//Homo sapiens PAC clone DJ0905J08 from 7p;l 2-p1 4. complete sequence .//4.6e-80:279:89// 

AC005189 

R-MAMMA1 000361//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 753D4, WORKING 
DRAFT SEQUENCEy/7.8e-18:346:63//AL031 676 ' i.. ' 

R-MAMMA1 000372//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone Y214H1 0, WORK- 
15 ING DRAFT SEQUENCEy/5.3e-40:299:83//AL022344 

R-MAMMA1000385//Human DNA sequence SEQUENCING IN PROGRESS ***from clone 31 001 3, WORKING 
DRAFT SEQUENCEy/1.0e-28:225:84//AL031 658 ' ' 

R-MAMMA1000388//C1T-HSP-2321D3.TR CIT-HSP Homo sapiens genomic clone 2321 D3, genomic survey se- 
quencey/4.7e-60:298:99//AQ0381 02 
20 R-M AMM A1 000395 

R-M AMM A1 000402//Homo sapiens PAC Clone DJ1 1 07K1 2 from 7pl 2-pl 4. complete sequencey/l .4e-84:276:88// 
AC004692 . ' 

R-MAMMA1 00041 0//Human Chromosome 1 6 BAC clone CIT987SK-A-21 1 C6, complete sequencey/6.7e-35:360: 
76//AC002394 ' : 

25 R-MAMMA1 00041 3//Homo sapiens chromosome 1 7, clone hRPC.842_A_23, complete sequencey/3.1 e-69:327: 

79//AC004662 

R-M AMM A1 00041 4//Homo sapiens DNA sequence from PAC 1 64111 2 on chromosome Xql3.1 -Xq2l .2. Contains 
GSS (BAC end sequence),STSy/3.6e-4l:l80:87//AL009028 

R-M AMM A1 00041 6//Homo sapiens clone DJ1136G02, WORklNGtRAFT SEQUENCE, 4 unordered piecesy/ 
30 3.1e-59:478:77//AC005377 * f;V' 

R-MAMMA1000421//Human coxVlb gene, last exon and flanking sequencey/5.3e-53:294:82//X58l39 
R-MAMMA100a422//Human DNA sequence *** SEQUENCING llsi'PRd'GRESS *** from clone 8B22, WORKING 
DRAFT SEQUENCEy/1.0:252:59//AL031 737 r / 

R-MAMMA1000423//Homo sapiens Clone DA0065G23, complete sequencey/2.0e-50:491 :76//AC00481 6 
35 R-MAMMA1000424//Human DNA sequence from PAC 50711 5 on chromosome Xq26.3-27.3. Contains 60S ribos- 
omal protein L44 (L41, L36) like gene, ESTs, STSs and a polyfhbrphic CA repeaty^.5e-40:340:80//298950 
R-MAMMA1000429//MUS musculus SDP8 mRNA. complete cdsy/0. 001 9:87: 79//AF062484 
R-MAMMA1000431//Homo sapiens Clone DJ0098O22, WORKING DRAFT SEQUENCE. 5 unordered piecesy/ 
2.0e-58:564:77//AC004821 

40 R-MAMMA1000444//Human BAC clone RG126M09 from 7q2.Vq22;' complete sequencey/3.0e-43:328:83// 
AC002067 

R-MAMMA1000446//Human chromosome X clone Qcl5B1 , complete sequence y/0. 95:209: 65//U82672 
R-MAMMA1000458//Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: MXK3, complete sequence.// 
0.99:182:61//AB019236 v , 

45 R-MAMMA1 000468 • 5 ' ^/L 

R-MAMMA1000472//Homo sapiens genomic DNA, 21 q region, clone: 655M9N34, genomic survey sequence.// 
1.0e-38:142:88//AG010148 

R-MAMMA1000478//Human DNA sequence *** SEQUENCING IN.PROGRESS *** from clone 16915, WORKING 
DRAFT SEQUENCEy/1 .3e-37:286:83//293015 ..^ ' ^ 

50 R-MAMMA1000483//CIT-HSP-384B14.TR CIT-HSP Homo Sapiens genomic clone 384B14, genomic survey se- 
quence.//4.3e-34:158:86//B54637 \ f]^: I 

R-MAMMA1000490//Homo sapiens chromosome 19, BAC CIT-B-1'91n6, complete sequence y/4.2e-98:569:90// 

AC006130 :.;:^" \tVr ' 

R-MAMMA1000500//Human BRCA1, Rho7 and vatI genes, complete' cds'; and ipf35 gene, partial cdsy/l .2e-4l : 
55 334:79//L78833 ^ ,\/ s 

R-MAMMA1000501//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 153G14, WORK- 
ING DRAFT SEQUENCEy/1 .4e-38:250:84//AL0311 18 jVr';\-.: 

R-M AMMA1 00051 6//Human DNAsequence SEQUENCING IN'pRiOGRESS *** from clone 424J1 2. WORKING 

.1 
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DRAFT SEQUENCE.//1 .3e-43:318:83//Z82207 

R-MAMMA1000522//Human DNA sequence from clone 739H11 on chromosome lp33-34.2 Contains KIAA0237 
gene, EST, STS, GSS. complete sequence.//4.4e-13:202:73//AL031289 

R-MAMMA1 000559//Human DNA sequence *** SEQUENCiNG IN PROGRESS *** from clone 1 6915, WORKING 
5 DRAFTSEQUENCE.//2.2e-30:245:83//293015 

R-MAMMA1000565//Homo sapiens chromosome 10 clone L'AIONeoi J83_B_7 map 10q24. WORKING DRAFT 
SEQUENCE. 1 ordered pieces.//3.6e-39:281:80/AJ82205 ; - a 

R-MAMMA1000567//Rattus norveglcus nonmuscle caldesmon mRNA, complete cdsy/9.2e-19:216:76//U18419 
R-MAMMAI 000576 ' . x., \ 

10 R-M AMMA1 000583//Homo sapiens chromosome 17, clone hRf^K.Vl 2lH_l 0. complete sequence .//5.4e-53:297: 

85//AC005666 : v i ; . 

R-MAMMA1000585//Homo sapiens Clone DJ1015P16, WORKING DRAFT SEQUENCE, 4 unordered piecesV/ 
1 .2e-35:450:71//AC00601 8 - . ' I.;^ t' 

R-MAMMAI 000594//Homo sapiens *** SEQUENCING IN PROGRESS *** from cosmid 5L5. WORKING DRAFT 
15 SEQUENCE.//4.3e-26:293:75//AJ009613 

R-MAMMAI 000597//CIT-HSP-2341F4.TF CIT-HSP Homo sapiens genomic clone 2341 F4, genomic survey se- 
quence. //0.83: 11 0:70//AQ057l 31 

R-MAMMAI 000605//Homo sapiens clone DJ1090E20, WORKING DRAFT SEQUENCE. 4 unordered pieces.// 
2.6e-50:290:86//AC004956 

20 R-MAMMAI 000612//CIT-HSP-2334J1 8.TF CIT-HSP Homo sapiens genomic clone 2334J1 8, genomic survey se- 

quence.//0.76:132:65//AQ038364 

R-M AMMA1 0006 16//lbalia leucospoldes mitochondrion 16S rRNA gene, partial sequence.//6.8e-06:431 :59// 
U06970 

R-MAMMAI 000621 //Human NBR2 mRNA, complete Cds7/5.3e-27:258:80//U88573 
25 R-MAMMAI 000623 ; f^j';'; 

R-MAMMAI 000625//Homo sapiens chromosome 19, cosmid R31665, complete sequence.//3.3e-07:325:63// 
AC005498 : l^^;:.')^ 

R-MAMMAI 000643//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 39B1 7. WORKING 

DRAFT SEQUENCEy/1.4e-06:236:68//AL023656 : -'l i 

30 R-MAMMAI 000664//*** SEQUENCING IN PROGRESS *** Ho'mojSap^^^^^ chromosome 4. SAC clone C0326F06; 

HTGS phase 1 , WORKING DRAFT SEQUENCE, 16 unordered. pjecek//1.4e-40:338:81//AC004555 

R-MAMMA1000669//Human DNA sequence from clone 453C12 "on' chromosome 20q12-13.12 Contains SDC4 

(syndecan 4 (amphiglycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilln- 

4) STS, GSS, CpG island, complete sequence.//! .2e-46:327:86//AL621 578 
35 R-MAMMAI 000670 . V./' 

R-MAMMAI 000672//Human DNA sequence from clone 478P8 on chromosome 6p24. Contains STSs and GSSs, 

complete sequence.//2.2e-29:328:76//AL031 785 

R-MAMMAI 000684//MUS musculus frizzled-1 mRNA, complete cds.//0.21:247:63//AF054623 
R-MAMMAI 000696//Human Chromosome X clone bWXDl73. WORKING DRAFT SEQUENCE, 2 ordered piec- 
40 es.//2.7e-46:464:71//AC004387 

R-MAMMA1000707//Homo sapiens clone RG219E16, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
3.4e-09:244:66//AC005075 • 

R-MAMMAI 00071 3//Homo sapiens clone DJ0425I02, WORKING DRAFT SEQUENCE. 5 unordered pieces.// 
3.7e-51:439:74//AC005478 - ' ' 

45 R-MAMMAI 00071 4//Homo Sapiens BAC clone RG152H24 from 7pl 5-p21 . complete sequence.//2.8e-29:288:75// 
AC004694 

R-MAMMAI 00071 8//Human Xp22 BAC CT-285115 (from CalTech/Research Genetics) . PAC RPCI1-27C22 (from 
Roswell Park Cancer Center), and Cosmid U35B5 (from Lawrence Livemfiore), complete sequence.//3.0e-37:231 : 
91//AC002366 T -.v^r , , 

50 R-MAMMAI 000720//Homo sapiens chromosome 19, cosmid 'r33M2; complete sequence.//! .4e-35:299:8l// 
AC005781 , 'I'r^J^J- 

R-MAMMAI 000723//HU man DNA sequence from clone 551 Eii3 oh^bhromosome Xpl1 .2-11 .3 Contains farnesyl 
pyrophosphate synthetase pseudogene, VT4 protein pseudogehe;'¥st\GSS, complete sequence.//3.9e-59:409: 
79//AL022163 ' : 

55 R-MAMMAI 000731//Homo sapiens Clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered pieces.// 

9.4e-29:560:66//AC005077 ' - - qi. ^ 

R-MAMMA!000732//Homo sapiens Clone DJ0539M06. WORKING DRAFT SEQUENCE, !0 unordered pieces.// 
2.4e-14:309:68//AC004832 ' ' " 



1958 



EP1 074 617 A2 



R-MAMMA1 000733//Human DNA sequence SEQUENCING IN PROGRESS "* from clone 732E4. WORKING 
DRAFT SEQUENCE.//4.1 6-29:377:71 //AL008722 , . * / 

R-MAMMA1 000734//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 91J1 8, WORKING 
DRAFT SEQUENCE.//2.0e-108:420:99//AL024507 . ; . .'^ 

5 R-MAMMA1 000738//Human V beta T-cell receptor (TCRBV) gene,locus.//6.6e-4l :347:82//U03ll 5 

R-MAMMA1000744//T27O8-T7 TAMU Arabidopsis thaliana genomic Clone T2708, genomic survey sequenceV/ 
0.095:367:60//B20150 

R-MAMMA1 000746//*** SEQUENCING IN PROGRESS *** Homo^sa'plens chromosome 4, BAC clone C01 35005; 
HTGS phase 1. WORKING DRAFT SEQUENCE, 23 unordered pieces.//7.4e-95:569:87//AC004661 
10 R-M AMM Al 000752//Homo sapiens BAC clone BK085E05 from ,22q12..t-qter, complete sequensey/1 .3e-48:295: 
84//AC003071 ; \' 

R-MAMMA1 000760//Human DNA sequence from clone B79B4*on chromosome 22 Contains CA repeat and GSS, 
complete sequence.//5.7e-45:347:82//Z821 78 ' ' 

R-MAMMA1000761//Homo sapiens cosmid clone LUCA16 from 3p21.3, complete sequence.//1.1e-32:292:80// 
15 U73169 .r : , . 

R-MAMMA1000775//Homo sapiens chromosome 17. clone hRPK.22_N_12, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//2.5e-50:467:79//AC0054l 2 

R-MAMMA1000776//Human BAC Clone GS552A01 from 7q21-q22, complete sequence.//1 .0e-63:429:79// 
AC002454 

20 R-MAMMA1000778//Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4pl6.3.// 
3.5e-25:234:81//Z95704 

R-M AMMA1 000782//Human DNA sequence from clone 459L4 on chromosome 6p22.3-24.1 Contains EST, STS, 
GSS. complete sequence.//0.0021 :119:74//AL031120 

R-MAMMA1000798//Homo sapiens 959 kb contig between AMLl- and CBR1 on chromosome 21q22, segment 
25 2/3.//6.3e-08:269:64//AJ229042 ^ ' * . 

R-MAMMA1000802//Homo sapiens chromosome 19, cosmid :R33729, complete sequence. //1. 1e-36:261:80// 
AC005339 " : j^'^yi^ 

R-MAMMA1000831//CIT-HSP-2387J3.TR1 CIT-HSP Homo sapiSns'genomic clone 2387J3, genomic survey se- 
quence.y70.68:156:65//AQ240807 ■ .'V ; v 

30 R-MAMMA1000839//Homo sapiens chromosome 17. clone hRPk:726;;0_12. WORKING DRAFT SEQUENCE, 6 

unordered pieces.//4.6e-50:335:86//AC00551 7 . ' : / 

R-MAMMA1 000841//Human Chromosome 1 6 BAC clone CIT987Sk^AT972D3, complete sequenceY/l .3e-40:322: 
77//U91323 

R-M AMM Al 000842//Human DNA sequence *** SEQUENCING IN PF^fclGRESS *** from clone 341 D1 0, WORKING 
35 DRAFT SEQUENCEy/4.1e-44:471:74//Z97985 

R-M/VMMA1 000843//Homo sapiens clone 82F9. WORKING DRAFT SEQUENCE, 4 unordered pieces 7/0.85:394: 
60//AC004815 

R-MAMMA1000845//Plasmodium falciparum DNA "* SEQUENCING IN PROGRESS *** from MALI PI, WORK- 
ING DRAFT SEQUENCE7/0.54:303:63//AL031 744 
40 R-MAMMA1000851//Homo sapiens chromosome X, MeCP2 locus, complete sequence.//l.7e-l 0:1 15:83// 
AF030876 /* 

R-MAMMA1000855//Homo sapiens PAC Clone 278C19 from M2q;' complete sequence./^.0e-44:352:83// 
AC004263 

R-MAMMA1000856//Homo sapiens chromosome 19, cosmid F24200, complete sequence7/1.8e-1 0:1 49:74// 
45 AC00461 . ^ 

R-MAMMA1000862//Hepatitis C virus genomic RNA, 3' nonstranslated region, partial sequence, clone #l6.//8.1e- 
05:205:66//AF009075 

R-MAMMA1000863//Homo sapiens Xp22 Cosmids U15E4, U1 jj5H5,jyi32E12, U115B9 (Lawrence Livermore hu- 
man cosmid library) complete sequence7/2.9e-49:421 :80//ACbp2364 . 
so R-M AMM Al O00865//Homo sapiens Chromosome 1 6 BAC clone ciT987SK-A-328A3, complete sequence7/9.1 e- 
41:302:83^0002301 ' 

R-MAMMA1000867//Human BRCA1, Rho7and vati genes, cornplete cds.'and ipf35 gene, partial cds7/l.9e- 17: 

500:61//L78833 ' ,.V i/-. . 

R-M AMMA1 000875//Homo sapiens chromosome 1 6, cosmid cl6ii(B*Rf^9' (LANL), complete sequenced7/1 .2e-l 7: 
55 21 1 :74//AC004653 * ; ^ 

R-M AMMA1 000876//Homo sapiens Xp22 BAC GS-607H1 8 (GenoiTie. Systems Human BAC library) complete se- 
quence7/4.7e-09:160:65//AC003658 . : ; 

R-MAMM A1000877//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.1 1 -Xp22.22. Contains 
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ESTs STS and CpG islandy/3.2e-34:354:75//Z93023 i , ? 

R-MAMM A1 000880//Homo sapiens Chromosome 1 6 BAG clohe'GiT987SK-A-575C2, complete sequencey/1 .4e- 

41:411:74//AC002425 ; A'^V^^t:-*? . 

R-MAMM A1 000883 ■ . ; \ /. 

5 R-MAMMA1 000897 

R-MAMMA1 000905//Homo sapiens chromosome 5, P1 clone 274A1.1 (LBNL H66), complete sequencey/1 .3e-73: 
304:91 //AC004506 * v>V:.4 [ 

R-MAMMA1000906//Human DNA from chromosome 19-specific cosmid F14150, genomic sequence, complete 
sequence7/8.4e-23:194:83//AC003110 * ; ^. ; 

10 R-MAMMA1000908//Human Chromosome 15q26.1 PAC clone pDJ416i6, complete sequencey/1 .5e-09:1 70:71// 
AC003024 '\ - ^ , 

R-MAMM A1 00091 4//Homo sapiens PAC clone DJ0740L1 Ofrom 7p13-p14, complete sequencey/8.3e-1 3:323:67// 
AC005247 

R-M AMM A1 000921//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 423B22, WORKING 
15 DRAFT SEQUENCEy/6.8e-28:333:72//AL034379 r * 

R-MAMMA1000931//HS_3227_B1_B03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3227 Col=5 Row=D, genomic survey sequericey/1 .4e-55:443:79//AQ191777 
R-MAMMA1000940//Homo sapiens clone RG013F03, WORKING DRAFT SEQUENCE, 6 unordered piecesy/ 
2 . Oe-43 :340 :84//AC005046 

20 R-MAMMA1000941//Homo sapiens chromosome 17, clone 297N7, complete sequencey/1 .8e-53:330:84// 

AC002347 

R-MAMMA1000942//Human Chromosome X clone bWXD187,.corhp!ete sequencey/1 .2e-39:391 :74//AC004383 
R-MAMMA1000943//Human PAC clone DJ327A19 from >(q25-q26^ complete sequencey/4.6e-75:566:81// 
AC002477 ^ '^^^'^^^-^ : 

25 R-M AMM A1 000956//Plasmodium falciparum MAL3P7, complete s'e^iuehcey/O.OI 3:285;59//AL034559 

R-MAMMA1000957//Homo sapiens Clone RG339C12, WORklNG.DFiyfl^FT SEQUENCE, 10 unordered piecesy/ 
5.2e-45:288:90//AC005096 """'^rfi'y.^ 

R-MAMMA1000962//Homo sapiens Clone DJ0756H11, WORKING DRAFT SEQUENCE, 5 unordered piecesy/ 
2.9e-1 08:561 :96//AC006001 ^\ ' ' 

30 R-MAMMA1000968//Homo sapiens PAC clone 278C1 9: from v'i2q;- complete sequencey/3.9e-41 :287:87// 

AC004263 ' - ' / 

R-MAMMA1000975//Homo sapiens DNA sequence from PAC .179N16 on chromosome 6p21.1-21.33. Contains 
the SAPK4 (MAPK p38delta) gene, and the alternatively spliced'SAPK2 gene coding for CSaids binding protein 
CSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs^.and two predicted CpG islands, complete se- 
35 quence.//9.4e-65:542:79//Z95152 

R-M AMM A1 000979//Homo sapiens chromosome 21 q22.3, PAC clones 31 4N7, 225L1 5, BAC clone 7B7, complete 
sequence bases 1..333303y/3.2e-34:296:80//AJ0ll 930 

R-MAMMA1 000987//Homo sapiens CC chemokine gene cluster, complete sequencey/i .7e-40:255:87//AF0882i 9 
R-MAMMA1000998//Homo sapiens PAC clone DJ1152D16 from''>(q23, complete sequencey/2.5e-39:315:73// 
40 AC005190 / 

R-MAMMA1001003//Homo sapiens chromosome 10 clone C1T-HSP-1338F24 map lOpll .2-10p12.1, complete 
sequence.//2.4e-52:296:84//AC006101 ^ .'-r' 

R-MAMMA1001008//Homo sapiens *** SEQUENCING IN PROiSRESS ***. WORKING DRAFT SEQUENCEy/ 
7.9e-88:432:98//AJ011929 ;! '■ 

45 R-MAMMA1001021//Homo sapiens PAC Clone DJ0859IVI06 from 7qii, complete sequencey/3.8e-39:286:87// 

AC004910 , .'^ ■^i'J^': /i- 

R-MAMMA1001024//Homo sapiens clone DJ0876A24. WdRl^irib^i^ SEQUENCE, 6 unordered piecesy/ 
2.0e-31:274:80//AC004913 " 

R-MAMMA1001030//Homo sapiens full-length insert cDNA clone ZD96C0.1 .//3.2e-99:469:99//AF088074 
50 R-MAMMA1001035//RPCI-1-46G8Sp6 RPCI-1 Homo sapiens.gen6mic,cl6ne RPCI-l-46G8Sp6, genomic survey 

sequencey/3.5e-49:270:90//AQ275285 , . ^. ' 

R-MAMMA1001038//Homo sapiens chromosome 3, olfactory receptbf pseudogene cluster i , complete sequence, 
and myosin light chain kinase (MLCK) pseudogene, partial sequence.//!. le-4l:285:87//AF042089 
R-nnnnnnnnnnnn \' ' \ 

55 R-MAMMA1001050//Homo sapiens genomic DNA, 237 kb segment from 6p21.3 region including HLA genes, 

WORKING DRAFT SEQUENCEy/1 .36-55:334:9 1//D84394 ' ' * ' ' ' 

R-MAMMA1001059//Mouse RNA hellcase and RNA-dependent ATPase from the DEAD box family mRNA, com- 
plete cdsy/1 .7e-51 :481 :77//L251 25 
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R-M AMMA1 001 067//CIT-HSP-2371 K20.TF CIT-HSP Homo sapiens genomic clone 2371 K20. genomic survey se- 
quence.//7.2e-65:946:95//AQl 1 1 326 ^ . r 

R-MAMMA1001073 ' / 

R-MAMMA1001074//Homo sapiens BAG clone NH0400O10 .from Y, complete sequence.//8.6e-33:457:69// 
5 AC006040 

R-MAMMA1001075//Homo Sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequencey/0.15: 
325:62//AC004605 ^ y . . . ^ 

R-MAMMA1001078//Homo sapiens Chromosome 5, BAC clone 203ol3 (LBNL Hi 55), complete sequenceV/l .6e- 
45:344:84//AC005609 

10 R-MAMMA1 001 082//Human genomic DNA sequence from clone 308O1 on chromosome Xpl 1 .3-1 1 .4. Contains 

EST, CA repeat, STS, GSS, CpG island.//8.5e-15:413:64//Z93403 
R-MAMMA1001091//Sequence 7 from patent US 546861 0.7/0.0027:1 59:64//l1 5499 

R-MAMMA1001092//Homo sapiens chromosome 17. clone hRPK.372_K_20, complete sequence.//2.0e-51 :267: 
82//AC005951 

15 R-MAMMA1001105//Homo sapiens DNA sequence from PAC 119E23 on chromosome Xq25-q27.l . Contains gly- 
pican-3 precursor (intestinal protein OCI-5) (GTR2-2),5'UTR. ESTs, STS.//6.9e-22:178:85//Z99570 
R-MAMMA1001110//Homo sapiens chromosome 17, clone HRPC1169K15, complete sequence.//3.0e-19:l4l: 
81//AC003963 

R-MAMMA1001126//Human DNA from overlapping chromosome 7 PAC and PI clones containing the XRCC2 
20 gene, genomic sequence, complete sequencey/2.2e-46:462:75//AC003l 09 

R-MAMMA1001133//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 120G22. WORKING 
DRAFT SEQUENCE.//1 .8e-68:455:86//AL031 847 

R-M AMM A1 001 1 39//Human DNA sequence *" SEQU ENCING iN PROGRESS *** from clone Y738F9. WORKING 
DRAFT SEQUENCE.//7.1e-09:100:84//AL022345 . • 

25 R-M AMMA1 001 1 43//Papio hamadryas lipoprotein lipase (LPL)-gene,jntron 7.//1 .9e-49:362:85//U73684 

R-MAMMA1001145//Homo sapiens chromosome 17, clone hRPK.235J_10, complete sequence.//9.5e-49:512: 
74//AC005922 > ; ' 

R-MAMMA1001154//Homo sapiens Chromosome 16 BAC'clbhe CIT987-SKA-88D1 —complete genomic se- 
quence, complete sequenceV/l .5e-29:305:76//AC002289 
30 R-M AMM A1 001 1 61 //Human DNA sequence from clone 681J21 on dh romosome 1 q23.2-24.3 Contains CpG island, 
complete sequence.//l .1 e-64: 339 :90//AL03 1286 

R-MAMMA1001162//Human DNA from cosmid DNA MMDB (f1pd80) and MMDC (f13544) from chromosome 
19q13.3 (obtained by automated sequence analysis)7/3.4e-09:243:64//M89651 

R-MAMMA1001181//Human Chromosome X clone bWXDl 73, WORKING DRAFT SEQUENCE, 2 ordered piec- 
es es.//3.7e-29:351:74//AC004387 * " 

R-MAMMA1001186//Homo sapiens chromosome 19, cosmid R28778, complete sequence.//2.2e-25:415:6a// 
AC006125 

R-MAMMA1 0011 91 //Homo sapiens T-cell receptor alpha delta'locus from bases 1000498 to 1071650 (section 5 
of 5) of the Complete Nucleotide Sequencey/0.99:243:61//AE000662 
40 R-MAMMA1001198//MUS musculus epslSR mRNA, complete cds://8loe-57:223:86//U29156 

R-MAMMA1001202//MUS musculus clone OST13722, genomib 'suryey sequence.//1 .0e-30:220:85//AF046748 
R-MAMMA1001203//Homo sapiens chromosome 17, clone :hRPKy22iN^^ WORKING DRAFT SEQUENCE, 2 
ordered piecesy/8,9e-61 :567:78//AC005412 ' " • I . .;; 

R-MAMMA1001206//Homo sapiens chromosome 5, PI clone 85j4b11(LBNL H44), complete sequencey/4.6e-08: 
45 442:61//AC004763 '''' -^l ' 

R-MAMMA1001215//Homo sapiens Chromosome 19, CIT-HSP' BAC 47bn8, complete sequencey/1 .3e-117:564: 
97//AC005393 r.r:^^- ' 

R-MAMMA1001220//HS-l023-A1-GlO-MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic 
clone Plate=CT802 Col=19 Row=M, genomic survey sequencey/6.0e-16:276:68//B33708 
50 R-MAMMA1001222//F17E12TFB IGF Arabidopsis thaliana genomic clone F17E12, genomic survey sequencey/ 
0.041 :277:61//B97762 I ;. 

R-MAMMA1001243 

R-MAMMAl00i244//HS-l058-A2-G0l-MF.abi CIT Human Genomic Sperm Library C Homo-sapiens genomic 
clone Plate=CT 780 Col=2 Row=M, genomic survey sequencey/3.5e-05:l04:74//B43862 
55 R-MAMMA1001249//H.sapiens DNA for matrix attachment regi9ny/0.00l3:95:75//Z54221 

R-MAMMA1001256//Human BAC Clone GS188P18, complete s'equehcey/3.4e-32:356:74//AC0001 15 
R-MAMMA1001259 

R-MAMMA1001260//Homo sapiens mRNA for KIAA0661 protein, complete cdsy/6.3e-20:226:75//AB0 14561 
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R-M AMM A1 001 268//Human DNA sequence from PAC 225D2 on chromosome Xq21 . Contains ESTs, C A repeat.// 

1 . 1 e-47:352:85//Z951 24 ' . . 

R-MAMMA1001271 

R-MAMMA1001274//H.sapiens DNA for trapped exon (ID HMC07C06), genomic survey sequence.//3.1e-40:232: 
5 93//X88457 

R-MAMMA1001 280//Homo sapiens full-tength insert cDNA clone YW26C09.//1 .9e- 11 2:574: 95//AF087976 
R-MAMMA1001292//Human DNA sequence from clone 1170K4 on chromosome 22q12.2-l3.l. Contains three 
novel genes, one of which codes for a Trypsin family protein with class A LDL receptor domains, and the IL2RB 
gene for Interleukin 2 Receptor, Beta (IL-2 Receptor, CD122 antigen). Contains a putative CpG island, ESTs, and 
10 GSSs. complete sequence.//2.9e-114:582:96//AL022314 

R-MAMMA1001296//Human DNA sequence from PAC 487J7 on chromosome 6q2 1-22.1. Contains an unknown 
gene coding for three alternative mRN/Vs. Contains ESTs, STSs, a BAC end-sequence (GSS) and a CA repeat 
polymorphism.//! .9e-64:268:88//AL008730 : . : ' : - 

R-MAMMA1001298//Homo sapiens chromosome 17, clone hRRK.849_N_15, complete sequence.//1.5e-38:306: 
15 83//AC005703 ' V ; 

R-MAMMA1001305//Human DNA sequence from PAC 127820 bh chrohfiosome 22q1l .2-qter. contains gene for 
GTPase-activating protein similar to rhoGAP protein, ribosomal protein L6 pseudogene, ESTs and CA repeat.// 

1.5e-37:306:82//Z83838 

R-MAMMA1001322//Homo sapiens DNA sequence from PAC 434014 on chromosome 1q32.3.-41 . Contains the 
20 HSD11B1 gene for Hydroxysteroid (11-beta) Dehydrogenase '1, the AD0R/\2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 3 and two novel genes. Contains ESTs and GSSs, 
complete sequence.//2.4e-15:260:71//AL022398 

R-MAMMA1001324//Homo sapiens chromosome 19, cosmid' ¥23269, complete sequence.//4.0e-06:90:83// 
AC005614 ' 
25 R-M AMMA1 001 330//Human BAC clone RG066D11 from 7q22, complete sequencey/1 .4e-45:439:74//AC002430 

R-MAMMA1001341//Human DNA sequence from PAC 211D12 on chromosome 20q12-13.2. Contains Krs-2, K4- 
channel protein, stress responsive.//1.3e-24:137:81//Z93016 

R-MAMMA1001343//Human Chromosome 16 BAC clone CIT987SK-A-17E1, complete sequence.//5.4e-5l:l97: 
89//AC002041 ; .- • 

30 R-MAMMA1001346//Homo sapiens Chromosome 16 BAC done Clt987SK-A-233A8, complete sequencey/0.99: 
182:64//AC004685 

R-MAMMA1001383//Homo sapiens clone 82F9. WORKING DRAFT SEQUENCE, 4 unordered piecesy/1 .9e-42: 
303:86//AC004815 ' 

R-MAMMA1 001 388//Human DNA sequence ***SEQUENCING.IN PROGRESS*** from clone 508115, WORKING 
35 DRAFT SEQUENCE.//1 .5e-44:324:83//AL021707 

R-M AMM A1 001 397//Homo sapiens genomic DNA, chromosbrWe^l ql.l . 1 , segment 1 5/28, WORKING DRAFT SE- 
QUENCEy/2.0e-39:254:89//AP000044 . / 

R-MAMMA1001408//Homo sapiens Chromosome I2q24.l , WiDRljciNG bRAFT SEQUENCE. 33 unordered piec- 
es.//9.4e-36:251:88//AC005805 V'. - ' * 

40 R-M AMMA1 001 41 1//T1 5F1 -T7. 1 TAMU Arabidopsis thallana gendmic clone T1 5F1 . genomic survey sequenceV/ 
1.0:98:71//AQ248928 / . .. . ; ' 

R-MAMMA1001419//Homo sapiens translation initiation factor ■4e rnRNA, complete cdsy/4.8e-i 8:1 17:96// 
AF038957 

R-MAMMA1001420//Homo sapiens chromosome 5, PI clone lOfl.lFiO tLBNL H88), complete sequence.//2.8e- 
45 09:377:63//AC005179 - 

R-MAMMA1001435//S.pombe chromosome I cosmid C26H5.//1 .0:356:59//Z99126 

R-MAMMA1001442//Homo sapiens chromosome 4 clone B150J4 map iiq25, complete sequence.//3.4e-l 7:259: 
72//AC004047 

R-MAMMA1001446//Homo sapiens BAC Clone RG139P11 from 7q1l-q21, complete sequencey/2.9e-1 7:231:71// 
50 AC004491 . ' / \ 

R-MAMMA1 001 452//Human DNA sequence from clone 452M1 6^on chromosome Xq21 .1-21 .33 Contains capping 
protein alpha subunit Isoform 1 pseudogene, STS, GSS, and.CA'rejseat. complete sequence.//6.1e-50:558:73// 
AL024493 

R-MAMMA1001465//CSRL-2F3-U cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone 
55 CSRL-2F3, genomic survey sequence.//3.0e-23:1 41 :96//B04295: . 

R-MAMMA1001476//MUS musculus uridine kinase mRNA. partial Cdsy/3.4e-09:309:64//L3 1783 
R-MAMMA1001487//Homo sapiens chromosome 17, clone hRP,C-.1108_L_11 . complete sequence.//5.1e-30:286: 
79//AC005206 
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R-MAMMA1001501 

R-MAMMA1001502//Human DNA sequence ***SEQUENC1NG'IN PROGRESS *** from clone 356B7, WORKING 
DRAFT SEQUENCE.//4.3e-19:349:64//AL031714 
R-MAMMA1001510 • i: 

5 R-M AMM A1 001 522//Homo sapiens chromosome 5, BAG clone 24h24 (Lbnl H1 94), complete sequenceV/l .5e- 

09:136:75//AC005352 

R-MAMMA1001547//Human Chromosome X, complete sequencie!://3.5e-40:300:84//AC002418 
R-MAMMA1001551//Human DNA sequence from PAC 426|6 on chromosome 1p34.1-1p35. Contains NIPP-1-llke 
gene a nuclear inhibitor of protein phosphatase-1 , ESTs, and a ^A repeaty/1 .1 e-57:282:89//AL020997 

10 R-MAMMA1001575 ■■■ -/'V • 

R-MAMMA1001576//Human gamma-tubulin mRNA, complete cds.//7.6e;60:530:78//M61764 
R-MAMMA1001590//Homo sapiens Bmton's tyrosine kinase (BTK)-:alpha-D-galactosidase A (GLA), L44-like ri- 
bosomal protein (L44L) and FTP3 (FTP3) genes, complete cds7/1 .3e-29:161:86//U78027 
R-MAMMA1001600//Homo sapiens 12q24 PAC RPCI1-66E7 (Roswell Park Cancer Institute Human PAC library) 

15 complete sequence.//2.l e-l 8:390:66//AC0042i 6 »; . 

R-MAMMA1001604//Human DNA sequence from clone l042Kld on chromosome 22ql3.l-l3.2. Contains the 
ADSL gene for Adenylosuccinate lyase (EC 4.3.2.2, Adenylosuccinase. ASL) and 4 novel genes (one with probable 
rabGAP domains and Src homology domain 3). Contains ESTs, ST.Ss, GSSs and a putative CpG island, complete 
sequence.//1 .0:227:62//AL022238 

20 R-M AMMA1 001 606//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 228H1 3, WORKING 

DRAFT SEQUENCEy/1 .3e-1 7:21 9:69//AL031 985 

R-MAMMA1001620//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 1018D12, WORK- 
ING DRAFT SEQUENCEy/2.1e-51 :298:84//AL031650 

R-MAMM A1001 627//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 229A8, WORKING 
25 DRAFT SEQUENCE.//7.8e-45:328:85//Z86090 > . ^ . 

R-MAMMA1001630//, complete sequence.//2.5e-08:1 70:72//AC005399 

R-MAMMA1 001 633//Homo sapiens chromosome 10 clone CIT987Sk-1057L21 map 10q25, complete sequence.// 
2.2e-21 :241 :70//AC005386 

R-MAMMA1 001 635//Homo sapiens DNA sequence from PAe23pGl on chromosome Xpl 1.3. Contains EST, STS 
30 and GSS. complete sequence.//1 .1 e-32:346:74//Z84466 ^ -^^f- ' 
R-MAMMA1001649 jf-: ; 

R-MAMMA1001663//Homo sapiens clone 162B15, complete sequence.//9.4e-68:267:89//AC004811 
R-MAMMA1001670//Human DNA sequence from PAC 75N13 ph; chrpnipsome Xq21 .1 . Contains ZNF6 like gene, 
ESTs, STSs and CpG islands.//1 .7e-49:322:88//Z8221 6 ^ ] 'I ] 

35 R-MAMMA1001671//Homo sapiens chromosome 19, cosmid F23269; complete sequence.//2.4e-l 14:575:96// 
AC005614 • . .. v.. : ' 

R-MAI\/IMA1001679//CIT-HSP-2335N4.TF CIT-HSP Homo sapiens genomic clone 2335N4, genomic survey se- 

quence.//2.4e-82:400:99//AQ037393 ■ ' ^ '^ ^ : ' ^ 

R-MAMMA1001683//Homo sapiens Chromosome 7 BAC Clone'239b10, WORKING DRAFT SEQUENCE, 9 un- 
40 ordered pieces.//5.7e-47:533:72//AC0041 66 ' ; / 

R-MAMMA1001686//Homo sapiens chromosome 19, CIT-HSP-444n24, complete sequence.//6.6e-l2:l94:72// 
AC005261 • / ' 

R-MAMMA1 001 692//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone Y738F9, WORKING 
DRAFT SEQUENCE.//9.6e-44:414:77//AL022345 
45 R-MAMMA1001711//Homo sapiens clone BAC 9H13 chromosome..8 map 8q2l, complete sequencey/3.le-3l: 

436:70//AF110324 

R-MAMMA1001715//Human DNA sequence *** SEQUENCING INPROGRESS *" from clone 73E16. WORKING 

DRAFT SEQUENCEy/8.8e-76:524:84//295330 ' 

R-MAMMA1001730 

50 R-MAMMA1001735//Cricetulus griseus (Chinese hamster) mRNA.for beta tubulin (clone B9T), partial y/2.7e-1 3: 
382:63//X60786 / i^'zk 

R-M AMMA1 001 740//Homo sapiens genomic DNA, chromosome 21 q1 1.1 , segmenl21/28, WORKING DRAFTSE- 
QUENCEy/3.9e-47:318:87//APO0OQ50 [ V:; * / 

R-MAMMA1001743//Homo sapiens clone DJ0981O07, complete sequencey/4.0e-108:566:95//AC00601 7 
55 R-MAIVIMA1001744 ' ^ 

R-MAMMAloOl745//Homo sapiens BAC Clone 529F11 from- 8q2r,j' complete sequence.//3.5e-l 13:564:97// 
AF070718 '..'J^J!':^-!: . 

R-MAMMA1001751//Homo sapiens chromosome 19, cosmid R27328, complete sequencey/3.6e-30:312:75// 
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AC005625 V ,. : v 

R-MAMMA1001754//BOS taurus vacuolar proton pump subunlt SFD alpha isoform (SFD) mRNA, complete cds.// 
4.7e-34:320:77//AF041338 .... , . 

R-MAMMA1001757//Homo sapiens Chromosome 17, clone hRPC.4^G_17, complete sequence7/4.7e-1 0:244:67// 
5 AC003688 ':;:.Cr', 

R-MAMMA1001760//RPCI11-38L16.TV RPCl-11 Homo sapiens genomic clone RPCI-11-38L16, genomic survey 
sequence,//1 .3e-10:236:64//AQ029432 : <:Jv 

R-MAMMA1001764//Plasmodium falcipaaim 3D7 chromosome 1.2 . PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE. 14 unordered piecesV/074:361:60//AC0051/*P;;, \ \ 
10 R-MAMMA1001768//Homo sapiens chromosome 17, clone hRPK.i47^Ljl3, complete sequence.//l .6e-42:4l6: 

76//AC005332 . ; ; 

R-M AMM A1 G0 1 769//Homo sapiens Chromosome 1 7, clone hRPC.i 073 jjF_i 5, complete sequencey/i .4e-l 3: 1 29: 
83//AC004686 : ' ' 

R-MAMMA1001771//M.musculus mRNA for semaphorin BV/I .i'e-34:*530:69//X85991 
15 R-MAMMA1001783//Homo sapiens Chromosome 2 SAC Clone 376a1, WORKING DRAFT SEQUENCE, 1 7 un- 

ordered pieces.//1 . 1 e-42:282:85//AC000360 

R-MAMMA1001785//Human Chromosome 16p13.11 BAC clone' Clf987SK-98H8 complete sequenceV/3.0e-49: 

282:86//U91319 

R-MAMMA1001788 

20 R-MAMMA1001790//Homo sapiens clone DJ0876A24, WORKING DRAFT SEQUENCE. 6 unordered pieces.// 

9.8e-43:530:71//AC004913 

R-MAMMA1001806//Homo sapiens Chromosome 16 BAC clone.Clf987SK-A-319E8, complete sequencey/1 .8e- 
43:324: 79//AC004020 • ' ■ * 

R-I\/IAMMA1001812//Plasmodium falciparum chromosome 2, section 69 of 73 of the complete sequencey/0.65: 
25 183:63//AE001432 • ^-y:;:.'- 

R-MAMMA1001815//Homo sapiens clone GS223D04. WORKING DRAFT SEQUENCE. 3 unordered pieces.// 
1 . 1 e-1 0:41 7:62//AC00501 8 V ' ^: - ' 

R-MAMMA1001817//Homo sapiens Xp22-83 BAC GSHB-324K/l7^'(Geho''me Systems Human BAC Library) com- 
plete sequencey/2.6e-40:313:84//AC005859 • ^<^C-,''^^ . 
30 R-MAMMA1001818 • 'PV^'';"^ 

R-MAMMA1001820//Homo sapiens, WORKING DRAFT SEQUENCE, 52 unordered piecesy/2.2e-45:340:82// 
AC004086 ' "irV^:--;' 

R-MAMMA1001824//Homo sapiens Clone DJ1107K15. WORKING;pRAFT SEQUENCE, 8 unordered piecesy/ 
1,9e-53:291:85//AC004966 . .! 
35 R-MAMMAI 001 836//HS_3l 64_B1_A02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3164 Col=3 Row=B, genomic survey sequericey/6,5e-68:79:89//AQ1 85484 
R-MAMMAI 001 837//Homo sapiens chromosome 19, overlapping cosmids F18547, F11133, R27945, R28830 and 
R32804, complete sequencey/8.4e-55:309:85//AC003682 , . ; ■ 

R-MAMMAI 001 848//Homo sapiens PAC Clone DJ0296G17 from:Xq23; complete sequencey/1.6e-1 6: 125:90// 
40 AC006144 

R-MAMMA1001851//Genomic sequence from Human 9q34, WORKING DRAFT SEQUENCE, 2 unordered piec- 
esy/2.4e-50:516:74//AC002099 

R-MAMMAI 001 854//Homo sapiens Chromosome 1 6 BAC clone .CIT987SK-A-575C2, complete sequencey/1 .7e- 
38:308:82y/AC002425 ' \ }i 

45 R-MAMMAI 001 858//Human Xql 3 3' end of PAC 92E23 containing the X Inactivation transcipt (XIST) gene, com- 
plete sequencey/6.5e-50:283:86//U80460 

R-MAMMAI 001 864//Human Chromosome 15q26.1 PAC clohe'|^pJ398g1 9, WORKING DRAFT SEQUENCE, 21 
unordered piecesy/3.4e-36:224:86//AC005143 ' ; 

R-nnnnnnnnnnnn//Plasmodium falciparum chromosome 2, sectipri Sii^ of, 73 of the complete sequencey/1 .4e-11 : 
50 495:63yyAE001417 ** ''i Tr/;^']^'' \ 

R-MAMMAI 001 874//Human chromosome 1 BAC 308G1 genqmic^secjue^^ WORKING DRAFT SEQUENCE, 3 
unordered piecesy/3.2e-42:446:76//AC0031 17 -^^- ^ x''-^ 

R-MAMMAI 001 B78//Human DNA sequence from PAC 43lAi4;bn chromdsome 6p2i. Contains CYCLOPHILIN 
(PEPTIDYLPROLYL ISOMERASE) like and CIP1 (WAF1 . CDKNaV, CDKNI , MDA-6, SDI1 , PICI , CAP20) genes. 
55 Contains probable GTPase and receptor genes and ESTs, STSs and CpG islandsy/6.9e-44:391 :78//Z85996 

R-MAMMAI 001 880//Human DNA sequence from fosmid F77Di2,on chromosome 22qi2-qter contains ESTs, 
tRNAy/1.3e-15:181:76//Z82097 ; 'S 'i ?; " ' 

R-MAMMAI 001 890//Homo sapiens Chromosome 16 BAC done' ciT987-SKA-670B5 --complete genomic se- 
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quence, complete sequenceV/l .7e-43:283:86//AC002303 

R-MAMMA1001 907//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 385E7. WORKING 
DRAFT SEQUENCE.//1.4e-48:420:79//AL031 720 " ^ ■ J • 

R-nnnnnnnnnnnn//Saccharomyces cerevislae chromosome IV cosrnid 948l.//2.9e-l4:505:60//U28373 
5 R-MAMMA1001931//Homo sapiens NACP/alpha-synucleln ge'rie, allele AO, Intron 4, partial sequence 7/0.51 :162: 

63//AF041008 ' ... :; > / . 

R-M AMM A1 001 956//Human DNA sequence *** SEQUENCING iKP.ROpRESS *" from clone 50O24. WORKING 
DRAFT SEQUENCE.//1 .4e-51 :422:79//AL034380 ... . / 

R-MAMMA1001963//Homo sapiens clone HS19.3 Alu-Ya5 sequence.//i .9e-31 :1 63:91//AF015149 
10 R-MAMMA1001969//Human DNA from chromosome 19 cosmid F19410, genomic sequence, complete se- 
quence.//8.7e-10:186:76//AC002128 . 

R-MAMMA1001970//Homo sapiens BAC Clone BK085E05 from 22ql2.l-qter, complete sequencey/l .0e-62:298: 
86//AC003071 

R-MAMMA1001992//Human Chromosome 15q26.1 PAC clone pbj460g16, WORKING DRAFT SEQUENCE, 3 
IS unordered piecesV/l .8e-44:525:72//AC004581 

R-MAMMA1002009//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 109G6, WORKING 
DRAFT SEQUENCE7/1.4e-43:282:79//AL023879 ' ' 

R-MAMMA1 002011 

R-M AMM A1 002032//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 469D22, WORKING 
20 DRAFT SEQUENCE7/1 .1e-39:310:84//AL031284 

R-MAMMA1002033//Homo sapiens chromosome 5, Pac clone 162017 (LBNL H147), complete sequence7/2.5e- 
17:170:81//AC003954 

R-MAMMA1002041//Homo sapiens PAC clone DJ0728D04, complete sequence7/8.7e-79:296:85//AC004865 
R-MAMMA1002042//Human Chromosome 16 BAC clone Clf987SK-A-962B4, complete sequence7/8.8e-46:386: 
2S 80//U91318 

R-MAMMA1002047//Human chromosome 16 BAC clone CIT987SI^-;A-962B4, complete sequence7/1 .9e-32:326: 

75//U91318 V "y "5 ; y 

R-MAMMA1002056//Homo sapiens Chromosome 17, clone hRPK^566_lrl^2l, complete sequence7/6.6e-48:367: 
82//AC005962 7 / : - 

30 R-MAMMA1002058//Homo sapiens clone RG038K21. W0RI<:jN!3 DRAFT SEQUENCE. 3 unordered pieces7/ 

0.25:139:69//AC005052 ^ .r"-:-:;, 

R-MAMMA1002068//Homo SapiensChromosomeXclonebW)(Di7l', WORKING DRAFTSEQUENCE.1 ordered 
pieces7/2.2e-45:406:78//AC004676 /■ ' : 

R-MAMMA1002078//Homo sapiens chromosome 17, clone hRPk.40l_0_9, complete sequence7/2.3e-22:357: 
35 64//AC005291 

R-MAMMA1002082//Homo sapiens PAC Clone 278C19 from " I2q,' complete sequence7/2.5e-38:304:82// 
AC004263 

R-M AMM A1 002084//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 1 1 74N9, WORKING 
DRAFT SEQUENCE7/8.9e-41:319:83//AL031602 
40 R-MAMMA1002093//CIT-HSP-2060J9.TF CIT-HSP Homo sapiens genomic Clone 2060J9, genomic survey se- 

quence7/9.7e-17:129:88//B69983 ' ' * 

R-MAMMA1002108 

R-M AMM A1 0021 18//Human DNA sequence from cosmid E116C6. on chromosome 22 Contains ESTs, complete 
sequence7/0.94:168:64//273495 ' 't\\ 

45 R-M AMM A1 002125//Homo sapiens chromosome 1 7, clone hRPK;63i:A_1 , complete sequence7/4.8e-40:313:83// 

AC005670 ' y^U'. * 

R-MAMMA1 002132//Homo sapiens PAC clone DJ1059M1 7.from 7cj21 -q3l .1 , complete sequence 7/2. 0e-70:461 : 
83//AC004953 : 1^^'"^;:^^] 

R-MAMMA1002140//Human DNA sequence from PAC 465Glp on chromosome X contains Menkes Disease 
50 (ATP7A) putative Cu++-transporting P-type ATPase exons 2 to 21 ( RQAM-B. ESTs7/i . 1 e-32:477:73//Z94801 

R-M AMM A1 0021 43//Homo sapiens platelet-activating factor acetylhydrolase gene, promoter region and exon 1 7/ 
6.6e-06:1 30:73//AF027357 * r r t 

R-M AMM A1 0021 45//Human DNA sequence ***SEQUENCirslG IN PROGRESS *** from clone 126A5, WORKING 
DRAFT SEQUENCE7/6.0e-19:242:73//AL031 447 " 
55 R-MAMM A1 0021 53//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4. BAC clone C0281 Ml 7; 

HTGS phase 1 . WORKING DRAFT SEQUENCE, 3 unordered pieb6s.//2.le-51 :291 :75//AC006052 
R-MAMM A1 0021 55//Human DNA sequence •••SEQUENCING IN PROGRESS *** from clone 608E8. WORKING 
DRAFT SEQUENCE7/1 ,26-53:461 :79//AL022343 
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R-MAMMA1002156//Homo sapiens PAC clone DJ130H16 from 22q12.f-qter, complete sequencey/5.1e-37:305: 
82//AC004997 V,; ' 

R-MAMM A1 0021 58//Human DNA sequence from clone 1 049GT6 on chromosome 20q1 2-1 3.2 Contains gene sim- 
ilar to GLUCOSAMINE-6-SULFATASE, a nuclear receptor coactlvatbr gene, ESTs, STSs, GSSs, complete se- 

5 quence.//8.1e-34:296:81//AL034418 j: 

R-MAMMA1002170//Human DNA sequence from clone 1163J1 oh chromosome 22q 13.2-1 3.33. Contains the 3' 
part of a gene for the ortholog of mouse transmembrane receptorCelsn , a novel gene for a protein similar to C. 
elegans B0035.16 and bacterial tRNA {5-Methylaminomethyl-2-thiouriclylate)-Methyltransferases, and the 3' part 
of a novel gene for a protein similar to mouse B99. Contains ESTs, GSSs and putative CpG islands, complete 

10 sequence.//7.9e-39:332:82//AL031588 

R-MAMMA1002174//Homo sapiens chromosome 10 clone CIT987SK-1109P11 , complete sequencey/4.4e-12: 
189:72//AC005871 

R-MAMMA1002198//Homo sapiens clone DJ0800G07, complete sequencey/1 .1e-48:338:8l//AG004890 
R-MAMMA1002209//Homo sapiens chromosome 17, clone hRPK.1 56_L_ 14, complete sequencey/1 .2e-23:269: 
15 74//AC005821 

R-MAMMA1 00221 5//Homo sapiens Clone GS250N06, WORKING DRAFT SEQUENCE, 5 unordered piecesy/ 
3.2e-1 2:243:68//AC0051 58 

R-MAMMA1 00221 9//Homo sapiens 12p13.3 RPCI4-773N5 (Roswell Park Cancer Institute Human PAC library) 
complete sequencey/3.3e-45:295:88//AC004802 ^ , 

20 R-MAMMA1002230//HumanDNAsequence*** SEQUENCING IN>ROGRESS*'Mromclone423B22, WORKING 

DRAFT SEQUENCEy/7.3e-41:385:78//AL034379 

R-MAMMA1002236//Rattus norvegicus initiation factor elF-2B gamma subunit (elF-2B gamma) mRNA, complete 
cds./^.3e-45:363:79//U38253 ^ ' • 

R-MAMMA1 002243//Homo sapiens chromosome 17, clone hRPk:li.:^::H_lO, complete sequence.//2.8e-11 9:582: 
25 98//AC005666 ''T^'^-V^ 

R-MAMM A1 002250//Homo sapiens chromosome 1 6. Pi clone Y69-9'G*(LV^NL), complete sequencey/4.7e-42:31 9: 
84//AC005600 ; f.i . 

R-MAMMA1002267//Homo Sapiens chromosome 17, clone hRPK'346_k_'io, complete sequencey/i .5e-33:57i : 
67//AC006120 V "^ . 

30 R-MAMMA1002268//MUS musculus sphingosine kinase (SF^HKlB) rfiFINA. complete cdS.//2.3e-35:462:70// 

AF068749 ' !' ^ 

R-MAMMA1002269//345I17.TV CIT978SKA1 Homo sapiens genomic clone A-345117, genomic survey se- 
quencey/4.7e-05:153:69//B15590 

R-MAMMA1002282//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 1 12K5. WORKING 
35 DRAFT SEQUENCE7/8.5e-37:467:71//285987 

R-MAMMA1002292//Hordeum vulgare lipoxygenase 2 (LoxC) mRNA, complete cdsy/0.074:178:61//L37358 
R-MAMMA1002293//Homo sapiens chromosome 16, cosmid clone RT167 (LANL), complete sequencey/5.8e-26: 
355:71 //AC005568 

R-MAMMA1002294//Homo sapiens chromosome 17, clone hRPG.ll10_E_20, complete sequencey/i .2e-35:28l : 
40 82//AC004231 . 

R-MAMMA1002297//Human DNA sequence from cosmid Li74j3i.8. Huntington's Disease Region, chromosome 
4p1 6.37/6.76-48:381 :80//269375 ; ' ' ' 

R-MAMMA1002298//Homo sapiens BAG clone RG208H19^frbrn^7q1.1.23, complete sequencey/.8e-1 7:296:70// 

AC005074 ; V ^ 

45 R-MAMMA1002299//HS_3116_A2_F07_T7 CIT Approved Hurrian Genomic Spenm Library D Homo sapiens ge- 

nomic clone Plate=3116 Col=14 Row=K, genomic survey seq uence ./Mil 6:60:354: 9 1//AQ 140526 
R-MAMM A1 002308 

R-MAMMA1 00231 0//Hu man DNA sequence from cosmid BiOBI on chromosome 22 Contains ESTs, CA repeat 
and STS, complete sequencey/9.9e-35:283:83//Z73979 

50 R-MAMMA1 00231 l//Homo sapiens Xp22-150 BAG GSHB-309P1 5 (Genome Systems Human BAG Library) com- 
plete sequence7/1 .3e-86:503:90//AC00621 0 ; - , . . 
R-MAMMA1 00231 2//H.sapiens gene encoding La autoantigeny/'l .3eV23:382:67//X97869 
R-MAMMA1002317//Human DNA sequence from clone 48G 12 on chromosome Xq27. 1-27.3. Contains STSs and 
GSSs, complete sequencey/1 .3e-59:323:87//AL031 054 

55 R-MAMMA1 00231 9//Homo sapiens chromosome 19, fosmid 39347, complete sequencey/2.2e-l 06:522:98// 
AC005756 • 

R-M AMMA1 002322//Homo sapiens genomic DNA, chromospme;21 q1 1.1, segment 1 3/28, WORKING DRAFT SE- 
QUENCEy/2.3e-48:452:76//AP000042 ' '"^ 
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R-MAMMA1002329//M.musculusmRNAforsemaphorin B.//2.0e-1 2:21 0:73/7X85991 

R-MAMMA1002332//Homo sapiens PAC clone DJ1139I01 froni Xci2'3/complete sequence7/3.4e-46:393:71// 
AC004973 

R-MAMMA1002333//HS_3245_A1_B04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
5 nomic clone Plate=3245 Col=7 Row=C, genomic survey sequence.//3.le-2l :146:92//AQ205759 

R-M AMM A1 002339//Human Chromosome 1 6 BAG clone CIT987SK-A-270G1 , complete sequence y/9.7e-39:31 0: 
79//AF001549 

R-MAMMA1002347//Homo sapiens I2q24.l PAC RPCI3-305I20 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/l.2e-46:443:76//AC006088 ! ; • 
10 R-MAMMA1002351//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 1059H15. WORK- 

ING DRAFT SEQUENCE7/1.1e-90:553:89//AL022100 

R-MAMMA1002352//Homo sapiens mRNA for leukemia associated gene 2.//8.8e-81 :388:92/A'15228 
R-MAMMA1002353//Homo sapiens 12q24 BAC RPCI11-162P23 (Roswell Park Cancer Institute Human BAC li- 
brary) complete sequencey/5.5e-35:302:80//AC002996 
15 R-M AMM A1 002355//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 222E1 3. WORKING 

DRAFT SEOUENCE.//5.4e-52:361 :76//Z93241 

R-MAMMA1002356//Homo sapiens chromosome 17, clone hRPC.842_A_23, complete sequencey/8.3e-28:187: 
91//AC004662 

R-MAMMA1002359//Human DNA sequence from cosmid L118D5.. Huntington's Disease Region, chromosome 

20 4p1 6.3 contains CpG Islands .//6.3e-47:297:85//268869 . . ^. / 

R-MAMMA1 002360//HS_21 63„B2_C08_MR CIT Approved Hiiman Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2163 Col=16 Row=F, genomic survey sequenceV/l .5e-20:374:66//AQ125213 
R-MAMMA1 002361//Human DN Asequence *** SEQUENCING IN PROGRESS "* from clone 349A1 2. WORKING 
DRAFT SEQUENCE.//2.2e-35:264:85//AL033520 *' 

25 R-MAMMA1 002362//H.sapiens PEX gene.//1 .8e-40:243:86/A':1 01 96.: .. ' 

R-M AMMA1 002380//RPCI1 1 -73J4.TJ RPCI1 1 Homo sapiens genomia'clone R-73J4, genomic survey sequenceV/ 
1 .7e-38:295:77//AQ2681 68 

R-MAMMA1002384//Homo sapiens I2ql3.l PAC RPCI1-228P1 6 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/2.5e-37:311 :81//AC004801 
30 R-M AMMA1 002385 ; ' 

R-MAMMA1002392//Human BAC clone RG066D11 from 7q22, complete sequence 7/2. 0e-37:365;77//AC 002430 
R-MAMMA1 002411//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 64K7, WORKING 
DRAFT SEQUENCE7/9.4e-22:496:65//AL031 668 

R-M AMM A1 00241 3//Homo sapient 12q24.2 PAC RPCI1-157K6'(Roswell Park Cancer Institute Human PAC 11- 

35 brary) complete sequencey/2.3e-l 5:1 53:77//AC005l 46 

R-MAMMA1 00241 7//Human DNA sequence from PAC 42616 on chromosome 1 p34.1 -1 p35. Contains NIPP-1 -like 
gene a nuclear inhibitor of protein phosphatase-1 , ESTs, and a'CA repekty/1 .8e-23:508:62//AL020997 
R-M AMMA1 002427//Human Chromosome 1 6 BAC clone CIT987SKrA-363E6, complete sequencey/2.5e-37:288: 
84//U91321 ■ -''V r). > 

40 R-M AMM A1 002428//Human DNAsequence *** SEQUENCING In PROGRESS *** from clone 1 1 85N5, WORKING 

DRAFT SEQUENCEy/6.0e-05:130:75//AL034423 r 

R-MAMMA1002434//Homo sapiens DNA sequence from PAG, 380E11 on chromosome 6p22.3-p24. Contains 
HB15 gene. ESTs, CA repeat. STS and GSSy/4.8e-18:205:78//ALb^2396 

R-M AMM A1 002446//CIT-HSP-2021 LI 4.TR CIT-HSP Homo sapiens genomic clone 2021 LI 4, genomic survey se- 
45 quence7/4.6e-41 :387:72//B65379 - 

R-MAMMA1 002454//Homo sapiens chromosome 19, cosmid F23259, complete sequence7/1.2e-67:49l:82// 
AC005512 " 

R-MAMMA1002461//Homo sapiens PAC clone 166H1 from 12q, complete sequence7/1 .4e-28:188:85//AC003982 
R-MAMMA1002470//Saccharomyces cerevisiae chromosome VIII cosmid 9205y/6.3e-09:280:61//U10556 
50 R-MAMMA1002475//Human DNA sequence from PAC 306D1 on chromosome X contains ESTsy/1 .5e-25:31 0: 
74//Z83822 

R-MAMMA1002480//Homo sapiens Clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered piecesy/ 

1.2e-98:533:93//AC005077 / ' ;' 

R-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC-2) mRNA, complete cds7/2.7e-11 4:560 :97//AF055460 
55 R-MAMMA1002494//Human DNA sequence from cosmid L174G8, Huntington's Disease Region, chromosome 

4pl 6.37/2. 1e-46:329:84//269375 ' * 

R-M AMMA1 002498//Rat mRNA7/0.0068:223:64//M59859 

R-MAMMA1002524//Plasmodium falciparum 3D7 chromosome; •t2 'PFYAC336 genomic sequence, WORKING 
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DRAFT SEQUENCE. 5 unordered pieces.//0.012:460:60//AC005139 . ' 

R-M AMMA1 002530//Homo sapiens cytosolic phospholipase A2 gamma'(cPI-A2 gamma) mRNA, complete cds.// 
1.2e-101:529:95//AF065214 . 

R-MAMMA1 002545//Homo sapiens ribosomal protein s4 Y isofomi gene, complete cds.//6.6e-50:471 :77// 
5 AF041427 

R-MAMMA1 002554//Homo sapiens chromosome 4 clone B227H22 map 4q25, complete sequence7/5.7e-38:279: 
84//AC004056 

R-MAMMA1002556//Homo sapiens chromosome 10 clone CIT-HSP-1255F20 map I0pll.2-I0pl2.l. complete 
sequence.//9.6e-13:237:67//AC005878 
10 R-MAMMA1002566//C1TBI-E1-2509P21 TR CITBI-E1 Homo sapiens genomic clone 2509P21 . genomic survey 

sequence.//9.7e-1 4:21 6:73//AQ261 427 

R-MAMMA1002571//CITBI-E1-2516L21.TF CITBI-E1 Homo sapiens genomic clone 2516L21, genomic survey 
sequence.//4.6e-25:142:99//AQ279542 , • 

R-M AMM A1 002573//Human DNA sequence *** SEQUENCINGi IN PROGRESS *** from clone 811 HI 3, WORKING 

15 DRAFT SEQUENCE.//1 .1 e-30:250:82//AL023805 

R-MAMMA1002585//Rabbit angiotensin-converting enzyme (ACE) gene, 5' end.//1 .0:196:61//M58580 

R-M AMM A1002590//H .sapiens CpG island DNA genomic Msel. fragment, clone 8d5, fonward read cpg8d5.f1g.// 

1.0:114:64//263758 -v - 

R-MAMMA1002597//Human DNAsequence*** SEQUENCING IN F?ROGRESS *** from clone 11 03G7. WORKING 
20 DRAFT SEQUENCE.//9.0e-96:459:98//AL034548 - • 

R-MAMMA1002598//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 120G22, WORK- 
ING DRAFTSEQUENCE.//0.79:362:58//AL031 847 

R-MAMMA1002603//Homo sapiens chromosome 17, clone hRPK.214_C_8, complete sequence.//1 .3e-46:333: 
80//AC005803 ■ '< 

25 R-M AMM A1 00261 2//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 269M15, WORK- 

ING DRAFT SEQUENCEy/7.4e-41:283:86//AL021395 

R-M AMM A1 00261 7//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 591 N 1 8, WORKING 
DRAFT SEQUENCE.//1 .7e*20:308:71//AL031 594 

R-M AMMA1 00261 8//Homo sapiens Clone RG122E10. complete seqpence.//1 .2e-31 :230:76//AC005067 
30 R-M AMM A1 00261 9//Homo sapiens chromosome 21 PAC RPCIP704E1 41 35Q2.//9.0e-11 3:551 :98//AJ01 0598 

R-M AMMA1 002622//Homo sapiens chromosome 4 clone B207D4 map 4q25, complete sequence.//2.8e-43:324: 

83//AC004050 . 

R-M AMMA1 002623//Homo sapiens Chromosome 1 7, clone fiRPCll 1 71J_1 0, complete sequence.//2.7e-80:344: 
84//AC004687 ' ' 

35 R-MAMMA1 002625//Human DNA sequence *** SEQU ENCING \H PROGRESS *** from clone 1 056L3, WORKING 

DRAFT SEQUENCE.//2.6e-34:391:72//AL031 727 ' v!iM'=r ^ 

R-MAMMA1002629//Human DNA from overlapping chromosome 19-speciflccosmids R32543,, and F1 5613 con- 
taining ZNF gene family member, genomic sequence, complete seciLiencey/5.5e-58:346:81//AC003006 
R-MAMMA1002636//Homo sapiens clone DJ0810E06. WORKING^'DRAFT SEQUENCE, 8 unordered pieces.// 
40 1.1 e-52:285 :92//AC004895 

R-MAMMA1002637//MUS musculus kinesin light chain 2 (Klc2)*mRNAi 'complete cds.//2.1e-13:359:64//AF055666 
R-MAMMA1002646//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 39417. WORKING 
DRAFT SEQUENCE.//2.5e-24:285:68//AL023585 

R-MAMMA1002650//Human IGF-II gene exon 2 for insulin-like growth factor II located on chromosome 11 .//0.64: 

45 237:61//X03424 ''^ ' , 

R-MAMMA1002655//Homo sapiens mini satellite cebl repeat region .//O. I 8:1 52 :65//AF048727 
R-MAMMA1002662//Homo sapiens clone DJ0739M23, complete sequencey/2.5e-46:370:82//AC004870 
R-MAMMA1002665//Human DNA sequence from PAC 435C23 on chromosome X. Contains ESTsy/7.4e-55:298: 
92//Z92844 . ' ' 

50 R-MAMMA1002671//RPCI11-45M10.TK RPCI11 Homo sapiens genomic clone R-45M10, genomic survey se- 
quence.//0.99:151:66//AQ194411 / ' 

R-MAMMA1002673//Homo sapiens DNA sequence from PAC;45^M7 on chromosome Xq25-26.3. Contains the 
0CRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-i . Contains ESTs, STSs and GSSs, complete 
sequence.//3. 1 e-38:41 0:76//AL0221 62 
55 R-MAMMA1002684//Homo sapiens mRNA for KIAA021 4 protein; cdmplete cds.//1 .4e-1 07:544 :96//D86987 

R-MAMMA1002685//HS_2052_A1_H02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2052 Col=3 Row=0, genomic sun/ey sequehce.//l .2e-23:255:75//AQ231 087 
R-MAMMA1002698//Homo sapiens Xp22-132-134 BAC GSHB-590J15 (Genome Systems Human BAC library) 

' :^ ;r:^^ r * 
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complete sequenceV/l .1e-38:299:83//AC004673 

R-MAMMA1002699//MUS musculus intersectin-EH binding protein Ibp1 mRNA, partial ccls.//3.3e-05:61:93// 
AF057285 

R-MAMMA1002701//Homo sapiens gene for AF-6, complete ccIs.//3.5e-39:317:81//AB011399 
5 R-MAMMA1002708//Homo sapiens I2pi3.3 PAC RPCI5-977L1 (Roswell Park Cancer Institute Human PAC li- 

brary) complete sequencey/0.26:365:62//AC005293 * • ; 

R-M AMMA1 00271 1//Homo sapiens chromosome 21 PAC LLNLP7p4F1 81 08Q1 37/2.50-31 :304:77//AJ006995 
R-MAMMA10027217/Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 473B4, WORKING 
DRAFT SEQUENCE.//2.3e-40:279:87//Z83826 
JO R-MAMMA1002727//Plasmodium falciparum 3D7 chromosonle 12 PFYAC588 genomic sequence, WORKING 

DRAFT SEQUENCE, 2 unordered pieces7/0.45:1 83:64//AC0p471 0 . 

R-MAMMA1002728//Human Chromosome 11 Overlapping ^Coi5mWi:cSRL72g7 and cSRLl40b8, complete se- 
quence.//1.1e-42:410:74//AC002037 " ' 

R-MAMMA1002744//Human chromosome 8 BAC clone CIT987^K-2A8 complete sequenceV/l .6e-1 9:473:63// 
15 U96629 

R-MAMMA1 002746//Homo sapiens chromosome 1 7, clone hRPK. 1 36_1H_1 9. complete sequence.//2.2e-l 08:544: 
97//AC005856 

R-MAMMA1002748//Homo sapiens 3p22 Contig 7 PAC RPCI4-672Nli (Roswell Park Cancer Institute Human 
PAC Library) complete sequencey/5.9e-1 06:551 :95//ACa06055 \. ; . • 
20 R-MAMMA1002754//Homo sapiens clone GS259H13. WORKING DRAFT SEQUENCE, 4 unordered pieces^/ 

1 .7e-34:305:79//ACG05020 : : ;'V /. 

R-MAMMA1002758//Homo sapiens ccr2b (ccr2), ccr2a (ccr2)', ccr5 (ccr5) and ccrS (ccr6) genes, complete cds, 
and lactoferrin (lactoferrin) gene, partial cds, complete sequiBnce.//0;Ob014:130:74//U95626 
R-MAMMA1002764//Homo sapiens chromosome 19, cosmid R33632, complete sequence7/8.7e-l 0:1 18:81// 
25 AC005781 

R-MAMMA1002765//Homo sapiens chromosome 19. cosmid': Fi26900. complete sequence7/1 .2e-3l :290:7a// 
AC006128 , - ; ' 

R-MAMMA1002769//Human DNA sequence from PAC 36J3, between markers DXS1192 and DXS102 on chro- 
mosome X7/0.94:260:62//Z82975 : ' ' 
30 R-MAMMA1002780//Human DNAsequence "* SEQUENCING IN PROGRESS *** from clone 620E11. WORKING 
DRAFT SEQUENCE7/2.6e-21:529:62//AL031 667 .r.. 

R-MAMMA1 002782//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 99H1 6, WORKING 
DRAFT SEQUENCE7/2.8e-30:234:72//AL022320 ' * v ; ; . ^; 

R-MAMMA1 002796//Human DNA sequence *** SEQUENCINGHn^^PROGRESS *" from clone 237J2, WORKING 
35 DRAFT SEQUENCE7/1 .0:1 55:66//AL021 394 ^ : V;; 

R-M AMM A1 002807//Human DNA sequence from BAC 941 F9 on'chromosome 22q11 .2-qter. Contains ESTs, STSs 
and 3' part of FIBULIN-1 D PRECURSOR like gene, part of a Brain. Protein E46 like gene and a CpG island, 
complete sequencey/5.0e-42:443:75//Z95331 ' ' 

R-MAMMA1002820//345M16.TVB CIT978SKA1 Homo sapiens genomic clone A-345M16, genomic survey se- 
40 quence.//1.3e-14:95:87//B17487 ; ^.^^VH '' 

R-MAMMA1002830//Human PAC clone DJ515N1 from 2^qt1.2-q22. complete sequence7/4.1 e-20:223:74// 
AC002073 

R-MAMMA1 002833//Homo sapiens Xp22 bins 3-5 PAC RPCI4:6l 7A9 (Roswell Park Cancer Institute Human PAC 
Library) containing Arylsulfatase D and E genes, complete sequence://1 .8i3-37:295:84//AC005295 
45 R-M AMM A1 002835 

R-MAMMA1002838//Human gene hY3 encoding a cytoplasmic Ro RNA7/4.4e-14:108:92//V00585 
R-MAMMA1002842//CIT-HSP-2017022.TRB CIT-HSP Homo sapiens genomic clone 2017022, genomic survey 
sequence.//5.2e-43:l68:85//B67l4l ' ; ; 

R-MAMMA1002843//Homo sapiens clone GS051M12, complete se(iuence7/8.7e-44:525:71//AC005007 
50 R-M AMM A1 002844 V " i 

R-MAMMA1002858//H.sapiens ERF-1 mRNA 3* end7/2. 80-99:361 :9l7/X79067 

R-MAMMA1002868//Homo sapiens clone DJ0852O24, WORKING DRAFT SEQUENCE, 2 unordered pieces7/ 
9.6e-39:288:81//ACQ04906 p:^- 

R-MAMMA1002871//Homo sapiens BAC clone NH0539B24 frpm:7p15.1-p14. complete sequence7/0.0022:490: 
55 57//AC006044 iMih&.^i 

R-M AMM A1 002880//Homo sapiens Xp22 Bins 35-37 BAC GSHff-21 4D1 8 (Genome Systems Human BAC Library) 
complete sequence7/l.3e-09:l43:76//AC005296 x'':,'\:. 

R-M AMMA1 002881//Human thymopoietin (TMPO) gene, partiaVex6n'6; complete exon 7, partial exon 8, and partial 
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cds for thymopoietin beta.//5.1e-41 :264:87//U18271 , * 

R-MAMMA1002886//Homo sapiens DNA sequence from PAC 168L15 on chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS, SIS. CpG island.'complete sequencey/4.7e-32:216:90//AL022069 
R-MAMIV1A1 002887 - . *' ' 

5 R-MAMI\/IA1 002890 

3.4e-49:376:81//AG006257 

R-MAMMA1002892//Homo sapiens PAC clone DJ0765G07 froni 7q11, complete sequence.//6.0e-60:344:79// 
AC004881 • 

R-MAMMA1002895//RPCI11-90K13.TV RPCI11 Homo sapiens genomic clone R-90K13, genomic survey se- 

10 quence.//2.1e-34:300:77//AQ283502 ' ' • ':^- 

R-MAMMA1002908//Human Chromosome X, complete sequence.//4.2e-39:297:85//AC004070 
R-MAMMA1 002909//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0442P12; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 5 unordered pieces.//3.4e-23:344:74//AC005798 
R-M AMMA1 002930//Homo sapiens PAC clone DJ1 048B1 6 from 7q34-q36. complete sequence .//5.2e-39:261 :88// 

15 AC006019 • • 

R-MAIVIMA1002938//C.pasteurianum gap geney/1 .0:343:59//X72219 - 

R-MAMMA1002941//Homo sapiens chromosome 17, clone hRPK.346_K_10. complete sequence .//6.3e-88:556: 
87//AC006120 . . 

R'MAMMAI 002947 " i 

20 0.48:156:69//AC005469 " ' ; . . 

R-MAMMA1 002964//Human DNA sequence from PAC 42616 on chromosome lp34.l -1 p35. Contains NIPP-1 -like 
gene a nuclear inhibitor of protein phosphatase-1 , ESTs, and a CA repeaty/1 .2e-39:473:73//AL020997 
R-MAMMA1002970//Homo sapiens chromosome 5, PI clone 793c5 (LBNL H57), complete sequence7/47e-47: 
420:77//AC005200 . \ ' 

25 R-MAMMA1002972//alpha 1 syntrophin [human, mRNA Partiai,-'177^ nt] .//0.97:305:62//S81 737 

R-M AMMA1 002973//Human DNA sequence from cosmid V21 0E9, between markers DXS366 and DXS87 on chro- 
mosome X7/2.6e-35:256:85//270280 
R-MAMMA1 002982 1 .0e-27:1 1 0:85//AG005524 

R-MAMMA1002987//Homo sapiens PAC Clone DJ1086D14, corriplete sequencey/1.4e-28:527:66//AC004460 
30 R-MAMMA1003003//Homo sapiens chromosome 10 clone CRI-'JC2059 map 10q24.1-l0q24.2. WORKING 
DRAFT SEQUENCE, 1 ordered piecesy/7.9e-48:418:78//AG0p6lfi9S'' • 
R-M AMMA1 003004//. complete sequence.//2.0e-12:442:61//ACo65406 

R-MAMMA1003007//Homo sapiens chromosome 10 clone :|CRr^e2p59 map 10q24.1-10q24.2, WORKING 
DRAFT SEQUENCE, 1 ordered piecesy/1 Je-48:293:91//ACo66iO?y . 
35 R-M AMM A1 00301 1//A-306G8.TP CIT978SK Homo sapiens geh'6mic'bl6ne'A-306G8, genomic sun/ey sequence.// 
0.45: 168:64//B1 8092 ^I^ A ' 

R-M AMM A1 00301 5//Homo sapiens chromosome 5p, BAC clorie 5pg21 (LBNL Hi 54), complete sequencey/2.9e- 
44:399:77//AC005740 ''^"^ '[ ^ % ■ 

R-M AMM A1 00301 9//RPCI11-9J9.TV RPCM1 Homo sapiens gen onriic clone RPCI-11-9J9, genomic survey se- 
40 quencey/2.7e-14:294:68//B71583 ,. 

R-MAMMA1003026//HS_2166_B2_C12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l66 Col=24 Row=F, genomic survey sequence //0.021:189:64//AQ1 25639 
R-M AMMA1 003031//Homo sapiens chromosome 5. BAC clone 31 9C1 7 (LBNL H1 59). complete sequenceV/l .8e- 
98:525:95//AC005214 

45 R-MAMMA1003035//Homo sapiens 12q13.1 CosmidC174F5 (Lawrence Livermore LL12NC01 or LL12NC02 hu- 

man cosmid libraries) complete sequencey/6.7e-06:297:63//AC004550 

R-MAMMA1003039//RPCI11-56J17.TJ RPCI11 Homo sapiens genomic clone R-56J17, genomic survey se- 
quencey/0.21:375:59//AQ081889 • ' • 

R-MAMMA1003040//Human DNA sequence from cosmid Ll08f12. Huntington's Disease Region, chromosome 
50 4pl6.3y/2.7e-29:298:67//249235 ^/^ 

R-MAMMA1003044//Homo sapiens chromosome 19, cosmid7R30676, complete sequencey/2.9e-1 4:1 13:91// 
AC004560 : '.' 

R-M AMM A1 003047 ■ ... ^Tii^OO': 

R-M AMM A1 003049 

55 R-MAMMA1003055//Human DNAsequence *** SEQUENCING iN PHibGRESS *** from clone 377F1 6, WORKING 

DRAFT SEQUENCEy/2.3e-45:317:86//Z93783 . - j ' 

R-MAMMA1003056//Homo sapiens Chromosome 19, cosmid' R34275, complete sequencey/1 .0:229:63// 
AC005305 . ... 
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R-MAMMA1003057//M.domestiCUS MD6 mRNA7/6.2e-42:326:82//X54352 

R-MAMMA1003066//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 473B4, WORKING 
DRAFT SEQUENCE.//3.1 e-49:299:87//283826 

R-MAMMA1003089//Homo sapiens BAG clone RG298G08from 7p15-p21 , complete sequence.//2.7e-30:520:67// 
5 AC005084 .^z 

R-MAMMA1003099//RPCI11-8N9.TP RPCI-11 Homo sapiens genljmic clone RPCI-11-8N9, genomic survey se- 
quence.//4.2e-44:338:82/yB71494 •uk:^^ ' • ' 

R-MAMMA1003104//MUS musculus rostral cerebellar malformation protein (rem) mRNA, complete cdsy/3.4e-48: 
423:79//U72634 , j V : ' * 

10 R-MAMMA1 0031 1 3//Homo sapiens chromosome 1 2p1 3.3 clone RPeri r*-433J6, WORKING DRAFT SEQUENCE. 

100 unordered pieces.//4.8e-114:567:97//AC006087 ' ' - 

R-M AMM A1 0031 27//Human DNA sequence *** SEQUENCING'lN PROGRESS *** from clone 250D1 0, WORKING 
DRAFT SEQUENCE.//1 .4e-34:283:83//Z99716 • - . , 

R-MAMMA1003135//P.knowlesl Mbn-cutting sites in lambda KBS50'://0.01 0:243:62//M38776 
15 R-MAMMA1003140//Homo sapiens chromosome 17, clone HCIT87G.17, complete sequencey/6.7e-34:288:8l// 
AC003663 

R-MAMMA1003146//Saccharomyces dougiasii mitochondrial cytochrome c oxidase subunit I (COX!) gene, com- 
plete CdS.//4.8e-08:438:59//M97514 . • 

R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 598F2, WORKING 

20 DRAFT SEQUENCE.//1 .7e-63:149:94//AL021579 

R-MAMMA1003166//HS_3128_A1_B01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3128Col=1 Row=C, genomic survey sequence.//3.0e-1 7:261 :70//AQ1 40766 
R-NT2RM2002580//Homo sapiens clone 24781 mRNA sequehce:y/2.6e-111 :593:94//AF070640 
R-NT2RM4000024 ' ' 

25 R-NT2RM4000027//Homo sapiens PAC clone DJ1194E14 from 7p21, complete sequence7/0. 026:476:56// 

AC004993 

R-NT2RM4000030//MUS musculus musculussex determining protein (Sry) gene, complete cds 7/0. 00044:378:59// 
U70653 " .^i • - 

R-NT2RM4000046//M.mulatta MHO DR beta 6 gene encodin'g!majbr histocompatibility complex7/0.27: 130:64// 
30 Z26239 ' ' ^ 

R-NT2RM4000061 . ^ u ^.C; 1" 

R-NT2RM4000085//Homo sapiens Clone 24700 unknown mRNA, partial cds 7/7.2e-112:550:97//AF070639 
R-NT2RM4000086//RPCI11-6J23.TV RPCI-11 Homo sapiens genprriiC'Clone RPCI-11-6J23, genomic survey se- 
quence7/7.2e-18:277:71//B49463 / " 

35 R-NT2RM4000104//Frubripes GSS sequence, clone 063Ki0aG.5, genomic survey sequence7/3.6e-08:287:6l// 
288817 • " 

R-NT2RM40001 39//Homo sapiens chromosome 1 6, cosmid clone 330D1 1 (l_ANL), complete sequence7/9.4e-08: 
336:65//AC005199 

R-NT2RM4000155 ' ' 

40 R-NT2RM4000156//Homo sapiens chromosome 17, clone hRPK.136_H_19, complete sequence7/3.4e-23:335: 

72//AC005856 

R-nnnnnnnnnnnn//Mouse kif4 mRNA for mlcrotubule-based motor protein KIF4, complete cds7/1 .6e-87:551 :87// 
D12646 ' \ 

R-NT2RM4000169//Human ribosomal protein L37a mRNAsequenc^7/5.9e-14:122:88//L22154 

45 R-NT2RM40001 91 ' ; . ; 

R-NT2RM4000197//HS_3241_/^_H05_MR CIT Approved Hurhan Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3241 Col=10 Row=0, genomic survey sequence7/2.8e-86:430:97//AQ206812 
R-NT2RM4000199//MUS musculus Yp BAC GSMB-368G7 (Genome Systems Mouse BAC Library) complete se- 
quence7/0.0047:1 93:63//AC006056 , . V ! / ■. . 

50 R-NT2RM4000200 . 

R-NT2RM4000202//Homo sapiens chromosome 16, cosmi'd clone '37;8Ei2 (LANL), complete sequence7/2.1e-40: 
334:76//AC004035 

R-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein ,.cbmpl^te.cdsy/5.2e-102:546:94//AB01 8255 
R-NT2RM4000215 ' ' 

55 R-nnnnnnnnnnnn//Homo sapiens chromosome 1 0 clone CIT987Sk^H 44G6 map 1 0q25.l , complete sequence7/ 
2.1e-55:303:86//AC005383 ; 

R-NT2RM4000233//Struthio camelus microsatellite sequence OgM':^7/1.2e-07: 198: 67//AF003735 
R-NT2RM4000244//Homo sapiens Chromosome 19, BAC CIT-B-393il5 (BC301323), complete sequence7/1.7e- 
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49:322:88//AC006l16 

R-NT2RM4000251//Homo sapiens Chromosome 22q1 1 .2 BAC Clone 72f8 In DGCR Region, complete sequence.// 
0.97:1 84:66//AC000085 

R-NT2RM4000265//Human PAG clone DJ073F11 from Xq23. complete sequence.//6.2e-66:552:78//AC000055 
5 R-NT2RM4000290//Human DNA sequence "* SEQUENCING. IN PROGRESS *** from clone 39417. WORKING 

DRAFT SEQUENCE.//1 .4e-05:229:65//AL023585 
R-NT2RM4000324 ;.. 

R-NT2RM40a0327//Human DNA sequence *** SEQUENCING InVrGGRESS *** from clone 75N14, WORKING 
DRAFT SEQUENCE.//3.3e-42:443:75//Z971 99 
10 R-NT2RM4000344//Homo sapiens clone DJ0309D19, WORKING DR/VFT SEQUENCE, 12 unordered pieces.// 

6.4e-64:433:84//AC004826 t , , ; , 

R-NT2RM4000349//Human mRNA for KIAA0005 gene, complete ccls.'//7.7e- 11 :210:69//D13630 
R-NT2RM4000354//Caenorhabditis elegans cosmid T14A8.//0.084:257:60//U50066 
R-NT2RM4000356 

15 R-NT2RM4000366//Homo sapiens mRNA for KIAA0642 protein, partial cds.//8.7e-112:577:95//AB0 14542 

R-NT2RM4000368 

1 .66-48 :348:85//AG006257 

R-NT2RM4000386//Rat mRNA for growth potentiating factor, complete cdsy/4.4e'35:141:87//D42148 
R-NT2RM4000395//RPCI11-8N9TP RPCI-11 Homo sapiens genomic clone RPCI-11-8N9. genomic survey se- 
20 quence.//l.4e-25:207:75//871494 » 

R-NT2RM400041 4//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 228H1 3. WORKING 
DRAFT SEQUENCE7/7.1 e-1 7:492:64//AL031 985 

R-NT2RM4000421//RPCI11-66B1 TK RPCI11 Homo sapiens genomic clone R-66B1 , genomic survey sequence.// 
1. 86-40:31 1:82//AQ241 167 " ' 

25 R-NT2RM4000425//Homo sapiens chromosome Xp22-1 35-1 36. clone GSHB-56711, WORKING DRAFT SE- 

QUENCE, 35 unordered pieces,//2.5e-47:316:87//AC005867^^; J^^;;;;^ ; 

R-NT2RM40Q0433//MUS musculus retinoic acid-responsive'prp|tein ?(iStra6) mRNA, complete cdsy/l.6e-l7:133: 
78//AF062476 

R-NT2RM4000457 • ?; , 

30 R-NT2RM4000471//Homo sapiens mRNA for putative tRNA splicing protein, partiaiy/4.6e-11 3:559 :96//A J0 10952 
R-NT2RM4000486//Homo sapiens mRNA, complete CdS, Clone:RES4-22C.//0.00015:170:67//AB000461 
R-NT2RM4000496 ' " 

R-NT2RM4000511//Rat troponin T cardiac Isoform gene, complete,icds.//0.21:290:58//M80829 
R-NT2RM4000514//CIT-HSP-2169K4TR CIT-HSP Homo sapiens genomic clone 2169K4, genomic survey se- 

35 quence.//1.5e-20:150:89//B95717 ' " ' 

R-nnnnnnnnnnnn//HS-1 024-B2-G01 -MR.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 803 Col=2 Row=N» genomic survey sequence.//6:3e-10:74!96//B34556 
R-NT2RM4000520//CaenorhabditiS elegans cosmid F36H12.//0.15:406:61//AF078790 
R-NT2RM4000531 

40 R-NT2RM4000532//Plasmodium falciparum chromosome 2, sectio^n 28 of 73 of the complete sequence.//l .0:119: 
66//AE001391 

R-NT2RM4000534//paramecium species 4.51 er mt dna dimer: replication init. region, clone 27/9.8e-05:326:60// 
K00909 ' 

R-NT2RM4000585//HS_3252_/k2_G08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone P!ate=3252 Col=1 6 Row=M, genomic survey sequence.//1 .9e-69:376:93//AQ21 9890 

R-NT2RM4000590//CIT-HSP-539O24.TV CIT-HSP Homo sapiens genomic clone 539024, genomic survey se- 
quence.//1 .7e-38:226:93//B50657 \. ' 

R-NT2RM4000595//Human Chromosome X clone bWXD342, complete sequencey/1 .0:239:61//AC004072 
R-NT2RM4000603//RPCI11-49P13TK RPCI11 Homo sapieris ■■genomic clone R-49P13, genomic survey se- 
50 quence.//0.77:139:64//AQ051950 - . ^ 

R-nnnnnnnnnnnn " -U-^'o' 

R-NT2RM4000616//HS_3107_/^_B03_MR CIT Approved Human^'deopm'lc Sperm Library D Homo sapiens ge- 
nomic clone Plate=3107 Col=6 Row=C, genomic survey sequence7/l .3e-54:272:99//AQ2 10034 
R-NT2RM4000674 

55 R-NT2RM4000689//MUS musculus pericentrin mRNA, complete xcls7/3.5e-70:551 :80//U05823 

R-NT2RM4000698 • "| .} K, . ' 

R-nnnnnnnnnnnn 

R-NT2RM4000712//Homo sapiens clone NH0512E16. complete sequence.//0.54:294:58//AC005039 
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R-NT2RM400071 ///Plasmodium falciparum MAL3P8, complete sequencey/0.050:387:58//AL034560 
R-NT2RM4000733//Human DNA sequence *** SEQUENCING'lN PROGRESS *** from clone 423B22, WORKING 
DRAFT SEQUENCE.//1 .0e-107:566:95//AL034379 

R-NT2RM4000734//Homo sapiens mRNA for KIAA0760 protein, partial ccls.//1.1e-1 03:536 :95//AB0 18303 
5 R-NT2RM4000741//CIT-HSP-2294N4.TR CIT-HSP Homo sapiens genomic clone 2294N4, genomic sun/ey se- 

quence.//5.2e-41 :244:93//AQ006361 

R-NT2RM4000751//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 537K23, WORKING 
DRAFT SEOUENCE.//2.7e-28:41 6:67//AL034405 

R-NT2RM4000764//Human HepG2 3' region Mbol cDNA, clone hmd3g01m37/2.1e-33:199:96//D17217 
10 R-NT2RM4000778//Homo sapiens Xp22 BAG 620F15 (Genome Systems BAG library) complete sequence.// 

0.00060:241 :62//AC002980 

R-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein. COnfiplete cdsy/2.9e-104:546:94//AB007920 
R-NT2RM4000787//Homo sapiens, clone hRPK.3_A_1 , complete sequencey/5.3e-32:321 :77//AC006198 
R-NT2RM4000790//Homo sapiens chromosome 19, cosmid R27216, complete sequence.//1.9e-1 11:552:97// 
15 AC005306 

R-NT2RM4000795//Homo sapiens Chromosome 1 7pl 3 Cosmid Clone cos39, complete sequencey/0.74:364:57// 
U58675 : :' . ) 

R-NT2RM4000796//Homo sapiens full-length insert cDNA clon^ zb62D10.//2.7e-1 05:51 0:98//AF086348 
R-NT2RM4000798//Human polymorphic epithelial mucin core protein mRNA, 3' endy/7.7e-27:158:96//M21868 
20 R-NT2RM4000813 . 

R-NT2RM4000820//, complete sequence.//2.0e-104:432:97//AC005406 

R-NT2RM4000833//Arabidopsis thaliana genomic DNA. chromosome 5, P1 clone: MXI22, complete sequencey/ 
2.0e-07:166:68//AB012248 ' . 

R-NT2RM4000848//Rabies virus matrix (M) protein mRNA, comfiiete cdsy/0.073:70:84//M22013 
25 R-NT2RM4000852//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered piecesy/1 .0:237:62//ACOd4709 ' " 
R-NT2RM4000855 ' ' 

R-nnnnnnnnnnnn//HS_3l 89_B2_B08_T7 CIT Approved Human Genomic Spemi Library D Homo sapiens genom- 
ic clone Plate=3189 Col=i6 Row=D, genomic survey sequence.//2.ie-06:ll4:73//AQ300597 
30 R-NT2RM4000895//Pan troglodytes HS19.8-similar locus and Y Alu element, genomic survey sequencey/3.8e- 

46:207:91//AF077058 * " " 

R-NT2RM4000950//Human BAC clone RG341D10 from 7p15-p21, comjDiete sequencey/1 .0:336:60//AC002530 
R-NT2RM4000971//Human Xq28 cosmids U126G1. U142F2. U69B6, U145C10, U169A5. U84H1, U24D12, 
U80A7, U153E6, L35485, and R7-163A8 containing iduronate 2-sulfatase gene and pseudogene, complete se- 
35 quencey/7.le-09:259:64//AF011889 
R-NT2RM4000979 

R-NT2RM4000996//HS_3164_A1_E02_T7 CIT Approved Humian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l64 Col=3 Row=l, genomic survey sequenbe.7/2.0e^82:443:94//AQl4i622 
R-NT2RM4001002//Homo sapiens mRNA for KIAA0729 protein, partial cclsy/1.2e-112:545:97//AB018272 
40 R-NT2RM4001016//Homo sapiens mRNA for KIAA0639 protein, partial cdsy/7.9e-113:556:97//AB014539 

R-NT2RM4001032//Homo sapiens Surf-5 and Surf-6 genes-V/l ;2e^10:120:82//AJ224639 
R-NT2RM4001 047//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 63G9, WORKING 
DRAFT SEQUENCEy/1 .0:158:67//AL008733 

R-NT2RM4001054//CIT-HSP-2292N8.TR CIT-HSP Homo sapiens genomic clone 2292N8, genomic survey se- 
45 quence.//5.8e-19:118:97//AQ004096 ^c:-: ' 

R-nnnnnnnnnnnn//Mouse DNA with homology to EBV IR3 repeat, segment 1, clone Mu2.//1 .0e-05:27l :64// 
M10296 

R-NT2RM4001 092//CITBI-E1 -2524J20.TR CITBI-E1 Homo sapiefis genomic clone 2524J20. genomic survey se- 
quencey/1 .0: 1 86:63//AQ277294 
50 R-NT2RM4001116 

R-NT2RM4001140//Homo sapiens PAC clone DJ0964C11 from 7pl4-pl5, complete sequence.//3.6e-79:468:90// 
AC004593 . 

R-NT2RM4001151//HS_2270_B1_E05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2270 Col=9 Row=J, genomic survey sequencey/5.5e-62:312:98//AQ 163739 
55 R-NT2RM4001155//Homo sapiens chromosome 12p13.3 clone. RPCi4-816N1. WORKING DRAFT SEQUENCE, 

31 unordered piecesy/l .4e-l 07:536:97//AC005841 

R-NT2RM4001160//HS_3015_B1_H10_T7 CIT Approved Humah^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3015 Col=19 Row=P. genomic survey sequence.//?. 1e-35:201 :95//AQ118712 
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R-NT2RM4001187//X.laevis xUBFbeta2 mRNA for upstream binding factor 17/0.019:1 77:63/7X57201 
R-NT2RM4001191//HS_3002_A1_F05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3002 Col=9 Row=K, genomic survey sequence.//3.9e-33:230:75//AQ088791 
R-NT2RM40012C0//Homo sapiens full-length insert cDNA clone YL35H03.//7.5e-69:335:99//AF085857 
5 R-NT2RM4001203 
R-NT2RM4001204 
R-NT2RM4001217 
R-NT2RM4001256 

R-NT2RM4001258 • 
10 R-NT2RM4001309 

R-NT2RM4001313//Homo sapiens 12q24.1 PAC RPCI1-71H24 (Roswell Park Cancer Institute Human PAC li- 
brary) complete sequencey/O.Q0055:i83:63//AC00455l 

R-NT2RM4001 31 6//Homo sapiens chromosome 1 7, clone hCIT.lVi 7_K_1 6, complete sequence .//4.5e-2l :21 2:79// 
AC004757 

15 R-NT2RM4001 320//CtT-HSP-2303E22TR CIT-HSP Homo sapiens genomic Clone 2303E22, genomic survey se- 

quence.//3.8e-30:86:89//AQ021084 ■ . 

R-NT2RM4001340 

0.0027:493:60//AC005133 ' • V 

R-NT2RM4001344 

20 R-NT2RM4001347//CITBI-E1-2506I20.TR CITBI-EI Homo sapiens genomic clone 2506120, genomic survey se- 

quence.//6.5e-16:1.01:99//AQ262797 

R-NT2RM4001371//CITBI-E1-2503G21.TR CITBI-EI Homo sapiens genomic clone 2503G21, genomic survey 
sequence.//0.063:140:65//AQ265776 ' ^; 

R-NT2RM4001382//HS_3044_A1_F02_MR CIT Approved Humari GehorTiic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3044 Col=3 Row=K, genomic survey sequence 7/0. 96:1 03:66//AQ098668 

R-NT2RM4001384//R.norvegicus mRNA for dendrin.//8.5e-07:f26:75//Y09000 

R-NT2RM4001410//Bovine cytochrome P450-SCC mRNA fragment.//2.3e-15:199:75//M25920 

R-NT2RM4001411//Rattus norvegicus FceRI gamma-chain interacting protein SH2-B (SH2-B) mRNA, complete 

CdS.//1.7e-55:235:83//U57391 • 
30 R-NT2RM4001412 , i , 

R-NT2RM4Q01 41 4//Homo sapiens Xp22 Cosmlds U98B4 and U24F2'(Lawrence Livennore human cosmid library) 

complete sequence.//1.7e-80:489:89//U69730 , 

R-NT2RM4001437//RPCI11-56D2.TJ RPCI11 Homo sapiens genomic clone R-56D2, genomic survey sequence 7/ 
3.8e-43:250:93//AQ081969 v ,.pv. 

35 R-NT2RM4001444//Homo sapiens Xp22-I7l-173 BAC GSHB-f3l2l4 (Genome Systems Human BAG Library) 

complete sequencey/0.0034:224:63//AC005926 - ] * 

R-NT2RM4001454//Homo Sapiens Chromosome X clone 'bvVXI^go,' complete sequence7/2.4e-33:360:68// 
AC004075 - y. 

R-NT2RM4001455//HS_3229_B1_E04_MR CIT Approved-Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3229 Col=7 Row=J, genomic survey sequence//1 .0:183:61//AQ191289 

R-NT2RM4001483//Homo sapiens clone DJ0826E18, WORKING DRAFT SEQUENCE, 4 unordered pieces7/ 
2.2e-51:451:79//AC005282 " 

R-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete cds7/2.2e-1 02 : 547: 93//AB0 14585 
R-NT2RM4001519//HS_2208_A1_F07_MR CIT Approved Hunfian Genomic Sperm Library D Homo sapiens ge- 

45 nomic clone Plate=2208 Col=l3 Row=K, genomic survey sequerice.//0,25:2l4:63//AQ09l836 

R-NT2RM4001522//H. sapiens gene for Cu/Zn-superoxide dismut4se7/3,6e-13:246:70//Z29336 
R-NT2RM4001557//P!asmodium falciparum MAL3P4, complete;seqUencei7/0.055:320:58//AL008970 
R-NT2RM4001565//Homo sapiens chromosome 12p13.3 clone Rpbl11-189M20, WORKING DRAFT SE- 
QUENCE. 39 unordered pleces7/3.9e-26:329:72//AC005910 

50 R-NT2RM4001566//Human trophinin mRNA, complete cdsy/6.3e-38:296:86//U04811 

R-NT2RM4001 569//Human DNA sequence from clone 461 PI 7 on chromosome 20q1 2-1 3.2. Contains four novel 
(pseudo)genes for proteins with Kunitz/Bovine pancreatic trypsin! inhibitor and/or WAP-type (Whey Acidic Protein) 
'four-disulfide core* domains, C0X6C (Cytochrome C Oxidase Polypeptide VIC, EC 1.9.3.1) and RPL5 (60S Ri- 
bosomal Protein L5) pseudogenes, a pseudogene similar to part of the HSPD1 (HSP60, Mitochondrial Matrix 

55 Protein Pi precursor, Heat Shock Protein 60, GROEL protein, HUCHA60) gene, and the Major Epididymis-specific 
protein E4 precursor (HE4, Epididymis Secretory protein E4i WAP-type (Whey Acidic Protein) 'four-disulfide core' 
domain) gene. Contains ESTs, an STS. GSSs and a putative CpG island, complete sequence.//2.0e-35:213:89// 
AL031663 

* '• ■•wV 
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R-NT2RM4001 582//Mus musculus C0P9 complex subunit 7b (C0PS7b) mRNA. complete cclsy/5.4e-60:558:77// 

AF071317 

R-nnnnnnnnnnnny/M. musculus mRNA of enhancer-trap-locus' 1.//4.8e-86:565:85//X69942 
R-NT2RM4001594//Human inter1eukin-13 (IL-13) precursor gene;complete cds.//0. 083:283 :61//U311 20 

5 R-NT2RM4001597//HS_2059_A1_G11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2059 Col=21 Row=M, genomic survey sequence.//4.4e-09:105:83//AQ245136 
R-NT2RM4001 605//Homo sapiens mRNA for KIAA0791 protein, complete cdsy/6.7e-11 1 :565:95//AB01 8334 
R-NT2RM4001 61 l//Homarus americanus ryanodine receptor (RyR) 'mRNA, partial cds.//i .0:364:61//AF051 936 
R-NT2RM4001629//RPCI11-54G14.TJ RPCI11 Homo sapiens genomic clone R-54G14, genomic survey se- 

10 quence.//0.0018:347:61//AQ083173 
R-NT2RM4001650 

R-NT2RM4001 662//Homo sapiens DNA sequence from PAC 1 59Ai*5 on chromosome Xpil .21 -pli .23. Contains 

inter-alpha-trypsin inhibitor heavy chain H3 precursor-like protein.//o:75:212:62//AL022575 

R-NT2RM4001 666//Homo sapiens Chromosome 16 BAC clone: C1;T987SK-A-233A8, complete sequencey/2.6e- 

15 26:461 :65//AC004685 

R-NT2RM4001682//Human DNA sequence from clone 30M3 on chromosome 6p22.1 -22.3. Contains three novel 
genes, one similar to C. elegans Y63D3A.4 and one similar to (predicted) plant, worm, yeast and archaea bacterial 
genes, and the first exon of the KIAA0319 gene. Contains ESTs, GSSs and putative CpG Islands, complete se- 
quence .//1 .5e-1 07 :544:96//AL031 775 

20 R-NT2RM4001710//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 126A5, WORKING 

DRAFT SEQUENCE.//1.8e-110:5B0:95//AL031 447 * 

R-NT2RM4001714//Plasmodlum falciparum 3D7 chromosome 12'PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered piecesy/3.1e-10:543:59//ACqp4r53' ^ 

R-nnnnnnnnnnnn//Human DNA sequence from clone 931 K24 on chronfibsome 20p12 Contains ESTs and GSSs, 
25 complete sequence.//8.7e-1 11 :577:94//AL034430 ' . 

R-NT2RM4001731//Ovis aries dinucleotide repeat polymorphism at MAF92 locus. //O.Ol 7:93: 73//M80527 
R-NT2RM4001741//Mouse mRNA for talin.//2.4e-34:273:83//X56123 

R-NT2RM4001746//Human DNA sequence ***SEQUENC1N&IN PROGRESS*** from Clone 31 6G1 2. WORKING 
DRAFT SEQUENCEy/1.7e-112:567:96//AL031 709 ' ; 

30 R-NT2RM4001754//Homo sapiens PAC clone 248015 frorh I3ql2v'gi3, complete sequence.//1 .4e-64:475:83// 

AC002483 

R-NT2RM4001 758//R.norveglcus mRNA for serine/threonine kinase MARK1 .//1 .9e-1 8:202:78//Z83868 
R-NT2RM4001776//Homo sapiens mRNA for KIAA0727 protein, partial cds.//2.0e-22:236:80//AB018270 
R-NT2RM4001783//Homo sapiens Clone DJ0981O07, complete *sequence.//4.4e-1 06:551 :95//AC0060l 7 
35 R-NT2RM4001810//T28D3TF TAMU Arabidopsis thaliana genomic' clone T28D3. genomic survey sequence.// 
0.76:279:60//B27099 . 9,- 

R-NT2RM4001813 
R-NT2RM4001823 

R-NT2RM4001 828//HS_3073_/\2_E01_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3073 Col=2 Row=l, genomic sun/ey sequehce.V/f 6e-46:255:96//AQ121030 

R-NT2RM4001836//SUS scrofa microsatellite S0398 sequence.//9.4e-.06:l4l :69//U78024 
R-NT2RM4001841//Salmo salar microsatellite Ssa65 DNA.//1.!5e-66h75:65//AF019184 
R-NT2RM4001 842//Homo sapiens clone RG228D1 7. WORKING DRAFT SEQUENCE, 2 unordered plecesy/5.0e- 
07:332:61//AC005077 / • . 

45 R-NT2RM4001 856//Mus musculus clone 0ST1 6642, genomic survey sequence 7/4.86-30:235: 85//AF046633 

R-nnnnnnnnnnnn//Hs_3244_B1_Fl0_MR CIT Approved Humari'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3244 Col=19 Row=L, genomic survey sequence.//3.0e-40:263:89//AQ252798 
R-NT2RM4001 865//Homo sapiens mRNA for atopy related autoantigen CALC.//5.0e-11 9:592 :97//Y1 771 1 
R-NT2RM4001 876//Megastigmus wachtll dinucleotide microsatellite, clone 
50 MWA47CT.//0.13:134:64//AJ001069 ' ' 

R-NT2RM4001880 . • ' 

R-NT2RM4001905//HS_2016_B1_H11 _T7 CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2016 Col=21 Row=P, genomic survey sequence.//0.0066:264:59//AQ226877 
R-NT2RM4001922//HS_2228_B2307_,MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
55 nomic clone Plate=2228 Col=14 Row=D, genomic survey sequerieW,//2.5e-35:205:96//AQ065498 

R-NT2RM4001930//Homo sapiens chromosome 17. clone^hRP.Ci34i:M_24, complete sequence.//0.26:325:63// 
AC004562 l-i^'rW:-: 

R-NT2RM4001938//Homo sapiens chromosome 17, clone hRPC.1081_P_3, complete sequencey/2.9e-85:421 : 
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98//AC005207 ' * ' )^ / ; 

R-NT2RM4001940//Homo sapiens timeless homolog mRNA, cdmprete cds7/6.2e-109:556:95//AF098162 
R-NT2RM4001 953//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 473B4, WORKING 
DRAFT SEQUENCE.//1 .3e-08: 175:707/283826 
5 R-NT2RM4001 965//CIT-HSP-385N14.TR CIT-HSP Homo sapiens genomic clone 385N14, genomic survey se- 

quence.//5.7e-69:532:81//B55044 

R-nnnnnnnnnnnn//R.norvegicus mRNA for IP63 protein.//1 .9e-61 :352:83//X99330 
R-NT2RM4001979//Homo sapiens full-length insert cDNA clone ZD29FQ4.//1.le-98:465:100//AF086241 
R-NT2RM4001 984//Borrelia burgdorferi (section 47 of 70) of the complete genome7/0.1 4:461 :60//AE0011 61 
10 R-NT2RM4001987 

R-NT2RM4002013 ' •i'f''. 

R-NT2RM4002018 . >. - 

R-NT2RM4002034//Homo sapiens chromosome 5, BAG clonej24p24 (LBNL HI 95). complete sequencey/3.6e- 
42:277:89//AC005353 ' - ^ 

15 R-NT2RM4002044//Homo sapiens PAC done DJII 02B04 from 7q11 .23-7q21 , complete sequence.//0.83:476:57// 
AC006204 

R-NT2RM4002054 - . - i ' 

R-NT2RM4002062//Human microsomal epoxide hydrolase gene, exons 5 and 6.//0.11 :136:67//U06659 
R-NT2RM4002063//Oryctolagus cuniculus sarcosine oxidase'(SOX) mRNA. complete cds.//2.9e-99:503 :96// 
20 U82267 ; . . 

R-nnnnnnnnnnnn//Homo sapiens CAGH45 mRNA, complete cdsy/9:6e-4l :554: 68/71180742 
R-NT2RM4002067/7Human DNA sequence *** SEQUENCING. IN PPioGRESS *** from clone 329A5, WORKING 
DRAFT SEQUENCE.//7.7e-64:476:81//297832 , ' 

R-NT2RM4002073//MUS musculus fatty acid transport protein 3'mRNA, partial cds.//1 .1e-33:238:85//AF072758 
25 R-NT2RM4002075//Plasmodium falcipaaim 307 chromosome 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE. 3 unordered pieces.//0.0031 :403:57//AC005504 

R-NT2RM40a2093//Human Chromosome 11 pac pDJ227b23,^^wbRKING DRAFT SEQUENCE, 19 unordered 
pieces;/9.4e-07:322:62/7AC000383 _ 'r 

R-nnnnnnnnnnnn7/Mouso kif4 mRNA for microtubule-based.motor: pirotein KIF4, complete cds775.6e-44:432:747/ 
30 D12646 •..h..:f<e!V 

R-NT2RM4002l28/7Human HepG2 partial cDNA, clone hmd2el2m5y72.0e-26: 186:907/01 7000 
R-NT2RM4002140 . ? . 

R-NT2RM40021 45//Homo sapiens full-length insert cDNA clone^b'sBEl 2.//1 .4e-1 5:1 93:76//AF086247 
R-NT2RM4002146/7Human ABL gene, intron lb, partial sequdncej^/b.66:170:63//U07562 
35 R-NT2RM40021 61//Homo sapiens laforin (EPM2A) mRNA, paKilEii'CfjS.//4.5e-1 1 0:560:96//AF084535 

R-NT2RM40021 74//Homo sapiens Chromosome 1 7, clone hRPK.74_E_22, complete sequencey78.0e-43:302:857/ 
AC005696 ' 1 i K".-:^ 

R-NT2RM4002189 '■ « / 

R-NT2RM40021 94//Human Cosmid g5129g129 from 7q31 .3, complete sequence.770.29:382:60//AC003960 
40 R-NT2RM4002205//Splroplasma virus (SpVI -R8A2 B) complete gen6me://3.5e-05:432:5677X51 344 

R-NT2RM400221 3 ( . ^ 'h"^ : ' * 

R-NT2RM4002226//Homo sapiens Chromosome 17, clone HCIT187M2, complete sequence.//0.94:198:6l// 
AC004448 : • 

R-NT2RM4002251 :"7i 
45 R-NT2RM4002256//Homo sapiens PAC Clone DJ0570D02 fromi7p.l3rpl4, complete sequence./72.3e-58:299:857/ 
AC004837 * % ' 

R-NT2RM4002266//H.sapiens CpG island DNA genomic Msel fragment, clone 179f11, forward read 
cpgl 79f 1 1 .ftl a.//0.72:97:69//Z57487 . j 

R-NT2RM4002278//Homo sapiens Clone RG1 40B1 1 , WORKING DRAFT SEQUENCE, 1 unordered pieces.//7.5e- 
50 49:405:84/7AC005069 ^. 

R-NT2RM4002281//Human DNA sequence *** SEQUENCING 11^ PROGRESS *** from clone 702J19, WORKING 
DRAFT SEQUENCE.//1 .7e-13:168:77//AL033531 
R-NT2RM4002287 . - 

R-NT2RM4002294//Homo Sapiens Chromosome X clone bWXDA7i;, WORKING DRAFT SEQUENCE, 1 ordered 
55 piecesy/0.98:208:65//AC004676 ■ jiV'.^^ 

R-NT2RM4002301/7HS_2028_A1_E10_T7 CIT Approved H'unjanJ.Genpmic Spemi Library D Homo sapiens ge- 
nomic clone Plate=2028 Col=19 Row=l, genomic survey sequehce7/0. 94:321 :57//AQ233262 
R-NT2RM4002323//Human DNA sequence from clone 59B1 6^6n' chromosome 6p22. 1-22.3. Contains a pseudo- 
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gene similar to GP1SG20 and other exonucteases). Contains ESTsr StSs, GSSs, genomic markers D6S1 691 and 
D6S299 and a ca repeat polymorphism, complete sequencey/l .9e-35:265:84//AL032822 
R-nnnnnnnnnnnn//Human mRNA for KIAA0319 gene, complete cds 7/2. 4e-42: 569: 68//AB0023 17 
R-NT2RM4002344//Plasmodium (alciparum 3D7 chromosome 1^ PFYAC1122 genomic sequence, WORKING 

5 DRAFT SEQUENCE, 3 unordered piecesy/0.01 3:391 :59//AC00470.9 

R-NT2RM4002373//Homo sapiens mRNA for KIAA0649 proteirf,* complete cds7/8.6e-121:593:97//AB014549 
R-NT2RM4002374//Human DNA sequence from cosmid U131 Bi 0. between markers DXS366 and DXS87on chro- 
mosome X contains XK membrane transport protein, ESTs and STS.//3.8e-44:258:86//Z734l7 
R-NT2RM4002383//Human Chromosome I5q26.1 PAC clone pIDJii 0k5 containing human DNA polymerase gam- 

10 ma (polg) gene, complete sequence7/0.00084:345:60//AC0053l 6 r •■^^ • . 

R-NT2RM4002390 . $ 

R-NT2RM4002409//RPCI11-45M10.TK RPCI11 Homo sapiehs-'deftomic Clone R-45M1Q. genomic survey se- 
quence.y/0.99:151:66//AQ194411 • 
R-NT2RM4002438 . * • 

15 R-NT2RM4002446//Human DNA sequence from clone 360A4.p'n chrornosome 1 6. Contains ESTs, complete se- 
quence7/2.8e-1 03:533:95//AL031 008 ' . 

R-NT2RM4002452 V-i ' 

R-NT2RM4002457//Homo sapiens chromosome 16, cosmid clohe.32i p4 (LANL), complete Sequence7/0.99:171 : 
64//AC004034 . ' • ' 

20 R-NT2RM4002460//Human DNA sequence from PAC 50A13 on chromosome Xp11 . Contains ATP SYNTHASE 

LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 , AT p'5G2, ATP5G3) like pseudogene, ESTs and STSs. 
Contains polymorphic CA repeat7/0.96:94:71//Z92545 ' '= t ' . ' 

R-NT2RM4002479//Homo sapiens RNA he I lease- related protein' mRNA, complete cds7/2.9e-1 02:508:97// 
AF083255 

25 R-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein-,, complete cds7/7.0e-31 :1 72:98//AB014591 

R-NT2RM4002493//CIT-HSP-2296C24.TF CIT-HSP Homo sapiens genomic clone 2296C24, genomic survey se- 
quence.//0.46:182:62yyAQ006882 : 7. ^ - \, 

R-NT2RM4002499//Human v-fos transformation effector protein (*Fte-l j; mRNA complete cds7/7.3e-24:l 34:99// 
M 84711 

30 R-NT2RM4002504//Homo sapiens Xq28 BAC PAC and cosmid clones containing FMR2 geneexons 1 ,2, and 3, 

complete sequencey/3.9e-ll:334:63//AC002368 ^ 
R-nnnnnnnnnnnn r 

R-NT2RM4002532//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 341 D1 0. WORKING 
DRAFT SEQUENCE.//3.4e-17:171 :79//Z97985 
35 R-NT2RM4002534 ' >''/^:S^t^*';' . 

R-NT2RM4002567//Homo sapiens chromosome 7 Clone UWGC:gi564a040 from 7p14-15, complete sequence7/ 
2.20-26:181 :76//AC005271 ^ .1:^^' ^ - 

R-NT2RM4002571 , > . :., 

R-NT2RM4002593//CIT-HSP-2303L15.TF CIT-HSP Homo sapiens genomic clone 2303L15, genomic survey se- 
40 quence7/0.034:73:82//AQ015579 ^CK:^':/'" 

R-NT2RM4002623//Homo sapiens clone UWGC:g1 564a209 from 7pl 4-1 5, complete sequence7/0,001 4:670:55// 
AC005862 ' 

R-NT2RP2000001//Plasmodium falciparum chromosome 2,^se.ctioh 59 of 73 of the complete sequence7/0.00087: 
251 :59//AEO0 1422 ' V ' ' 

45 R-NT2RP2000006//Human DNA sequence from PAC 155D22 on chromosome 6q27. Contains EST, STSs and a 
GSS7/2.7e-37:259:86//Z97205 

R-NT2RP2000008//RPCI11-41G16.TP RPCI-11 Homo sapiens genomic clone RPCI-11-41G16, genomic survey 
sequence7/4.1e-25:365:70//AQ029090 ! . , 

R-NT2RP2000027//Homo sapiens chromosome 17, clone HClt30.5b2q. complete sequence7/6.0e-05:307:62// 
50 AC004098 ^ " ' ' ' 

R-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds7/8.4e-41:223:96//AB0 18290 
R-NT2RP2000045//Homo sapiens tumorous imaginal discs protein tid56 homolog (TID1 ) mRNA, complete cds7/ 
5.8e-63:325:96//AF061749 ■ ^yp]. 

R-NT2RP2000054//Human tyrosinase gene, 5'-flanking reglori!|cpntaining enhancer element resposible for pig- 
55 ment cell-specific transcription).//0.88:2l 0:60//D26l 63 f :f " A 

R-NT2RP2000056//MUS musculus epsilon tyrosine phosphatase cytoplasmic isoform (Ptpre) mRNA, complete 
Cds7/4.7e-38:377:78//U36758 

R-NT2RP2000067//Rat mRNA for growth potentiating factor, complete cds7/6,0e-10:137:79//D42148 
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R-NT2RP2000070//Homo sapiens chromosome 5. BAG clone 34j1 5 (LBNL H1 69), complete sequencey/3.1 e-76: 
381:98//AC005754 

R-NT2RP2000076//Plasmodium falciparum chromosome 2, section 9 of 73 of the complete sequencey/2.3e-06: 
380:60//AE001372 

5 R-NT2RP2000077//Homo sapiens growth arrest specific 11 (GASll) mRNA, complete cclsy/3.5e-77:379: 
97+++F050079 

R-NT2RP2000079//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 1 1 25A1 1 . WORKING 
DRAFT SEQUENCEy/6.5e-32:314:78//AL034549 

R-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein, partial cdsy/5.6e-74:378:96//AB0 18338 
10 R-NT2RP2000091//Homo sapiens clone RG015P03. complete sequencey/9.3e-21:226:76//AC005048 

R-NT2RP2000097//Human DNA sequence from cosmld U209G1 on chromosome xy/9.2e-40:278:81//Z68873 
R-NT2RP2000098//Human BAG clone RG333F24 from 7q1l .2-q2l . complete sequencey/0.34: 1 32:65//AC00401 5 
R-NT2RP20001 08//Homo sapiens DNA from chromosome 1 9, BAG 331 52. complete sequence y/3. 1 e-09:259:67// 
AG003973 

15 R-NT2RP20001 1 4//Homo sapiens mRNA for GM3 synthase, complete cdsy/1 .8e-74:386:95//AB01 8356 

R-NT2RP2000120//CITBI-E1-2503M8.TR CITBI-E1 Homo sapiens genomic clone 2503M8, genomic survey se- 

quencey/5. 1 e-05:87:77//AO263909 

R-nnnnnnnnnnnn 

R-nnnnnnnnnnnn//Homo sapiens PAG clone DJ044L15 from Xq23, complete sequence.//4.9e-1 1:1 53:69// 
20 AG004827 

R-NT2RP2000147 

R-NT2RP2000153//Homo sapiens ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccr5) and ccr6 (ccr6) genes, complete cds, and 
lactoferrin (lactoferrin) gene, partial cds, complete sequencey/o:o658:26l:57//U95626 
R-NT2RP2000157//Homo sapiens Chr.14 PAC RPCI4-794B2 (Roswell Park Gancer Institute Human PAG Library) 
25 complete sequencey/2.5e-119:603:96//AG005924 

R-NT2RP2000161//CIT-HSP-2045P7.TR GIT-HSP Homo sapiens genomic clone 2045P7, genomic survey se- 

quencey/0.89:1 73:63//B79728 

R-NT2RP2000175 

R-NT2RP2000183 ^ '3.'''-f'' 

30 R-NT2RP2000195//Homo sapiens chromosome 17, clone hRPK.60_A_24, complete sequencey/4.3e-39:306:83// 

AC005325 ■ ' • 

R-NT2RP2000205//Human DNA sequence from clone 302L24 on Chromosome Xq2l-22, complete sequencey/ 
7.5e-05:101:78//AL022155 

R-NT2RP2000224//Homo sapiens Ghromosome 16 BAG clone CIT987Sk-A-152E5, complete sequencey/7.3e- 
35 55:306:94//AG004382 ' * • 

R-NT2RP2000232 

R-NT2RP2000233//MUS musculus tumor metastasis associated gene product (MAG) mRNA, complete cdsy/7.6e- 
13:144:75//U88401 

R-NT2RP2000239//Homo sapiens chromosome 4 clone B353C18 map 4q25, complete sequencey/9.6e-63:410: 
40 86//AC004066 

R-NT2RP2000248//Caenorhabditis elegans cosmid T0lG8y/1.0:282:58//U58726 

R-NT2RP2000257//Homo sapiens PAG clone DJ0808G16 from 7qll.23-q2l. complete sequencey/2.5e-ll:l63: 
72//AG004894 

R-NT2RP2000258//Arabidopsis thaliana chromosome II BAG T31 El 0 genomic sequence, complete sequencey/ 
45 0.58:442:58//AG004077 ' ; / \ 

R-NT2RP2000270//Homo sapiens DNA sequence from PAC 97D16 on chromosome 6p2l.3-22.2. Contains an 

unknown pseudogene. a 603 Ribosomal protein L24 (L30) LIKE pseudogene and histone genes H2BFC (H2B/c), 

H4FFP (H4/f pseudogene). H2AFC (H2A/c). H3F1K (H3.1/k) and-a^ tRNA-Val pseudogene and tRNA-Thr gene. 

Contains ESTs, STSs. GSSs and genomic marker D6S464, complete sequencey/1.1e-39:292:84//AL009179 
50 R-NT2RP2000274//G1T-HSP-237901.TR GIT-HSP Homo sapiens genomic clone 237901, genomic survey se- 

quencey/6.9e-10:121:81//AQl09409 . / 

R-NT2RP2000288 .: .* 

R-NT2RP2000289 ' 

R-NT2RP2000297//Homo sapiens full-length insert cDNA clone ZB8%p37/7.7e-1 09:51 9 :99//AF0861 65 
55 R-NT2RP2000298 ■ 

R-NT2RP2000310//Homo sapiens p53 induced protein mRNA, partial cdsy/l .5e-38:224:93//AF0l03l0 
R-NT2RP2000327//Homo sapiens DNA sequence from PAG 434014 on chromosome 1q32.3.-4l. Contains the 
HSD11B1 gene for Hydroxysteroid (11 -beta) Dehydrogenase 1. the AD0RA2BP adenosine A2b receptor LIKE 
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pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 
complete sequencey/4.3e-l13:580:96//AL022398 . • 

R-NT2RP2000329//Homo sapiens clone NH0319F03, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
7.4e-47:367:77//AC006039 

5 R-NT2RP2000337//Anopheles quadrimaculatus NADH dehydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi- 

dase subunits (1-3); adenosine triphosphatase subunits (6,8); cytochrome b; transfer RNA; ribosomal RNA (large 
and small subunits).//4.9e-08:494:58//L04272 

R-NT2RP2000346//Homo sapiens apoptosis associated protein (GAPD34) mRNA, complete cdsy/3.4e-46:262: 
10 94//U83981 ; ; 

R-NT2RP2000369//Homo sapiens chromosome 1 7, clone HCIT169H9, WORKING DRAFT SEQUENCE, 6 unor- 
dered pieces.//3.0e-07:334:61//AC002993 

R-NT2RP2000414//Mouse DNA sequence "* SEQUENCING IN PROGRESS *** from clone BAC394. WORKING 
DRAFT SEQUENCE.//7.0e-08:98:83//AJ004828 
15 R-NT2RP2000420//Homo sapiens Chromosome 17, clone hRPK.640_Ll5, complete sequence.//0.99: 150:62// 
AC005324 

R-NT2RP2000422//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cdsy/4.6e-1 9:142: 

90//AF1 02265 

R-NT2RP2000438//RPCI11-62I13.TKRPCI11 Homo sapiens genomic Clone R-621 13. genomic survey sequenceV/ 
20 3.1 e-06:1 03:79//AQ1 99572 

R-NT2RP2000448//Homo sapiens PAC Clone DJ0740D02 from 7p14-p15, complete sequence.//2.0e-22:276:73// 
AC004691 - = 

R-NT2RP2000459//CIT-HSP-2013N9.TR CIT-HSP Homo sapiens genomic clone 201 3N9. genomic survey se- 
quence.//5.5e-27:205:87//853940 - .v ; 

25 R-NT2RP2000498//Homo sapiens Chromosome 11q23 PACrclbne'pDjl49k2 containing PL2F gene encoding 

kruppel-like zinc finger protein, complete sequencey/6.0e-12:1.19:84//AC001234 

R-NT2RP2000503//Human CYP11B2 gene for steroid 18-hydroxylase (P-450 C18), 5'-flanking region and exon 
1.yy0.48:201:64/^D10170 ' ' • 

R-NT2RP2000510//Bactrocera dorsalis strain Tahiti mitochondrial D-loop region, complete sequencey/3.6e-07: 
30 472:59//AF033929 • ; - - 

R-nnnnnnnnnnnn ■ : ' = - " ' . 

R-NT2RP2000523//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 150C2, WORKING 
DRAFTSEQUENCE7/2.3e-61:317:97//AL022318 -- .^ . 

R-NT2RP2000603//Homo sapiens mRNA for MCM3 import factor, complete cdS.//6.6e-29:167:97//AB005543 

35 R-NT2RP2000617 . - ^ i:;-. ' 

R-NT2RP2000634//Homo sapiens mRNA for KIAA0614 protein, partial cdsy/2.5e-64:335:96//AB014514 
R-NT2RP2000644//Human DNA sequence from PAC 50A13 on chromosome Xpll. Contains ATP SYNTHASE 
LIPID BINDING PROTEIN P1 (P2, P3) precursor (ATP5G1 . ATP5G2. ATP5G3) like pseudogene, ESTs and STSs. 
Contains polymorphic CA repeaty/1 .8e-28:383:70//Z92545 

40 R-NT2RP2000656//Homo sapiens DNA sequence from PAC 874.C20 on chromosome 6p22.1-22.3. Contains a 

Zinc Finger Protein ZFP47 LIKE gene, a Zinc Finger Protejn' pseudogene and a Zinc Finger Protein SRE-ZBP 
pseudogene. Contains ESTs, STSs and GSSs. complete sequence.//0.0093:ll0:70//AL02l997 
R-NT2RP2000658//Bacillus thuringiensis chitinase (chi) gene. comfDiete cds.//0. 73:301 :60//U89796 
R-NT2RP2000668 

45 R-NT2RP2000678//Homo sapiens genomic DNA, chromosome 2fq22.2 (Down Syndrome region), segment 8/1 5, 
WORKING DRAFT SEQUENCE.//2.8e-11:256:66//AP000015 ,;.;/-v_ 1 > >. 

R-NT2RP2000710//Genomic sequence from Human 17, WORkIng DRAFT SEQUENCE, 9 unordered piecesV/ 
0.036:1 76:69//AC002346 " ' V: l!; ; 

R-NT2RP2000715//Homo sapiens PAC clone DJ1066K24 frpm^^7p15h'complete sequence.//2.7e-1 10:555:96// 

50 AC004540 ;'*r 

R-NT2RP2000731//Human DNA sequence from clone 497J21 'on chfornosome 6q26-27. Contains a KOC (KH- 
domain containg transcript overexpressed in cancer) pseudogene, genomic marker D6S193, ESTs, STSs and 
GSSs, and a ca repeat polymorphism, complete sequence.//2.6e-18:319i:68//AL023775 
R-NT2RP2000758//CIT-HSP-507A14.TP CIT-HSP Homo sapleils genomic clone 507A14, genomic survey se- 

55 quence.//1.0:189:60//B50590 

R-NT2RP2000764 7 '' '^^ *' 

R-NT2RP2000809//Human BAC clone RG356F09 from 7p21 , complete sequence.//1 .7e-24:215:81//AC004002 
R-NT2RP2000812//CIT-HSP-2281C3.TR CIT-HSP Homo sapiens genomic clone 2281 C3. genomic survey se- 
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quence.//9.5e-32:176:97//B99575 ' 

R-nnnnnnnnnnnn//paramecium species 5,87 mt dna dimer: replication Init, regiony/0.0077:4l8:57//K009l6 
R-NT2RP2000816//F.rubripes GSS sequence, clone 011H02aA6, genomic sun^ey sequence.//0.6l:52:73// 
AL011013 
5 R-NT2RP2000819 

R-NT2RP2000841 //Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 43408, WORKING 
DRAFT SEQUENCE7/0.00012:181:70//AL033504 

R-NT2RP2000842//MUS musculus (C57BL/1 0 X C3H) F2 clone 4.9 novel mRN A from renlnexpressing l^idney tumor 
cell line, partial sequencey/3.7e-27:388:72//U13370 
10 R-NT2RP2000845//Homo sapiens chromosome 17, clone hRPK.849_N_l5, complete sequence 7/0.0022:200: 
68//AC005703 
R-NT2RP2000863 

R-NT2RP2000880//Homo sapiens mRNA for putative GTP-binding protein, partial. //2.3e-43:279:89///\J00641 2 
R-NT2RP2000892//Homo sapiens genomic DNA of 9q32 anti-oncogene of flat epitherium cancer , segment 7/1 0.// 
15 0.0028:221 :62//AB020875 

R-NT2RP2000931//Homo sapiens mRNA for KIAA0723 protein, complete cdS.//2.2e-55:290:96//AB018266 
R-NT2RP2000938//Homo sapiens full-length insert cDNA clone ZD55G12.//2.1e-37:215:93//AF086336 
R-NT2RP2000943//Homo sapiens mRNA for KI/VA0755 protein, complete cds.//3.0e-96:494:96//AB018298 
R-NT2RP2000965 

20 R-NT2RP2000970//Homo sapiens DNA sequence from BAG 747E2 on chromosome 22ql2.1. Contains ESTs, 
STSs and GSSs and genomic marker D22S56, complete sequ^nce7/4.5e-87:440:97//AL02l393 
R-NT2RP2000985//Homo sapiens chromosome 17, clone hRPK:597_M_l2. complete sequence7/5.4e-93:484: 
95//AC005277 " . ; 

R-NT2RP2000987//Plasmodium falciparum chromosome 2/sectio;ni9'ot73 of the complete sequence7/2.le-06: 
25 318:62//AE001372 

R-NT2RP2001036//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 41018. WORKING 
DRAFT SEQUENCE.//2.0e-24:273:73//AL031 732 \ . ' / . 

R-NT2RP2001044//Plasmodium falciparum 3D7 chromosome' i"2 PFVACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//3.3e-07:365:65//AC005140. 
30 R-NT2RP2001 065//Caenorhabditis elegans cosmid F1 0G7.//9.2e-06:273:59//U40029 

R-NT2RP2001070//CITBI-E1-2503F4.TF CITBI-E1 Homo sapiens genomic Clone 2503F4, genomic survey se- 

quence7/0.13:97:72//AQ265973 ' " • 

R-NT2RP2001094//Mycoplasma mycoides mycoides SC immunodominant protein P72 (p72) gene, complete cds, 
mannitol-1 -phosphate dehydrogenase (mtiD) gene, partial cds and insertion sequence IS1296, complete se- 
35 quence7/0.018:373:57//U61140 
R-NT2RP2001119 

R-NT2RP2001127//Homo sapiens HRIHFB2060 mRNA, partial cds://4.5e-55:304:94//AB015348 
R-NT2RP2001137//Homo Sapiens DNA sequence from clone 511 B24 on chromosome 20ql1 .2-12. Contains the 
TOPI gene forTopoisomerase I, the PLCG1 gene for 1 -Phosphatidylinositol-4,5-Bisphosphate Phosphodiesterase 

40 Gamma 1 (EC 3.1.4.11, PLC-Gamma-1, Phospholipase C-Gamma^1 PLC-II, PLC-148), the KIAA0395 gene for a 

probable Zinc Finger Homeobox protein and a 60S Ribosomal Protein L23 LIKE pseudogene. Contains a predicted 
CpG Island, ESTs, STSs and GSSs, complete sequence.//6;69h^9:65//AL022394 
R-NT2RP2001149//Sequence 5 from Patent US 4798885.//8.56ii28:32i2:77//101838 
R-NT2RP2001168 ». : ■' . ? - 

45 R-NT2RP20011 73//Homo sapiens mRNA for KIAA0480 protein, complete cdsy/4.8e-95:490:96//AB 007949 

R-NT2RP2001174//CIT-HSP-21 70B18.tr CIT-HSP Homo sapienVgeiriomic clone 2170B18, genomic survey se- 
quence .//1 .3e-33:204:93//B89680 

R-NT2RP2001 1 96//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-65, complete 
sequence.//1.7e-06:413:61/yAL010134 , . .. 

50 R-NT2RP2001218//Human DNA sequence from clone 23K20 •on|chi'omosome Xq25-26.2 Contains EST, STS. 
GSS, complete sequence7/8.5e-15:278:68//AL022153 ' ^ ' 

R-NT2RP2001226//Human DNA sequence from clone 1170D6 on chromosome Xq22.3-23. Contains a pseudog- 
ene similar to U-SNRNP associated Cyclophilin (USA-CYP, EG 5.2.1 .8), ESTs, an STS and a GSS, complete 
sequence.//0.0020:462:57//AL030995 
55 R-NT2RP2001233//CIT-HSP-2356P23.TR CIT-HSP Homo sapiens genomic clone 2356P23. genomic survey se- 

quence7/8.0e-1 08:547:96//AQ081 1 1 0 

R-NT2RP2001245//Spodoptera frugiperda 16S rRNA gene, Vai-tBNA, and Leu-tRNA genes, and ND-1 protein 
gene, 5' end7/0.0052:350:58//M76713 
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R-NT2RP2001268//Homo sapiens mRNA for KIAA081 0 protein, partial cclsy/4.6e-l11 :544:97//AB018353 
R-NT2RP2001277//Caenorhabclitis elegans DNA *** SEQUENCING IN PROGRESS "* from clone Y59A8. 
WORKING DRAFT SEQUENCE.//0.0058:327:59//Z98870 

R-NT2RP2001290//Plasmodium falciparum 3D7 chromosome 12 PFYAC1122 genomic sequence, WORKING 
5 DRAFT SEQUENCE, 3 unordered p ieces 7/0.96:1 87 :65//AC004709 

R-NT2RP2001295//Homo sapiens BAC clone NH0491B03 frpmjp21rp15, complete sequence.//0.59:218:62// 
AC006041 

R-NT2RP2001312//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 349A12, WORKING 
DRAFT SEQUENCE.//0.1 2:11 7:64//AL033520 

10 R-NT2RP2001327//Caenorhabditis elegans cosmid R04D3, complete sequence.//0.31 :11 9:66//Z70212 

R-NT2RP2001328//HS_2213_A1_D07_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=22l3 Col=l3 Row=G, genomic survey sequence./Zi . 7e-2 2 :200:83//AQ 136874 
R-NT2RP2001347//Plasmodium falciparum MAL3P8, complete sequence.//0.81:509:56//AL034560 
R-NT2RP2001378//H.sapiens DNA sequencey/0.94:147:63//Z22404 

15 R-NT2RP2001381//Hom0 sapiens Cyclln E2 mRNA, complete CdS.//3.2e-09:75:97//AF091433 

R-NT2RP2001392//Myxococcus xanthus ATP-dependent protease (bsgA) gene, complete cds.//0.079:l 78:62// 
L19301 ' 

R-NT2RP2001394//Human DNA sequence from PAC 389/V20 on chromosome X contains ESTs STS, CpG islands 
and polymorphic CA repeaty/3.4e-60:351 :90//Z93242 
20 R-NT2RP2001 397//Hamster mRNA for cyclinB2, complete cds,//5,4e-55:320:83//D1 7294 

R-NT2RP2001 420//Human DNA sequence *** SEQUENCING IN'P^R'OGpESS *** from clone 1 1 08D11 , WORKING 
DRAFT SEQUENCE.//1 .0e-44:246:85//AL034419 

R-NT2RP2001423//Human DNA sequence from clone 726F20 oh chriimosome 1p36.11-36.23. Contains ESTs 
and a GSS, complete sequence.//3.7e-05:417:61//AL031273 R-NT2RP^601427//Human Chromosome 11 Cosmid 
25 cSRL34e5, complete sequence7/0.94:287:59//U73643 

R-NT2RP2001436//MUS musculus clone OST1784, genomic survey sequence.//5.2e-31:299:77//AF046702 
R-NT2RP2001 440//Rattus norvegicus mRNA for 1 4-3-3 protein gaiTima-subtype, complete cds.//7.8e-75:548:83// 
D17447 ' ' V • 

R-NT2RP2001445//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
30 brary) complete sequencey/1 .0e-06:452:59//AC004801 

R-NT2RP2001449//Homo sapiens clone DJ0647C14, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
5.1e-08:218:67//AC004846 ' ' \ 

R-NT2RP2001450 " ' ' * 

R-NT2RP2001467//Human BAC Clone RG343P13 from 7q31 . cornplete sequence.//3.8e-31:254:83//AC002465 

35 R-NT2RP2001506//C.barBti p-47, ntnh, bonTgenesy/1 .26-06:41 5:60//Y1 2091 

R-NT2RP2001511//Plasmodium falciparum MAL3P7, complete sequencey/0.11:155:63//AL034559 
R-NT2RP2001520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1 y/2. 1e-1 04 :545:95//Y 14494 
R-NT2RP2001526//Homo sapiens chromosome 17, clone hCIT.l75_E_5, complete sequencey/7.0e- 16:283:68// 
AC004596 ; ". . 

40 R-NT2RP2001536//Human DNA from chromosome 1 4-specific cosmid containing XRCC3 DNA repair gene, ge- 

nomic sequence, complete sequencey/7.7e-1 6:1 08:96//AF037222 

R-NT2RP2001 560//CIT978SK-A-56H4.TP CIT978SK Homo sapiens genomic clone A-56H4, genomic survey se- 
quencey/0.052:112:66//B73597 ^ ' ' ^ 

R-NT2RP2001569//CIT-HSP-2335F8.TF CIT-HSP Homo sapiens genomic clone 2335F8, genomic survey se- 

45 quence.//6.0e-78:383:98//AQQ42029 ' z^. y'^^.V" 

R-NT2RP2001576//Homo sapiens sulfonylurea receptor (SUR2) g^iahe. exon 37y/0.33:135:66//AF061322 
R-NT2RP2001581//Homo sapiens (clone MFD220) PGR primery/?.7e-07:240:63//L15407 
R-NT2RP2001597//HS_3016_B2_F06_T7 CIT Approved Human 'Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3016 Col=12 Row=L, genomic survey seq0ence.//5.3e-45:310:87//AQll 8854 

50 R-NT2RP2001601//Homo sapiens chromosome 17, clone hRPK.855j.Dll21 , complete sequencey/0.01 5:445:58// 
AC006079 

R-NT2RP2001613//MUS musculus orphan nuclear hormone receptor (CAR) gene, complete sequencey/3.5e-16: 
413:63//AF009326 ■ 

R-NT2RP2001628//Phytomonas serpens kinetoplast maxicircle ribosomal protein S12 (G6) edited mRNA. com- 
55 pletecdsy/0.11:190:63//AF034626 

R-NT2RP2001 663//Homo sapiens Chromosome 1 6 BAC clone Clt987SK-625P1 1 , complete sequencey/3.0e-26: 
157:81//AC004125 

R-NT2RP2001677//Homo sapiens chromosome 9. PI clone .11659, complete sequence y/3.0e-58:305:96// 

try 
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AC004472 

R-NT2RP2001678//Human BAG clone RG222A16 from 7q31 , complete sequence.//0.95:107:66//AC002385 
R-NT2RP2001 699//Mus musculus erythroid ankyrin and two alternatively spliced erythrold ankyrins (Anki ) gene, 
putative exon 41 and partial cds.//8.8e-05:211 :63/AJ76758 ; ■ 
5 R-NT2RP2001720//Homo sapiens PAC clone DJ0167F23 from 7pi5. complete sequence7/4.7e-68:352:97// 
AC004079 

R-NT2RP2001 721//HS-1 052-B1 -G06-MF.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 774 Col=11 Row=N, genomic survey sequencey/7,7e-05:346:59//B409l4 

R-NT2RP2001740//HS_3213_A2„D02_T7 CIT Approved Human Genomic Spenm Library D Homo sapiens ge- 
10 nomic clone Plate=3213 CoI=4 Row=G, genomic survey sequence.//1 .1e-16:162:82//AQ175104 

R-NT2RP2001748//Human gene for L-histidine decarboxylase, coniplete cds.//2.0e-33:3l2:77//D 16583 
R-NT2RP2Q01 762//Homo Sapiens chromosome 1 , BAG CIT-HSP-292g8 (BG262482), complete sequencey/2.3e- 
100:435:97//AC004783 

R-NT2RP2001 813//Human leukocyte common antigen T200 (GD45, LGA) gene, exon 97/0.031 :261 :60//M23468 
15 R-NT2RP2001861 • 

R-NT2RP2001869//Sequence 5 from patent US 55959007/4.20^21 :-194:77//l34189 
R-NT2RP2001876 

R-NT2RP2001883//Human DNA sequence from clone 612B18 on chromosome 1q24-25.3 Contains exon from 
gene similar to 403 ribosomal protein, first coding exon of dyhamin 2'(bYNII). ESTs, STS, GSS, CpG Island, 
20 complete sequencey/5.0e-1 11 :485:97//AL031 864 
R-NT2RP2001900 

R-NT2RP2001907//Human proto-oncogene tyroslne-protein kinase (ABL) gene, exon 1a and exons 2-10, com- 
plete CdS.//5.4e-42:382:77//U07563 

R-NT2RP2001926//HS_3180_B2_F02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic Clone Plate=3180 Col=4 Row=L, genomic survey sequence7/2.8e-25:138:80//AQ185415 

R-NT2RP2001936//Plasmodium falciparum 3D7 chromosome 12 PFYAgi383 genomic sequence. WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//1 .0:320:60//AC005504 

R-NT2RP2001943//Dictyostelium discoideum PkgA (pkgA) gene.'^partial cds7/1 .4e-08:378:59//AF020280 
R-NT2RP2001946//Homo sapiens Clone NHOI 40K04, complete 'seq;uence.//3.6e-85:409:100//AC005033 
30 R-NT2RP2001947//Human mRNA for KIAA0390 gene. compl^te'CCls.//d:85:140:64//AB002388 

R-NT2RP2001969 

R-NT2RP2001976//CIT-HSP-2281C3.TR CIT-HSP Homo sapiens genomic clone 2281C3, genomic survey se- 
quence.//2.0e-60:307:98//B99575 ;('■;;,;:•; 

R-NT2RP2001 985//Arabidopsis thaliana DNA chromosome4, ElAGcfehe F1 N20 (ESSAII project).//0.031 ;282:61// 
35 AL022140 

R-NT2RP2002025 I 

R-NT2RP2002032//CITBI-E1 -2502C19.TF CITBI-E1 Homo sapiens genomic clone 2502C1 9, genomic survey se- 

quence.//1 .2e-52:285:95//AQ264715 " • 

R-NT2RP2002033//Human (lambda) DNA for immunoglobin light chain.//1 .1e-08:389:61//D88270 
40 R-NT2RP2002041//Homo sapiens 12p13.3 BAG RPCI11-31'9E16 (Roswell Park Cancer Institute Human BAG Li- 

brary) complete sequence7/1.1e-49:264:97//AC006206 . - ' 

R-NT2RP2002046//Human BAG Clone GS119P05 from 7q2l , complete sequence.//0.0023:429:6l//AG0040ll 
R-NT2RP2002047//Pfalciparum PK1 gene.//0.00015:239:62//X83707 

R-NT2RP2002058//HS_2183_A1_G01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=2183 Col=1 Row=M, genomic survey sequence.//l .2e-2l :185:84//AQ022560 

R-NT2RP2002066//G.gallus microsatellite DNA (LEI0222 (=T15ivbd4))7/0.18:102:70//Z83792 
R-NT2RP2002070//Rfalciparum major merozolte surface antigen '(PMMSA) mRNA, complete cds, isolate FG27.// 
0.95:192:61//M19143 

R-NT2RP2002076//Homo sapiens Clone 24804 mRNA sequence .//3.8e-25:182:86//AF0521 83 
50 R-NT2RP2002079//Human DNA sequence from clone 431 P23 oh 'chromosome 6q27. Contains the first coding 
exon of the MLLT4 gene for myeloid/lymphoid or mixed-lineageMeDkiemia (trithorax (Drosophila) homolog); trans- 
located to, 4 (AF-6, Afadin, MLLT-4, ALL-1 fusion partner), and a Serine Palmitoyltransferase 2 (EC 2.3.1 .50, Long 
Chain Base Biosynthesis protein 2, LCB-2, SPT-2) pseudogene/Qpritains ESTs, STss, GSSs, and a putative CpG 
island, complete sequence7/1.7e-10:97:90//AL0091 78 ' V; T' . ^ 

55 R-NT2RP2002099//Homo sapiens mRNA for El B-55kDa-ass9Ciated:.prote.in7/4.6e-59:376:89//AJ007509 

R-NT2RP2002105 i 

R-NT2RP2002124//RPGI11-75J16.TJ RPCI11 Homo sapiensi'genomic Clone R-75J16, genomic sun/ey se- 
quence7/0.58:1 91 :64//AQ266779 
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R-NT2RP2002137//Homo sapiens Xp22-175-176 BAG GSHB-484017 (Genome Systems Human BAG Library) 

complete sequence.//0.0065:294:61//AG005913 > , 

R-NT2RP2002154 

R-NT2RP2002172//RPC111-90C20.TJ RPCI11 Homo sapiens genomic clone R-90C20, genomic survey se- 
5 quence.//0.049:160:65//AQ282591 

R-NT2RP2002185//GIT-HSP-2341I15.TF GIT-HSP Homo sapiens genomic Clone 2341115. genomic survey se- 
quence.//6.0e-36:230:90//AQ053355 ; 

R-NT2RP2002192//HS_2222_B1_F08_MF GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2222 Col=15 Row=L, genomic survey sequence.//1.9e-l5:249:71//AQ1 78491 
10 R-NT2RP20021 93//Rattus norvegicus potassium channel regulatory;protein KChAP mRNA, complete cds.//4.7e- 
35:438:73//AF032872 

R-NT2RP2002208//Hansenula wingei mitochondrial DNA, complete sequence.//0.00057:468:57//D31785 
R-NT2RP2002219//HS_2058_A1_G09_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2058 Col=17 Row=E, genomic survey sequence7/3.4e-55:512:77//AQ234380 
15 R-NT2RP2002231 //Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS ***from contig 3-31 , complete 
sequence7/1 .5e-06:398:61//Z98557 

R-nnnnnnnnnnnn//Sequence 11 from patent US 562481 8.//3.3e-91:553:87//l4l 141 

R-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cds.//3.0e14:l32:84//AF005418 
R-NT2RP2002259//Human DNA sequence *** SEQUENGING IN PROGRESS *** from clone 11 8J21 , WORKING 
20 DRAFT SEQUENCE.//1 .6e-96:548:91//AL033527 

R-NT2RP2002270//Homo sapiens Chromosome 16 BAG clone GIT987SK-A-248F7, complete sequencey/5.le- 
06:391 :60//AG004605 

R-NT2RP2002292//Genomic sequence from Human 13. complete sequence .//0. 91 :159:64//AG001226 
R-NT2RP2002312//Homo sapiens GDP-dlacylglycerol synthase 2;(GDS2) mRNA, partial cds.//1 .3e-l01 :527:94// 
25 AF069532 

R-NT2RP200231 6//Plasmodium falciparum chromosome 2, section 45 of 73 of the complete sequence7/0.00052: 
389:59//AE001408 ' " ; ; 

R-NT2RP2002325//Homo sapiens peroxisomal biogenesis factor (PEX11 a) mRNA, complete cdsy/2.3e-ll 2:567: 
95//AF093668 ■ 'i- 

30 R-NT2RP2002333//Rat POU domain factor (Bm-5) mRNA.//1 :5^-22!:323:73//L23204 

R-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 splibed variant mRNA, complete cds.//3.7e-i 02:600: 
89//AF038958 : . 

R-NT2RP2002394//Plasmodium falcipaajm 3D7 chromosome 12' PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.039:399:59//AGb053b8/ ; 

35 R-NT2RP2002408//HS_2212_A1_E09_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2212 Col=17 Row=l, genomic survey se'quence.//9,6'e-35:231 :88//AQ184632 
R-NT2RP2002426//Human DNA sequence from clone 101G11 on chromosome 22q 12. Contains an AC02 (Mito- 
chondrial Aconitate Hydratase (Aconitase, Citrate Hydro-Lyase. EC 4,2.1 .3)) pseudogene, ESTs, STSs, GSSs and 
a putative CpG island, complete sequence.//2.8e-39:308:82//AL021877 * 

40 R-NT2RP2002439//Leishmanla tarentolae mitochondrial electrbii transport chain component mRNAy/0.022: 1 02: 
71//M74225 

R-NT2RP2002457//Homo sapiens DNA sequence from PAG 142L7 on chromosome 6q2l. Contains a Laminin 
Alpha 4 (LAMA4) LIKE gene coding for two altematively spliced transcripts, a Tubulin Beta LIKE pseudogene, a 
Connective tissue growth factor (NOV, GiG) LIKE gene, A predicted GpG island, ESTs, STSs and genomic marker 
45 D6S41 6. complete sequence7/0.00099:354:59//Z99289 . 

R-NT2RP2002464//Homo sapiens genomic DNA, chromosome 2l q22.2 (Down Syndrome region), segment 6/15, 
WORKING DRAFT SEQUENGE.//0.0015:219:67//AP000013 
R-NT2RP2002475 v . 

R-nnnnnnnnnnnn//Homo sapiens mRNA for ABC transporter * 7. protein, complete cds.//3.le-11 3:605:92// 
50 AB005289 ^'■:^:»p'l^A 

R-NT2RP2002498//Human DNA sequence from PAG 1 62 HU.pn . chromosome 22. Contains 3" part of a FIBULIN 
1 like gene and ESTs, complete sequence.//0.32:210:64//Z98047 J l; 

R-NT2RP2002503//Homo sapiens, Clone hRPK.15_A_1 , corriplet^ seciuence.//4.0e-86:429:98//AC006213 
R-NT2RP2002504//Homo sapiens mRNA for KI/VA0791 protein,: cpmpiete ccls.//2.7e-1 05:583:91 //AB0 18334 
55 R-NT2RP2002520//Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, & amp; tRNA-Met genes.// 
0.14:406:58//AJ223323 

R-NT2RP2002537//Human DNA sequence *** SEQUENCINGiN PRQGBESS *** from clone 500L14, WORKING 
DRAFT SEQUENCE.//2.8e-16:188:78//AL023583 ^ 

It 
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R-NT2RP2002546//Homo sapiens clone TUA8 Cri-du-chat region mRNAy/4.7e-l 08:571 :93//AF0093l 4 
R-NT2RP2002549//Human Chromosome 15q26.1 PAC clone pDJIOkS containing human DNA polymerase gam- 
ma (polg) gene, complete sequence.//l.le-l03:422:95//AC005316 

R-NT2RP2002591//Human DNA binding protein (HPF2) mRNA, complete cds.//1.8e-36:526:67//M27878 
5 R-NT2RP2002595 . ■ 1- , 

R-NT2RP2002606//Human DNA sequence *** SEQUENCING IN* PROGRESS *" from clone 2705, WORKING 

DRAFT SEQUENCEy/7.2e-1 0:21 1 :71//AL033529 :;; : ■ > 

R-NT2RP2002609 

R-NT2RP2002618//Plasmodium falciparum MAL3P6, complete sequence://2.9e-05:566:60//Z98551 
10 R-NT2RP2002621//Human DNA sequence from PAC 34111 0 on chrbhiosome 6q22.2-22.33. Contains 60S ribos- 

omal protein L5 like (pseudo)gene. ESTs and STSs.//1.1e-38:348;78//Z97352 

R-NT2RP2002643//Homo sapiens chromosome 11 clone pTWBl5,28 map Ilpl5.4-pl5.5, genomic survey se- 
quence.//1 .26-35:41 4:66//AF074030 ^ H \ : • 

R-NT2RP2002672//Homo sapiens chromosome 10 clone CIT-HSP-13^6H7 map 10q24,3-10q25.1, complete se- 
is quence.//1 .3e-77:403:95//AC005384 

R-NT2RP2002701 ^ 

R-NT2RP2002706//Homo sapiens chromosome 19, cosmid F22676, complete sequence.//4.0e-42: 147:90// 
AC005778 ■ ' 

R-NT2RP2002710//Rfalciparum serine rich protein (SERP I) gene 7/0.84:1 35 :67//J03983 
20 R-NT2RP2002727//, complete sequence7/1 .0:363:59//AC005j9i1 5 

R-NT2RP2002736//Arabidopsis thaliana chromosome II BAC T1 7M13 genomic sequence, complete sequence.// 
0.44:267:60//AC004138 v 

R-NT2RP2002740//Homo sapiens Xp22 BAC GSHB-600G8 (Genonie Systems Human BAC library) complete 
sequence.//0.001 6:474:60//AC004674 
25 R-NT2RP2002741//HS_3051_B1_H11_MF CIT Approved Human Genomic Spenn Library D Homo sapiens ge- 

nomic clone Plate=3051 Col=21 Row=P, genomic survey sequenbe7/1.1e-38:217:86//AQ1 06283 
R-NT2RP2002750//Homo sapiens 1 2q24. 1 PAC RPCI1-315L5iRoswell Park Cancer Institute Human PAC library) 
complete sequencey/5.0e-36:430:75//AC002395 ■ >^!v;\; 

R-NT2RP2002752//Human DNA sequence *** SEQUENCirJG^IN PROGRESS "* from clone 366L4, WORKING 
30 DRAFT SEQUENCE.//8.2e-41 :437:76//AL023494 ' 

R-NT2RP2002753//Homo sapiens Clone DJ076B20, WORKtNG.DpiJvf^T SE^ 6 unordered piecesy/6.8e- 

100:496:97//AC004882 ' ' 

R-NT2RP2002769//paramecium species 5.311 mtdna dimer: replication init. region.//7.4e-10:404:60//K00917 
R-NT2RP2002778//Homo sapiens Clone 24606 mRNA sequenCey/r:2e:63:341:94//AF070537 
35 R-NT2RP2002800//RPCI1 1 -37G8.TV RPCI-1 1 Homo sapiehs genomlc clone RPCI-1 1 -37G8, genomic survey se- 

quence.//4.9e-60:321:95//AQ029850 ' 

R-NT2RP2002839//Homo sapiens Chromosome llql2.2 PAC clone pDJ688p12 containing uteroglobin gene, 
WORKING DRAFT SEQUENCE, 11 unordered pieces 7/2. 98- 100:492 :98//AC006078 

R-NT2RP2002857//HS_3026_B2_H07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3026 Col=14 Row=P. genomic survey sequence7/8.9e-06:242:62//AQ 128697 

R-NT2RP2002862//RPCI11-42115.TJ RPCI11 Homo sapiens genomic done R-42115, genomic survey sequence7/ 
1 .5e-44:270:85//AQ052700 

R-NT2RP2002880//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 150C2, WORKING 
DRAFT SEQUENCE.//1 .0:295:58//AL022318 
45 R-NT2RP2002891 ' ' ' . 

R-NT2RP2002925//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 243L18, WORKING 
DRAFT SEQUENCE7/2.0e-24:395:67//AL034395 , . .. 

R-NT2RP2002928//Plasmodium falcipamm MAL3P5, complete kequence.//0.044:461:55//AL034556 
R-NT2RP2002929//Plasmodium falciparum 3D7 chromosorne\f 2:P'F^^ genomic sequence, WORKING 

50 DRAFT SEQUENCE, 1 4 unordered pleces7/0.35:491 :56//ACO0^i4g. 

R-NT2RP2002954//Homo sapiens chromosome 17. clone 'hftf>^c;628_E_12, complete sequence7/1 .0:275:61// 
AC005701 4 v,,... 

R-NT2RP2002959//MUS musculus ubiquitin conjugating enzyme (ui5'c4);.mRNA, complete cds7/2.7e-6l :5Q8:79// 
U62483 : / 

55 R-NT2RP2002979//RPCI11-20F13.TPK RPCI-11 Homo sapiehs^geriomicclon RPCI-11-20F13, genomic survey 

sequence./y0.88:110:72//AQ008132 J i 

R-NT2RP2002980//Homo sapiens PAC Clone DJ0841 B21 fromVci2f :;i -q3i :i . complete sequence7/i .1 e-1 02:433: 
95//AC004140 

v 'i . 
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R-NT2RP2002986//Human DNA sequence from clone 1 1 4701 6 on chromosome Xp21 . 1 -21 .3. Contains 1 3 exons 
of the DMD muscular dystrophy gene. Contains an STS and GSSs, complete sequencey/0.31 :21 9:62//AL03l 542 
R-NT2RP2002987//Homo sapiens chromosome 1 8, clone h RPK.24^A_23, complete sequencey/1 .3e-51 :283:88// 
AC005968 '* .v V Vr!^ • 

5 R-NT2RP2002993//Human DNA sequence from PAG 1 06B9 oplchrdmosome Xq21 y/4.3e-1 1 :430:63//AL021 307 

R-NT2RP2003000//Saccharomyces cerevlsiae mitochondrion-transfer RNA- Leu, Gin, Lys, Arg, Gly, Asp, Ser2. 
Arg2, Ala, lie, Tyr, Asn genes y/0 .00088:347: 62//L36887 ' ' ■ 

R-NT2RP2003034//Homo sapiens genomic DNA of 9q32 ariti-oncogene of flat epitherium cancer, segment 2/1 0.11 
3.5e-33:271:82//AB020870 " 
10 R-NT2RP2003073 ; i . 

R-NT2RP2003099//Homo sapiens PAC clone DJ0886O08 from 7q32-q35. complete sequenceV/l .56-45:548:69// 
AC004914 ' 
R-NT2RP2003108 *' " 

R-NT2RP2003117//Homo sapiens clone DJ1137M13. complete sequence.//2.0e-51 :323:88//AC005378 
IS R-NT2RP2003121//HS_2238_A1_E08_MF CIT Approved Human Genomic Spenn Library D Homo sapiens ge- 
nomic clone Plate=2238 Col=15 Row=l, genomic sun/ey sequence.//0.00055:324:61//AQ293058 
R-NT2RP2003125 
R-NT2RP2003129 

R-NT2RP2003137//Human BAG clone RG084D04 from 7q31 , complete sequence.//1 .1 8-46:521 :74//AC003084 
20 R-NT2RP20031 61//Homo sapiens chromosome 10 clone CIT-HSP-1287C20, complete sequence.//1 .0:368:59// 

AC005879 

R-NT2RP20031 64//Dictyostelium dISCOldeum actin 4 gene, 3' UTR.//1 .0:1 20:64//M25581 
R-NT2RP2003165//Homo sapiens chromosome 17, clone hRPK.1018_N_14, complete sequencey/2.2e-71 :467: 
86//AC005823 , 

25 R-NT2RP2003177 ; * 

R-NT2RP20031 94//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 996D20. WORKING 
DRAFT SEQUENCE.//1.1e-95:585:88//AL031 597 \ '^^^y^" ' 

R-NT2RP2003206//P.falciparum Interspersed repeat antigen (RIR'Ay:geney/0.039:338:60//M 17877 
R-NT2RP2003230//Plasmodium falcipaaim MAL3P6. complete sequence.//1 .9e-11 :542:60//Z9855l 

30 R-NT2RP2003237//Arabidopsis thallana genomic DNA, chromb'some^5,'Pi clone: MDH9, complete sequence.// 
1. 0:311 :60//AB01 6888 

R-NT2RP2003243//CIT-HSP-2368D12.TR CIT-HSP Homo sapiens genomic Clone 2368D12, genomic survey se- 
quence.//0.39:112:66//AQ077738 ;; ; 'J^ • ;■ 

R-NT2RP2003265//Muridae sp. (mouse-rat, neuroblastoma-glioma hybrid cell line NGD5) mRNA, complete cds.// 
35 1.3e-38:273:83//L38481 

R-NT2RP2003272//Homo sapiens Clone UWGC:y17c131 from '6p2i , complete sequence .//4.4e-1 5: 181:66// 
AC004187 . . ' 

R-NT2RP2003277//Homo Sapiens mRNA for KI/VA0625 protein. parti'al'cdsy/4.2e-110:565:95//AB014525 
R-NT2RP2003280//Homo sapiens 12p13.3 PAC RPCI5-1180D12 (Roswell Park Cancer Institute Human PAC Li- 
40 brary) complete sequencey/3.2e-1 2:221 :70//AC005831 

R-NT2RP2003286//Homo sapiens chromosome 19, ClT-HSP-444n24, complete sequence.//0. 86:379:60// 
AC005261 

R-NT2RP2003293//Homo sapiens clone RG252P22, WORKING DR^^FT SEQUENCE, 3 unordered piecesy/1 .Oe- 
39:41 8:74//AC005079 ' * ' ' ' ' 

45 R-NT2RP2003295//HS_2053_B1_A1 0_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2053 Col=19 Row=B, genomic survey sequence,//0.00l6:346:6l//AQ235251 
R-NT2RP2003297//Arabidopsis thaliana chromosome II BAG F4P9 genomic sequence, complete sequencey/ 
0,74:397:56//AC002332 

R-NT2RP200330a//Homo sapiens PAC Clone DJ1098B0i frorril/ql i;^23-q21 , complete sequence.//0.99:447:60// 
50 AC004960 ] ^rfHAi;^; :v 

R-NT2RP2003329//C.reinhartii psbB 5' flanking regiony/0.79:1 6l{59//)^^^^^ 

R-NT2RP2003339//RPCI11-57H15.TK RPCI11 Homo sapieri'i' genomic clone R-57H15, genomic sun/ey se- 
quence.//0.13:184:64//AQ116039 - ' 

R-NT2RP2003347//RPCI11-15B19.TV RPCI-11 Homo sapiens,gehomiC;Clone RPCI-11-15B19, genomic survey 
55 sequence.//6.4e-31:218:89//B76357 v-" 

R-NT2RP2003367//Human Chromosome 16 BAG clone CIT987SK-fc363E6, complete sequence.//9.0e-11 :101 : 
84/U91321 . , 

R-NT2RP2003391//HS_2255_B2_B04_MF CIT Approved Human Gbnbmic Sperm Library D Homo sapiens ge- 
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nomic clone Plale=2255 Col=8 Row=D, genomic survey sequence.//1 .6e-38:247:90//AQ068937 
R-NT2RP2003393//RPCI11-44K6TJ RPCI11 Homo sapiens genomic clone R-44K6. genomic survey sequence.// 
3.9e-31 :290:79//AQ202481 

R-NT2RP2Q03394//Yeast mitochondrial oxi3 gene exon 1 for cytochrorrie c oxidase subunit 17/5. 1e- 14:579:61// 

5 XI 4910 • 

R-NT2RP2003401//Caprine arthritis-encephalitis virus tat prpteih (tat) and envelope glycoprotein (env) gene, par- 
tial Cds.//0.32:174:66//U81429 * ' ^ '^-^i- ' 
R-NT2RP2003433//Ascldlan mRNA for HRSec61 , complete cds.//i .5e-10:193:69//D25536 
R-NT2RP2003445//Human DNA sequence "* SEQUENCING IN PRQGRESS *** from clone Y31 3F4, WORKING 
10 DRAFT SEQUENCE.//4.4e-99:585:89//AL023808 ' ■ . ' 
R-NT2RP2003446 

R-NT2RP2003456//Plasmodium falciparum MAL3P7, complete sequence.//0.98:399;57//ALa34559 
R-NT2RP2003480//Homo sapiens full-length insert cDNA clone ZE09A1,1 .//4.7e-1 1 1 :540:98//AF086540 
R-NT2RP2003499 ' ' 

15 R-NT2RP2003506 
R-NT2RP2003511 

R-NT2RP2003513//Human mRNA for KIAA0270 gene, partial cds.//4.1e-107:566:93//D87460 
R-NT2RP2003517//Human c-sis/platelet-derived growth factor 2 (SIS/PDGF2) mRNA, complete cdsy/1 .5e-60: 
51 8:79//M 12783 

20 R-NT2RP2003522//HS_2182_A1_D05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2l82 Col=9 Row=G, genomic survey sequence7/0.053:25l:60//AQ024304 
R-NT2RP2003533//Homo sapiens chromosome 12p13.3 clone RPCI4-816N1 , WORKING DRAFT SEQUENCE, 
31 unordered pieces.//1.5e-37:328:80//AC005841 ■ ' •: •v 

R-NT2RP2003543//HS_3028_A2_C12_MF CIT Approved HumanGenomic Sperm Library D Homo sapiens ge- 

25 nomic clone Plate=3028 Col=24 Row=E, genomic survey sequence,//2.0e-39:203:l00//AQ094957 

R-NT2RP2003559//Homo sapiens full-length insert cDNA clone>ZP65E09.//2.3e-59:325:95//AF088055 
R-NT2RP2003564 

R-NT2RP2003581 ^M;; • i 

R-NT2RP2003596//HS_2163_B1_D11_MF CIT Approved Human. Genomic Spenm Library D Homo sapiens ge- 
30 nomic clone Plate=2163 Col=21 Row=H, genomic survey sequenceV/b.OOII :212:67//AQ125143 

R-NT2RP2003604//Homo sapiens alpha-catenin-Iike protein mFlNAy Cornplete cds.//5.4e-l 02:501 :97//U97067 
R-NT2RP2003629//PIasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces./ZO.O0 1 2:363 :61//AC005507 '" 

R-NT2RP2003643//MUS musculus mRNA for CMP-N-acetylneuraminic acid synthetase.//5.1 0-37:561:68// 
35 AJ006215 ' 

R-NT2RP2003668//Human DNA sequence from PAC 24608, between markers DXS6791 and DXS8038 on chro- 
mosome X contains ESTs.//0.0053:395:58//276735 

R-NT2RP2003687//Human BAC clone RG222A16 from 7q31 , complete sequence.//8.0e-10:205:67//AC002385 
R-NT2RP2003691//HS_3252_A2_A11_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
40 nomic clone Plate=3252 Col=22 Row=A. genomic survey sequence.//5.3e-05:332:60//AQ21 9783 

R-NT2RP2003702//CIT-HSP-2333P5.TF CIT-HSP Homo sapiens genomic clone 2333P5, genomic sun/ey se- 

quencey/3.9e-43:431 :75//AQ035000 " ' *• 

R-NT2RP2003704 

R-NT2RP2003706//Homo sapiens mRNA for KIAA0525 protein, partial cdS.//2.6e-45:265:93//AB011097 
45 R-NT2RP2003713//Human DNA sequence from PAC 411B6 on chromosome X *.//0.64:169:67//Z84470 

R-NT2RP2003714//Human DNA sequence from 4PTEL, Huntington's Disease Region, chromosome 4p16.3.// 

4.6e-11:152:73//295704 - ; ; 

R-nnnnnnnnnnnn//H.sapiens mRNA for PIBF1 protein, complete ;)^0;94:443:59//Y09631 

R-NT2RP2003737//Homo sapiens clone DJ1022I14, WORKINGvPRAFT SEQUENCE, 14 unordered pieces.// 
50 2.2e-109:547:96//AC004951 * 

R-NT2RP2003751//Homo sapiens Chromosome 16 BAC clone crt987§K-A-427H1 0. complete sequence.//4.1e- 

109:545:97//AC004626 ."r' ; 

R-NT2RP2003760//B. taurus mRNA for gamma-COP.//6.3e-28:4op:iB9y/X70019 

R-NT2RP2003764//Mouse preprosomatOStatin gene.//0.90:285:62//X5i468 
55 R-NT2RP2003769//Schizosaccharomyces pombe gene for protein involved in sexual development, complete 

CdS.//0.96:446:58//D87956 ; . . ^ 

R-NT2RP2003770//Homo sapiens spemi acrosomal protein rn'RNA.'corriplete cds.//1 .8e-1 04:531 :96//AF047437 
R-NT2RP2003777 ' ' t " 
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R-NT2RP2003781//HS_3109_B1_B04_T7 CIT Approved Human (Benomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=3109 Col=7 Row=D, genomic sun^ey sequence.//1 .3e-60:346:92//AQ 186749 
R-NT2RP2003793 i 
R-NT2RP2003840 '; ! * 

5 R-NT2RP2003857//HS_2205_A2_H12_MF CIT Approved Human 'Senomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2205 Col=24 Row=0, genomic survey sequertce-//8.le-22:l27:99//AQl5l299 
R-NT2RP2003859//RPCI11-37G8.TV RPCI-11 Homo sapiens genonriic clone RPCI-11-37G8, genomic survey se- 
quence.//8.3e-60:320:95//AQ029850 • 

R-NT2RP2003871//HS_3210_A1_C08.T7 CIT Approved HumamGenqmic Spemi Library D Homo sapiens ge- 
10 nomic clone Plate=3210 Col=15 Row=E, genomic survey sequerice.//8.6e-09:322:61//AQ 175028 

R-NT2RP2003885//RPCI11 -7M1 OTP RPCI-1 1 Homo sapiens genomic clone RPCI-11 -7M1 0, genomic survey se- 
quence.//4.7e-67:380:92//B72214 ; 

R-NT2RP2003912//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 32B1, WORKING 
DRAFT SEQUENCE.//1 .2e-33:379:75//AL023693 
15 R-NT2RP2003952 

R-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquitin specific protease, complete cds.//2.3e-11 4:568:97// 
ABO 14458 

R-NT2RP2003976//Homo sapiens mRNA for KI/^0447 protein, complete cds.//1 .1e-107:540:97//AB007916 
R-NT2RP2003981//Homo sapiens mRNA for KIAA0804 protein, partial cds.//7.7e-114:568:96//AB018347 
20 R-NT2RP2003984 

R-NT2RP2003986//Human Chromosome 1 1 pac pDJi 97hl 7, WORKING DRAFT SEQUENCE, 1 1 unordered piec- 
es.//6.6e-99:551 :92//AC0003 82 

R-NT2RP2003988 ^'"r/i'^ 
R-NT2RP2004014 ^ " 

25 R-NT2RP2004041//Homo sapiens chromosome 19, cosmid^ FI 71 27, complete sequence.//4.9e-1 14:568:97// 

AC004780 • 

R-NT2RP2004042//nbxb0020F03r CUGI Rice BAC Library 6ryza!satlva genomic clone nbxb0020F03r, genomic 
survey sequencey/0.l1 :195:64//AQ258389 '^f.V ' 

R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING IN;PR'OGRESS "* from clone 134019. WORKING 
30 DRAFT SEQUENCE.y/7.6e-110:564:95//AL034555 ' - 'O-v^;' ") 

R-NT2RP2004081//Plasmodium falciparum 3D7 chromosdme'1 2'f?FY'AC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces7/0.012:503:57//AC6o^03 ; ^ 

R-NT2RP2004098//H.saplens CpG island DNA genomic MseV fragment, clone 133h3, reverse read 
cpg133h3.rt1ay/7.9e-25:140:100//Z64530 ^ ' \ ' 

35 R-NT2RP2004124 ' ^l'' 

R-NT2RP2004142//CIT-HSP-2316F21 TR CIT-HSP Homo sapiens genomic clone 2316F21 , genomic survey se- 
quence.//2.8e-83:409:98//AQ034964 

R-NT2RP2004152//HS_3065_A2_D04_MF CIT /Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3065 Col=8 Row=G, genomic survey sequence.//2.5e-62:304:100//AQ137776 
40 R-NT2RP20041 65//Anthocidaris crassispina mRNA for dynein beta-heavy chain, complete cds.//3.4e-20:343:65// 

D01021 ' ' . 

R-NT2RP2004170//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone B33108; 
HTGS phase 1, WORKING DRAFT SEQUENCE. 10 unordered pieces.//2.5e-89:587:86//AC004064 
R-NT2RP2004172//Dictyostelium discoideum LTR-retrotransposqn Skipper, partial genomic sequence, 3' end.// 
45 0.24:440:60//AF01 7047 ; ■ ' ' . 

R-NT2RP2004187//RPCI11-59E12.TK RPCI11 Homo sapiens, genomic clone R-59E12, genomic survey se- 
quence.//3.1e-05:175:66//AQ198120 ' ' • 

R-NT2RP2004194 ^ ^i-J^, 

R-NT2RP2004196//Fugu rubripes GSS sequence, clone 076D0.lbE2'\ genomic survey sequencey/1.6e-22:178: 
50 71//AL026601 

R-NT2RP2004207//Homo sapiens BAC clone GS421I03 from Xq25-q26, complete sequence.//0.1 9: 175:64// 
AC005023 ' 

R-NT2RP2004226//Human DNA sequence *** SEQUENCING IN PROG'RESS *** from clone Y31 3F4. WORKING 
DRAFT SEQUENCE.//6.1e-17:445:64//AL023808 ' : . . , 

55 R-NT2RP2004232//M.musculus (Balb/c) mRNA for serine/threonirte'prbtein klnase.//3.2e-25:326:71//Z34524 

R-NT2RP2004239//Homo sapiens lok mRNA for protein kinase, complet!B Cdsy/8.7e-108:563:94//AB01 571 8 
R-NT2RP2004240//Homo sapiens antigen NY-CO-1 (NY-CO-I) mRNA. complete cds.//1.1e-1 01:530:93// 
AF039687 
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R-NT2RP2004242 ' 

R-NT2RP2004245//Homo sapiens DNA sequence from PAC'455K1.4.on chromosome Xq21 .3-22.3. Contains ge- 
nomic marker DXS1203 with a CA repeat polymorphism. STSs and GSSs. complete sequence.//5.1e-08:236:65// 
AL023280 

5 R-NT2RP2004270//Lycopersicon esculentum Iclh2 gene.//0;98:25i9:61//Y1*0603 

R-NT2RP2004300//Human DNA sequence *** SEQUENCINpjN. PROGRESS *** from clone 1 068F1 6, WORKING 
DRAFTSEQUENCE.//5,0e-14:396:65//AL023913 v'f 7 "'^ 

R-NT2RP200431 6//Homo sapiens EXT-like protein 2 (EXTL2) mRNA, complete CCls7/1 .5e-1 08:544:96//AF00041 6 
R-NT2RP2004321//Caenorhabditis elegans cosmid F47B8, complete sequencey/0.0078:333:61//Z77662 
10 R-NT2RP2004339//Homo sapiens PAC clone DJ1136G13 from'7q35^q36, complete sequence.//! .4e-75:306:86// 

AC005229 ' ' 

R-NT2RP2004347//RPCI11-90N11TJ RPCI11 Homo sapiens genomic clone R-90N11, genomic survey se- 
quence.//2.9e-87:494:92//AQ284548 

R-NT2RP2004364//Human DNA sequence from clone 422F24 on chromosome 6q24.1-25.2. Contains a novel 
15 gene similar to C. elegans C02C2.5. Contains ESTs, STSs and.GSSs, complete sequence.//4.2e-l 0:1 61:76// 
AL031010 

R-NT2RP2004365//Plasmodium falciparum chromosome 2, section 70 of 73 of the complete sequence 7/3. 6e-08: 
483:57//AE001433 

R-NT2RP2004366//F.rubripes GSS sequence, clone 01 3B16aF3,\ genomic survey sequence.//2.1e-05: 128:67// 
20 AL000528 , ' . . 

R-NT2RP2004373//Homo sapiens 12q24.2 BAC RPCIII-^OMi a (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequencey/0.81 :205:62//AC006065 ' . * 

R-NT2RP2004389//HS_2183_B2_H04_MR CIT Approved Hunian Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l83 Col=8 Row=P, genomic survey seqUencey/3j9.e^^^ 
25 R-NT2RP2004392//Ceratovacuna sp. mitochondrial cytochrome c5xidase r'(3' end), cytochrome oxidase II (com- 
plete cds) and transfer RNA-Leu gene.//2.7e-06:495:58//L39993 ." ■ , . . 

R-NT2RP2004396//Homo sapiens BAC clone RGl 35C1 8 from'ryqZl ," complete sequence.//6.4e-1 11:572:96// 
AC005164 " 

R-NT2RP2004399//Arabidopsis thaliana chromosome I BAC FtiM 1-5 genomic sequence, complete sequence.// 

30 0.13:253:64//AC006085 : ^^^f ' 

R-NT2RP2004400//HS_3238_/V2„H11_T7 CIT Approved HumaV (56900110 Sperm Library D Homo sapiens ge- 
nomic clone Plate=3238 Col=22 Row=0, genomic sun/ey sequence://5'ie-23:162:89//AQ211412 
R-NT2RP2004412//Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit I (COXI) gene, com- 
plete cdS.//2.6e-09:458:60//M97514 

35 R-NT2RP2004425//Human DNA sequence from Clone 1052M9 on chromosome Xq25. Contains the SH2D1 A gene 
for SH2 domain protein 1 A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLPI) LIKE gene and part of a mouse D0C4 LIKE gene. Contains ESTs and GSSs, complete 
sequence.//0.99:481 :56//AL022718 

R-NT2RP2004476//Rattus norvegicus activity and neurotransmitter-induced early gene 6 (ania-6) mRNA, 3'UTR.// 
40 5.3e-99:600:90//AF030091 . ; . . 

R-NT2RP2004490//Homo sapiens chromosome 16, Pi clone 94-1 OH (LANL). complete sequencey/3.9e-11 5:575: 
97//AC005591 i: : V 

R-NT2RP2004512//Plasmodium falciparum MAL3P3. compiete'syquehce.//0.00034:517:58//Z98547 
R-NT2RP2004523//Homo sapiens clone DJ0800G07, complete sequencey/1 .8e-11 5:571 :97//AC004890 
45 R-NT2RP2004538//Homo sapiens BAC clone RG318C11 frorTi Vj^jl 4)^)3 15, complete sequence.//! .7e-47:322:87// 

AC005091 " 

R-NT2RP2004551//Homo sapiens Xp22 bins 45-47 BAC GSHBj;665N22 (Genome Systems Human BAC Library) 
complete sequence.//0.035:51 1 :58//AC0051 84 / 1 , , 

R-NT2RP2004568//T7C20-Sp6 TAMU Arabidopsis thaliana genornic.clone T7C20, genomic survey sequence.// 
50 0.70:446:54//B08766 '^' iv 

R-NT2RP2004580//Human DNA sequence *" SEQUENCING iKl PROGRESS *** from clone 136B1 . WORKING 
DRAFT SEOUENCE.//2.2e-53:397:74//AL031 768 , ; , ; 

R-NT2RP2004587//CIT-HSP-2376P22.TF CIT-HSP Homo sapiens' genqmic clone 2376P22, genomic survey se- 
quence.//0.0079:223:63//AQ1 08976 ' ' ' 

55 R-NT2RP2004594//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence.//5.3e- 
10:493:62//AC004605 

R-NT2RP2004600//Homo sapiens full-length insert cDNA cloniB 2E04E06.//2.1e-70:343:99//AF086522 
R-NT2RP2004602//Homo sapiens full-length insert cDNA cl'one\YW26E09y/2.0e-96:528:93//AF086033 
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R-NT2RP2004614 ' V r- . C 

R-NT2RP2004655//Homo sapiens mRNA for leucine rich proteln.//7.3e-117:587:96//AJ006291 
R-NT2RP2004664//Homo sapiens mRNA for KIAA0460 protein, partial cds.//1 .8e-1 05:520 :96//AB007929 
R-NT2RP2004675//Human elastin (ELN) gene, partial cds, and Llivirkinase (LIMK1) gene, complete cds.//3.4e- 
5 22:197:79//U63721 ' t . 

R-NT2RP2004681//Rat notch 2 mRNA.//8.0e-30:276:78//M93661 ^ 

R-NT2RP2004689//Homo sapiens mRNA for KIAA0625 protein, partial iidsy/1.6e-118:600:96//AB014525 
R-NT2RP2004709//Homo sapiens full-length insert cDNAc]orie^ZDii2A087/3.5e-14:139:86//AF086259 
R-NT2RP2004710//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 126A5, WORKING 
10 DRAFT SEQUENCE.//6.9e-117:592:96//AL031447 

R-NT2RP2004736//Homo sapiens mRNA for K1AA0478 proteip. cprpplete cdS.//4.2e-117:594:96//AB007947 
R-NT2RP2004743//Plasmodium falciparum 3D7 chromosome. 12 PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces.//0.53:403:59//AC0055p5.:' 

R-NT2RP2004767//Human DNA sequence from PAC 491IS/I17 on chromosome 1p36.2-1p36.3y/2.0e-81:568:84// 
15 Z97988 

R-NT2RP2004775//Anopheles quadrimaculatus NADH dehydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi- 
dase subunits (1-3); adenosine triphosphatase subunits (6.8); cytochrome b; transfer RNA; ribosomal RNA (large 
and small subunits).//4.0e-08:365:62//L04272 

20 R-NT2RP2004791//Homo sapiens chromosome 5, BAC clone 28287 (LBNL H192). complete sequence.//7.8e- 

111 :541 :98//AC005216 . " . : : . 

R-NT2RP2004799//Homo sapiens ATP-specific succinyl-CoA synlhetsise beta subunit (SCS) mRNA, partial cds.// 
2.5e-1 1 4:564:96//AF058953 • V ^ 

R-NT2RP2004802 '? " ' ' 

25 R-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA,*cpmpJe^^^^^ 

R-NT2RP2004841//Human BAC clone RG308B22 fromr7q22-qWv;^ sequence.//4.0e-46:447:72// 
AC002089 , i 1. 

R-NT2RP2004861//Plasmodium"falciparum MAL3P5, complete sequence.//0.1 9:1 89:66//AL034556 
R-NT2RP2004897//Human Chromosome X clone bWXDl87, complete sequence .//1. 16-08:330:6 1//AC004383 
30 R-NT2RP2004936//CIT-HSP-2374L4.TF CIT-l-iSP Homo sapiens; Jehomic clone 2374L4, genomic survey se- 

quence .//0 . 99 : 1 29 : 65//AQ 1 1 057 1 

R-nnnnnnnnnnnn//Plasmodium falciparum MAL3P6, complete sequencey/0.014:402:61//Z98551 
R-NT2RP2004961//RPCI11-45P2.TKRPCI11 Homo sapiens genomic done R-45P2, genomic survey sequence.// 
9.3e-90:453:97//AQ202282 ' /. ' 

35 R-NT2RP2004962//Caenorhabditis elegans DNA *** SEQUENdiNG IN PROGRESS *** from clone Y40H4, 
WORKING DRAFT SEQUENCE.//0.01 7:291 :61//AL022573 ' ' ' 

R-NT2RP2004967//Homo sapiens clone RG228D17, WORKING DRAFT SEQUENCE, 2 unordered pieces.//4.6e- 

52:496:77y/ACa05077 " 7.^^^; 

R-NT2RP2004978//Homo sapiens chromosome 19, cosmid "F23269, complete sequence.//0.088:322:63// 
40 AC005614 

R-NT2RP2004982//Homo sapiens BAC clone BK085E05 from 22c|1 2. 1 -qter, complete sequence.//0.025:339:61// 
AC003071 " 

R-NT2RP2004985//T31H24TF TAMU Arabidopsis thaliana gendmic clone T31H24. genomic survey sequence.// 
0.40:111 :70//B78148 ''f ''f'^ 'i 

45 R-NT2RP2004999//Homo sapiens clone NH0084K19, WORKING DFtAFT SEQUENCE, 30 unordered pieces.// 

0.23:157:68//AC005682 '^^J.r,^ 
R-NT2RP2005000 < \^\fftly '' 

R-NT2RP2005001//Homo sapiens mRNA for KIAA061 5 protein I'cprnpiete 

R-NT2RP2005003//Momo sapiens Xp22-132-134 BAC GSHB-590J1 5 (Genome Systems Human BAC library) 

50 complete sequence.//2.4e-21:246:77//AC004673 ^ ::i 

R-nnnnnnnnnnnn//Homo sapiens SEC63 (SEC63) mRNA. compiete;Gds7/i9.5e-115:568:97//AF100141 
R-NT2RP2005018//HS_3108_B1_E09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l08 Col=l7 Row=J, genomic survey sequenceV/i .9e-3l :222:89//AQ 104050 
R-NT2RP2005020//Rattus norvegicus cationic amino acid transpqrter-l (CAT-1) mRNA, complete cdsy/6.6e-4l : 

55 566:73//U70476 , '''i 

R-NT2RP2005031//CIT-HSP-516A2.TV CIT-HSP Homo sapiens* genomic clone 516A2, genomic sun/ey se- 

quence.//4. 1 e-31 :357:75//B49897 . ' ^ 1 

R-NT2RP2005037 
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R-NT2RP2005038//Sequence 5 from patent US 5552281 y/2.2e-32:178:98//l25644 

R-NT2RP2005108//MUS musculus orphan nuclear hormone receptor (CAR) gene, complete sequencey/3.7e-23: 
475:67//AF009326 \ 

R-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial ccls.//8.4e-1 04:51 8:97//AB01 4564 
5 R-NT2RP2005126//H.saplens mRNA for RNA helicase (Myc-regulated dead box protein).//! .4e-67:464:85// 

X98743 

R-NT2RP2005139 , 

R-NT2RP2005140//Leishmania mexicana amazonensis kinetoplast^(clone 29) maxicircle A-f-T-rich repetitive DNA 
sequence.//7.9e-08:460:60//U001 01 
10 R-NT2RP2005144//Homo sapiens chromosome 1 2p1 3.3 clone .RPCI11-372B4. WORKING DRAFT SEQUENCE. 

129 ordered pieces.//2.5e-1 03:51 9:96//AC005911 

R-NT2RP2005147//Homo sapiens clone DJ1125K23, WORKING pi=tAFT SEQUENCE, 21 unordered pieces.// 
0.068:1 00:75//AC004971 ^' i v., ^ . 

R-NT2RP2005159//CITBI-E1-2506A8.TF CITBI-E1 Homo sapiens genomic clone 2506A8, genomic survey se- 
15 quence.//0.90:113:71//AQ262104 

R-NT2RP2005162//Homo sapiens chromosome 17, clone HCIT3p7Al6, complete sequence.//5.0e-1 4:1 83:75// 
AC003041 

R-NT2RP2005168//Homo sapiens mRNA for E1B-55kDa-associated protein.//7.5e-100:513:95//AJ007509 
R-NT2RP2005204 ' '/ ; * 

20 R-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 from 7p1 2Vp1 4. complete sequence.//7.2e-1 1 9:583:97// 

AC005189 r^^^'w 

R-NT2RP2005239//Homo sapiens mRNA for putative tRNA splicing protein, partial7/8.4e-62:312:98//AJ010952 
R-NT2RP2005254//Homo sapiens DNA sequence from PAC 262D12 on chromosome 1q23.3-24.3. Contains a 
Tenascin (Hexabrachion, Cytotactin, Neuronectin, Myotendinous antigen)-LIKE gene and a mitochondrial/chloro- 
25 piast 30S ribosomal protein SI 4-LIKE gene proceeded by a CpG island. Contains ESTs, genomic marker D1 S2691 

and STSs.//5.7e-09:328:62//Z99297 ' ■ -y- 

R-NT2RP2005270//Plasmodium falciparum MAL3P8, compiete sequence.//2.3e-05:355:61//AL034560 
R-NT2RP2005276//Genomic sequence for Arabidopsis thaliana BAC F17F8, complete sequencey/0.00l4:54l: 
58//AC000107 

30 R-NT2RP2005287//Cavia porcellus zinc finger protein (zfoCI ) mRNA, complete cds.//4.4e-69:459:86//L26335 
R-NT2RP2005288//Homo sapiens RCCl-like G exchanging factor RLG mRNA, complete cds.//7.4e-l 24:594:98// 
AF060219 ' • 

R-NT2RP2005289//Homo sapiens mRNA for XRP2 protein.//1 .5e-110:545:96//AJ007590 
R-NT2RP2005293//Leish mania mexicana amazonensis kine^toplast (clone 29) maxicircle A+T-rich repetitive DNA 

35 sequence.//!. 1e-12:554:61//U00101 ' J.;';. 

R-NT2RP2005315//Homo sapiens DNA sequence from PAC 168li.15-bri chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein SB kinase, EST, GSS, STS. CpG island,. complete sequence7/9.5e-15:218:77//AL022069 
R-NT2RP2005325//Rattus norvegicus LIM homeodomain. protein- !(LH-2) mRNA sequence.//2.0e-72:478:88// 
L06804 * ^ >/■.■■ 

40 R-NT2RP2005336//***ALU WARNING: Human Alu-J subfamily CQinsensus sequence.//7.3e-33:1 39:82//U1 4567 

R-NT2RP2005344//Human DNA sequence from PAC 128N22 on chromosome Xq25-Xq26.3. contains STS.// 
0.094:451 :60yy297629 ■ ^^r'V..^. 

R-NT2RP2005354//Homo sapiens mRNA for putative thioredoxin^like prbtein.//1.3e-11:89:96//AJ010841 
R-NT2RP2005360//Homo sapiens clone RG023I15, WORKING DRAFT SEQUENCE, 1 unordered pieces.//0.046: 
45 266:60//AC005049 ; 

R-NT2RP2005393//Homo sapiens chromosome 17, clone hRPK:851B_7. complete sequence.//6.0e-41 :226:86// 
AC005695 ; .;. - 

R-NT2RP2005407 > ^ 

R-NT2RP2005436//Polistes annularis (clone pan117/\AT) tandem Vepeat regiony/0.039:169:63//L10835 
so R-NT2RP2005441//CIT-HSP-2338P5.TR CIT-HSP Homo sapiens genomic clone 2338P5, genomic survey se- 

quence.//3.0e-38:263:88//AQ055548 

R-NT2RP2005453//CIT-HSP-2367N1.TR CIT-HSP Homo sapiens" genomic clone 2367N1, genomic survey se- 
quence.//0.67:409:59//AQ079845 \ 
R-NT2RP2005457//Homo sapiens partial XPGC gene, exon 2.//2.0e-42:3l5:82//X7l342 
55 R-NT2RP2005464//CIT-HSP-2359C16.TF CIT-HSP Homo sapiens genomic clone 2359C18, genomic survey se- 

quence.//1 .0:251 :6a//AQ07581 6 i 

R-NT2RP2005465//Drosophila melanogaster, chromosome 2R, region.44Dl-44D2, P1 clone DS08616. complete 
sequence.//01251288:62//AC005457 ' "i"'' ' 
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R-NT2RP2005472//Chlorarachnion CCMP621 small subunit ribosomal RNA, 5.8S ribosomal RNA, large subunit 
ribosomal RNA, U6 small nuclear RNA, small subunit ribosomal protein S13 {RPS13), pre-mRNA splicing factor 
PRP 6 homolog, small subunit ribosomal protein 4 (RPS4), small nucleolar ribonucleoprotein E homolog (snRNPE), 
ATP-dependent dp protease proteolytic subunit homolog (CLPP), putative RNA polymerase 11 subunit (RNA 
5 POLII), and RNA helicase homolog (RNAHEL) genes, complete cds.//1 .0:356:59//U58510 

R-NT2RP2005476//Plasmodium falciparum DNA*** SEQUENCING IN PROGRESS "* from MALI P3, WORKING 
DRAFT SEQUENCE.//0.00092:421:60//AL031 746 - 

R-NT2RP2005490//Homo sapiens clone NH0001P09, WORKING DRAFT SEQUENCE, 1 unortlered pieces.// 
6.26-71:1 87:1 00//AC006030 : . . - 

10 R-NT2RP2005491//paramecium species 5.311 mt dna dimer: replication init. region.//1.6e-10:403:62//K00917 

R-NT2RP2005495//Homo sapiens clone RG037F03. WORKING^ DRAFT SEQUENCE. 12 unordered pieces.// 
1.3e-25:208:82//AC005051 . . 

R-NT2RP2005496//Human DNA sequence from clone 354N1 9 bn'xhromosome 6q22. Contains the 3' part of the 
gene for Mannosyt-Oligosaccharide Alpha-1 ,2-Mannosidase (Man(9)-a|pha-mannosidase, EC 3.2.1 .113), a Cyto- 
15 chrome C Oxidase Polypeptide I (EC 1.9.3.1) pseudogene and a pseudogene similar to 60S Ribosomal Protein 
L13A. Contains genomic mariners D6S287 and D6S1696, ESTs, STSs, GSSs and two CA repeat polymorphisms, 
complete sequence.//1.6e-22:196:84//AL022722 
R-NT2RP2005498 - 

R-NT2RP2005501//Homo sapiens chromosome 17. clone hRPK.269_G_24, complete sequence.//.7e-29:252:76// 
20 AC005828 

R-NT2RP2005509//CIT-HSP-2060J6.TR CIT-HSP Homo sapiens genomic clone 2060J6, genomic sun^ey se- 
quence.//3.1 e-53:402:84//B69979 

R-NT2RP2005520//Homo sapiens chromosome-associated prbtein-E (hCAP-E) mRNA, complete cdsy/9.9e-1 09: 
570:94//AF092563 ' ' ' ' 

25 R-NT2RP2005525//Human clone JkA2 mRNA induced upon f-6eli activation, 3* end.//5.1e-32:175:98//U38432 

R-NT2RP2005531//Homo sapiens PAC clone DJ0870F17 from 7q33-q36, complete sequence.//0. 94:288:61// 
AC004911 

R-NT2RP2005539//Homo sapiens mRNA for NSI-binding protein- (fi'SI -BP) .//2.7e-1 06 :560:94//A J0 12449 
R-NT2RP2005540//Homo sapiens mRNA for KI/KA0494 protein, i complete cds.//5.3e-114:583:96//AB007963 
30 R-NT2RP2005549//Homo sapiens *** SEQUENCING IN PRb^GRESS****. WORKING DRAFT SEQUENCE 7/0.91 : 

287:58//AJ011929 

R-NT2RP2005555//Homo sapiens 12p13.3 PAC RPCIS-927jlp3i[R6Well Park Cancer Institute Human PAC li- 
brary) complete sequencey/3.6e-05:222:66//AC004804 ' '' V'!/: ' 

R-NT2RP2005557//Homo sapiens PAC Clone DJ1200I23 from:7pl5, complete sequence.//8.2e-22:236:76// 
35 AC004996 

R-NT2RP2005581//Homo sapiens clone DJ0693M11, WORKING. DR^Ft SEQUENCE, 7 unordered piecesV/ 
7.2e-45:286:85//AC006146 : ; ; 

R-NT2RP2005600//Human polymorphic microsatellite DNA.//0.043:3b4V58//M99148 
R-NT2RP2005605//Human Cosmid g1572c190, complete sequence.//2.4e-17:163:77//AC000126 
40 R-NT2RP2005620 " ■ . ; 

R-NT2RP2005622//jd432 Trypanosome Shotgun Ml 3 genomi6 Trypanosoma brucei brucei genomic clone 11B7, 
genomic survey sequencey/0.010:308:5a//B13538 

R-NT2RP2005637//Homo sapiens PAC clone DJ0555L14 from 7q34-q36. complete sequence.//2.5e-26:322:72// 
AC005996 - ^ 

45 R-NT2RP2005640//MUS musculus squamous cell carcinoma antigen 2 (Scca2) gene, complete cdsy/0.030:370: 

60//AF063937 . .^ . ^ > 

R-NT2RP2005645//Plasmodium falciparum chromosome 2, sectio'n 35 of 73 of the complete sequencey/3.2e-08: 

355:62//AE001398 

R-NT2RP2005651 

50 R-NT2RP2005654//Leishmania major Friedlin cosmid L5769, compiete sequence //0.96:21 6:66//AL031 908 

R-NT2RP2005669//Homo sapiens nitrilase homolog 1 (NITiJ)jg\ri.e! '^Uer^ spliced product, complete cds.// 
6.7e-117:594:95>VAFa69984 ' . * 

R-NT2RP2005675//Homo sapiens growth suppressor related (oppfjl R) mRNA, complete cds.//l .8e-89:434:98// 
AF089814 

55 R-NT2RP2005683//id432 Trypanosome Shotgun Ml 3 genomic Trypanosoma brucei brucei genomic clone 1 1 B7, 

genomic survey sequencey/0.037:283:5a//Bl 3538 'i>t rV, ' ' 

R-NT2RP2005690//Homo sapiens clone DJ0425I02, WORKING DRAFT SEQUENCE, 5 unordered piecesy/1 .5e- 
38:295:83//AC005478 ' ^'Vj^ 1^ ' ^ , 
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R-NT2RP2005694//Plasmodlum falciparum DNA SEQUENCING IN PROGRESS *** from contig 3-106, com- 
plete sequence.//0.0026:414:57//AL01 0210 > • 
R-NT2RP2005701 

R-NT2RP2005712//Homo sapiens mRNAfor KIAA0799 protein, partial cds ,//4. 1e-1 04 :503:98//AB0 18342 
5 R-NT2RP20G57l9//Caenorhabclitis elegans cosmid LLCl , coniplete sequence.//0.83:275:6l//Z82277 

R-NT2RP2005722//Human DNA sequence "* SEQUENCING IN ;PROG.RESS *** from clone 228H13, WORKING 
DRAFT SEQUENCE.//1.2e-21:199:75//AL031 985 - V * ■ ' 

R-NT2RP2005723 V- * 

R-NT2RP2005726//Homosapien$cloneDJ0609N19,WORKING'DRAFTSEQUENCE. 3 unordered pie^^^ 
10 64:503:82//AC004842 = «^ . . i 

R-NT2RP2005741 //Human Chromosome 1 1 pac pDJ393o1 5, WORKING DRAFT SEQUENCE, 8 unordered plec- 
es.//2.5e-09:261 :64//AC000384 

R-NT2RP2005748//RPCI11-64K11.TK RPCI11 Homo sapiens genomic clone R-64K11. genomic survey se- 
quence.//0.00039:21 5:66//AQ23931 3 
15 R-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DR6) mRNA, complete cds.//l .3e-40:223:96// 
AF068868 

R-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds,//3.7e-l 03:494:98// 

AF082516 • • ' • 

R-NT2RP2005763//Homo sapiens DNA sequence from PAC 510L9 on chromosome 6p24.1-p25.3.//9.7e-34:172: 
20 86//AL022098 

R-NT2RP2005767//Human clone H3 mRNAy/2.5e-21:179:87//U03672 

R-NT2RP2005773//HS_2168_B1_G12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2168 Col=23 Row=N, genomic survey sequenceV/0.99:212:63//AQ086414 
R-NT2RP2005775//Rabbit mRNA for endopeptidase, complete cds.//4.8e-98:591:88//D13310 
25 R-NT2RP2005781//Streptomyces sp. genomic DNA for sarcosine oxidase.//0.019:384:59//D10623 

R-NT2RP2005784//Human DNA sequence *** SEQUENCING IN PROGRESS *" from Clone 11 85N5. WORKING 
DRAFT SEQUENCE.//1.8e-102:490;99//AL034423 " • ^ 

R-NT2RP2005804//Homo sapiens chromosome 17, clone'hRRK:i47lL_13. complete sequence.//6.3e-1 6:481: 
63//AC005332 

30 R-NT2RP200581 2//Caenorhabditis elegans cosmid F1 581 07/0:81 :147:63//AF036696 

R-NT2RP2005815 I '^'*'IV.'': 

R-NT2RP2005835 "X^X' I 

R-NT2RP2005841//Human DNA sequence from cosmid U209GV on Wfbmosome X.//1.5e-26:512:64//Z68873 
R-NT2RP2005853//Human DNA sequence from clone 1156.N12,on chromosome X. Contains an STS and GSSs, 
35 complete sequencey/3.7e-i6:340:64//AL009047 !' '^l^^'r''::- 

R-NT2RP2005857//Human DNA sequence from cosmid U246D9 -on chromosome X. Contains a histone H2B like 
pseudogene.//1.3e-09:331:65//AL021308 " . •' . 

R-NT2RP2005859//Plasmodium falciparum DNA "* SEQUENCING IN PROGRESS *** from contig 3-83, complete 
sequence.//0.0097:363:59//AL010152 ■ ' 

40 R-NT2RP2005868//Plasmodium falciparum DNA "* SEQUENCING IN PROGRESS *** from contig 3-18, complete 

sequence.//1 . 1 e-07:508:60//AL008971 

R-NT2RP2005890//Mouse oncogene (ect2) mRNA, complete cdsy/2.7e-3i :500:67//ALii3l6 
R-NT2RP2005901//Homo sapiens T-cell receptor alpha delta locus from bases 752679 to 1000555 (section 4 of 
5) of the Complete Nucleotide Sequence7/0.89:276:60//AE00066i 

45 R-NT2RP2005908 ■ ... 

R-NT2RP2005933//Rattus norveglcus nucleoporin p54 mRNA,' complete cds.//1 .2e-40:285:80//U63840 
R-NT2RP2005942//Homo sapiens DNA sequence from PAC 1 42L7 on chromosome 6q21 . Contains a Laminin 
Alpha 4 (LAMA4) LIKE gene coding for two alternatively spliced franschpts, a Tubulin Beta LIKE pseudogene, a 
Connective tissue growth factor (NOV, GIG) LIKE gene, A predictedCpG island, ESTs, STSs and genomic marker 

50 D6S41 6, complete sequence7/0.0011:480:58//Z99289 ^ . 

R-NT2RP2005980//Homo sapiens Xp22 BAC GSHB-536K7 (Genome Systems Human BAC library) complete 
sequence.//8.9e-21:136:78//AC004616 , . 

R-NT2RP2006023//HS_2176_B1_C10_MR CIT Approved Humap.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l 76 Col=19 Row=F, genomic survey sequence .//2.5e-66:369:95// 
55 R-NT2RP2006038//Plasmodium falciparum chromosome 2, section '6 of 73 of the complete sequence7/0.00029: 

408:5a//AE001369 - ' ^p'V^ ; 1 

R-NT2RP2006043//Polistes annularis (clone pan117/VAT) landem Vepeat region.//0.032:l95:62//Ll0835 
R-NT2RP2006052//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
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DRAFT SEQUENCE, 14 unordered pieces.//0.11 :263:61//AC005140- 
R-NT2RP2006069 

R-NT2RP2006071//Plasmodium falciparum 3D7 chromosome 12.PFYAC1122 genomic sequence. WORKING 
DRAFT SEQUENCE, 3 unordered pieces.//0. 00044 :333:61//AC0047p9 
5 R-NT2RP2006098//Plasmodium falciparum DNA *** SEQUENCING fKl PROGRESS *** from contig 3-77, complete 

sequence.//4.1e-09:393:62//AL010l51 

R-NT2RP2006100//HS_2020_A2_H02_T7 CIT Approved Human Genomic Spenn Library D Homo sapiens ge- 
nomic clone Plate=2020 Col=4 Row=0, genomic survey sequence.//|8,3e-53:304:92//AQ228761 
R-NT2RP2006103//Rat sodium-hydrogen exchange protein-isojorm 3.(NME-3) mRNA, complete cds7/1.5e-16: 

10 199:79//M85300 '\ '.yt-.\> ' 

R-NT2RP2006141 ^iK -l " 

R-NT2RP2006166//Human Chromosome 16 BAC clone CIT987SK-A^58^^ , complete sequence.//8.2e-48:329: 

76//AC002045 ' i ' V 

R-NT2RP20061 84//RPCI11 -601 6.TP RPCI-1 1 Homo sapiens genomic clone RPCl-1 1 -601 6, genomic survey se- 

15 quence.//0.52:273:61//B49539 

R-NT2RP2006186//Homo sapiens mRNA for K1AA0654 protein, partial cds.//1 .9e-1 08:553 :95//AB01 4554 
R-NT2RP20061 96//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-57. complete 
sequence.//4.2e-05:420:59//AL008981 

R-NT2RP2006200//Homo sapiens chromosome 12p13.3 clone RPCI1-96H9, WORKING DRAFT SEQUENCE. 
20 66 unordered pieces.//2.1e-1 00 :409:96//AC006057 

R-NT2RP2006219//H.saplens mRNA for DGCR6 protein. //3.8e-93:532:90//X96484 
R-NT2RP2006237//Pfalciparum PK1 geney/2.9e-08:481 :59//X83707 

R-NT2RP2006238//Human chromosome 16 BAC clone CIT987Sk-A-962B4, complete sequence.//3.5e-79:405: 
89//U91318 

25 R-NT2RP2006258//Human PAC clone DJ0899B21 froni' 7pj5^p21, complete sequence.//2.2e-08:283:63// 

AC004008 

R-NT2RP2006261//H.sapiens mRNA for serine/threonine prdtfeiri' 'kinase EMKy/6.2e-13:234:68//X97630 
R-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene. c6mplete.cds.//2.0e-108:542:97//AF035262 
R-NT2RP2005320//347J16.TVB CIT978SKA1 Homo sapiens-'^bnpmic Clone A-347J16, genomic survey se- 
30 quence.//1 .26-27:21 5:65//B1 7768 ^ x"-P?f>5^j ' 

R-NT2RP2006321//Human karyopherin beta 3 mRNA, complete .cd3y/l v7e-48:298:90//U7276l 
R-NT2RP2006323//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 702J19, WORKING 
DRAFT SEQUENCE.//2.8e-104:524:96//ALC33531 . ; ' - 

R-NT2RP2005333//Homo sapiens PAC Clone DJ0808A01 frorh 7q21r:i>q31 .1 , complete sequencey/3.9e-33:298: 
35 78//AC004893 

R-NT2RP2006334 ^ ' 

R-NT2RP2006365//RPCI1 1 -7211 5.TK RPC1 1 1 Homo sapiens genomic clone R-721 1 5, genomic survey sequence.// 
2.6e-35:217:92//AQ267043 \ , ' * 

R-NT2RP2006393//*** SEQUENCING IN PROGRESS *** Homo^sapiens chromosome 4, BAC clone B13E4; 
40 HTGS phase 1 . WORKING DRAFT SEQUENCE, 10 unordered pieces.//8.0e-40:31 7:81//AC004046 

R-NT2RP2006436//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y738F9, WORKING 
DRAFT SEQUENCE.//3.2e-42:1 84:86//AL022345 7/ ^ 

R-NT2RP2006441//Plasmodium falciparum microsatellite TA80.sequence.//0.00021:1 88 :68//AF0 10568 
R-NT2RP2006454//Plasmodium falciparum chromosome 2, sectioh^60 of 73 of the complete sequence.//0.30:265: 
45 60//AE001423 

R-NT2RP2006456//Homo sapiens Clone 23566 mRNA sequence://2.5e-104:532:96//AF052098 
R-NT2RP2006464//Homo sapiens mRNA for AND-1 proteinV/e'eSl 08:524:97// AJ006266 
R-NT2RP2006467//Sequence 50 from patent US 5691147://8i;e-22;235:74//l76222 

R-NT2RP2006472//Human DNA sequence "* SEQUENCING Tn 'P ROGRESS *** from clone 1 1 72A22, WORKING 
50 DRAFT SEQUENCE.//5.4e-12:407:62//AL034386 : v 

R-NT2RP2006534//Dictyostelium discoideum actin 8 gene, 3VUJR7/(p;4i 

R-NT2RP2006554//Plasmodium falciparum chromosome 2, section 7- 6f.'73 of the complete sequence.//0.1 9:392: 
58//AE001370 * ■ '^'^'S ":;-" ' 

R-NT2RP2006565//SUS scrofa SCAMP 1 gene, exon 97/1.50-1 3 :292:68//AJ223742 
55 R-NT2RP2006571//Homo sapiens chromosome 19, cosmid: F,1 7972. . complete sequence.//0.0024:409:58// 

AC004660 ' ' " ' 

R-nnnnnnnnnnnn//Human BRCA2 region, mRNA sequence CG005)/3.3e-16:334:64//U50532 
R-NT2RP2006598//MUS musculus retinoid X receptor interacting protein (RIP110) mRNA, partial cdsy/1.6e-19: 
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448:64//U22015 

R-NT2RP3000002//Human DNA sequence from cosmid Nl04C7bri- chromosome 22, complete sequence.//4.4e- 
1 4:501 :63//Z82246 - S^vY ; 

R-NT2RP3000031//Homo sapiens mRNA for histone deacetyiase-like protein (JM21).//5.9e-11 5:560:97// 
5 AJ011972 ■ 

R-NT2RP3000046//Homo sapiens clone DJ0042M02, WORKING"iDRAFr SEQUENCE. 20 unordered pieces.// 
3.9e-57:402:83//AC005995 ' '^^^ ix^'^ 

R-NT2RP3000047//Homo sapiens chromosome 17, clone hRPI<;;i38_Pi22, complete sequence7/l .0:1 58:66// 
AC005697 

10 R-NT2RP3000050//Human DNA sequence *** SEQUENCING-1N. PRIpGRESS "* from clone 451 B21 . WORKING 

DRAFT SEQUENCE.//2.7e-32:411:69//AL033522 / 

R-NT2RP3000055//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1000N6, WORKING 
DRAFT SEQUENCE.//7.9e-17:309:69//AL034378 ^ ; . 

R-NT2RP3000072//Brasslca rapa DNA for S-Iocus glycoprotein, complete cds.//2.9e-07:516:60//D88192 
15 R-NT2RP3000080//Homo sapiens clone DJ1129D05, complete sequencey/1.7e>27:186:90//AC005630 

R-NT2RP3000085//Arabldopsis thaliana acetyl-CoA carboxylase biotin-contalning subunit mRNA, nuclear gene 

encoding chloropiast protein, complete cdsy/0.0051:289:59//U-23155 

R-NT2RP3000109//HS_3065_/V2_D04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate-3065 Col=8 Row=G, genomic survey sequencey/2,5e-62:304:100//AQ 137776 
20 R-NT2RP3000134//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MALI P3, WORKING 

DRAFT SEQUENCE.//0.027:414:57//AL031746 ' - 

R-NT2RP3000142//Homo sapiens mRNA for KIAA0592 protein, partial cdS.//3.8e-115:578:96//AB011164 
R-NT2RP3000149//Homo sapiens chromosome 17, clone hRPIj::;332_H_18, complete sequencey/1 .3e-67:354: 
95//AC005746 . ij^'^: 

25 R-NT2RP30001 86 1 v ' 

R-NT2RP30001 97//Human DNA sequence from PAC 1 81 Ni; o'niChrdmbsome X contains ESTs, STS polymorphic 
CA repeat*y/2.5e-31 :295:78/yZ82899 . ^M'fe;:,.^: 

R-NT2RP3000207//Homo sapiens Chromosome 1 6 BAC clone bi7:987Sk-A-954Bl 0, complete sequencey/0.01 6: 
305:6iy/AC004514 ^i^ X ^^ - 

30 R-NT2RP3000220//RPCI1 1 -6307TJ RPCI1 1 Homo sapiens genomic clone R-6307, genomic survey sequencey/ 

0.25:11 8:66MQ201 832 .. ' l 

R-NT2RP3000233//Plasmodium falcipamm mRNA for major merozcHte surface antigen gp195.//3.2e-ll :440:59// 
XI 5063 . :; . 

R-NT2RP3000235//MUS musculus chromosome 6 clone TB6 subclone TB6pD1//0.81 :114:64//U19530 
35 R-NT2RP3000247//Homo sapiens DNA sequence from clone 326L1 2 on chromosome Xq27. i 27.3. Contains the 
cancer/testis antigen CT7 (melanoma-associated antigen MAGE-Cl )'geriel two MAGE family pseudogenes, STSs 
and a CA repeat polymorphism, complete sequencey/4.8e-73:36i:86//AL023279 

R-NT2RP3000251//Homo sapiens chromosome 1 7, clone hRPK.1 92_H_23, complete sequence.//0.025:131 :66// 
AC005726 

40 R-NT2RP3000252 ' 

R-NT2RP3000255//HS-1 025-B2-F08-MF.abi CIT Human Genomic! Sperm Library C Homo sapiens genomic clone 

Plate=CT 804 Col=l6 Row=L, genomic survey sequencey/p.67:'H'9i66//B34879 

R-NT2RP3000267 

R-NT2RP3000299//Rattus norvegicus mRNA for Crk-associated substrate, pi 30, complete cds.//1 .2e-23:424:69// 
45 D29766 ' '1>'';^ 

R-NT2RP3000312//Plasmodium falciparum MAL3P4, complete, sequ.encey/0. 55 :414:59//AL008970 
R-NT2RP3000320//HS_3056_A1_C03_MR CIT Approved Human-Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3056 Col=5 Row=E, genomic survey sequence!^^^ 

R-NT2RP3000324//Rattus norvegicus potassium channel reguJatoV^cT .mRNA, complete cdsy/1 .5e-22:265:75// 

50 U78090 ' ^^H'^ ^ . 

R-NT2RP3000333//Plasmodium falcipamm MAL3P6, complete.sequence.//0.68:460:57//298551 
R-NT2RP3000341//H.sapiens mRNA for TIM17 preprotein translocaisey/1 .4e-19:137:90//X97544 
R-NT2RP3000348//CITBI-E1-2513C11 TF CITBI-E1 Homo sapiens gienqmic Clone 2513C11 , genomic survey se- 
quence .//0. 001 4:1 1 8:72//AQ2781 77 ■ - ' • 

55 R-NT2RP3000350 

R-NT2RP3000359//Homo sapiens Clone NH0319F03. WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
2.8e-55:320:75//AC006039 ' ' ; ' 

R-NT2RP3000361//Homo sapiens mRNA for KIAA0552 protein; cbriiplete cds.//0.18:275:61//AB011124 
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R-NT2RP3000366//CIT-HSP-231 7H1 3.TF CIT-HSP Homo sapiens genomic clone 231 7H1 3, genomic survey se- 
quence.//6.7e-42:214:100//AQ041634 ^ ' - ' 

R-NT2RP3000397//HS-1 01 2-B1 -F01 -MR.abi CIT H uman Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 787 Col=1 Row=L, genomic survey sequence//0.015:184:63//B31 814 
5 R-NT2RP3000403//Homo sapiens formin binding protein 21^ mRNA, .complete cds.//1 .3e-109:529:98//AF071185 

R-NT2RP3000418//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 51 0B21 , WORKING 
DRAf=TSEQUENCEy/6.2e-15:445:65//AL031885 
R-NT2RP3000433 

R-NT2RP3000439 ■ • • 

10 R-NT2RP3000441 

R-NT2RP3000449//Human DN Asequence "* SEQUENCING IN PROGRESS *** from clone 1 01 8D1 2. WORKING 
DRAFT SEQUENCEV/i .6e-43 : 300 :76//AL03 1650 R-NT2RP300045l//3'untranslated region of human mRNA for 
a K+ channel protein.//0.71:101:66//E13519 

R-NT2RP3000456//Human Xq28 cosmids U126G1. U142F2, U69B6, U145C10, U169A5, U84H1, U24D12. 
15 U80A7, U153E6, L35485, and R7-163A8 containing iduronate 2-sulfatase gene and pseudogene, complete se- 

quence.//5.2e-16:376:65//AF011889 

R-NT2RP3000484//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 120G22, WORKING 
DRAFT SEQUENCE.//0.61:326:58//AL031847 

R-NT2RP3000487//Sequence 32 from patent US 5476781 .//8.6e-08:409:61//l16692 
20 R-NT2RP3000512//RPCI11-60F15.TK RPCI11 Homo sapiens genomic clone R-60F15, genomic survey se- 
quence.//2.2e-68:379:93//AQ201516 ' V^' . 

R-NT2RP3000526//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 377F1 6, WORKING 
DRAFT SEQUENCE.//4.1e-07:224:65//Z93783 rViV'"- =; . 

R-NT2RP3000527//HS_3228_A1_H07_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3228 Col=13 Row=0, genomic survey sequerice. 7/4.50-30: 184:^ 

R-NT2RP3000531//T6M24-Sp6 TAMU Arabidopsis thaliana genorfiic clone T6M24, genomic survey sequence.// 
0.67:88:68//AQ248538 ^ ^ly, 

R-NT2RP3000542//Human DNA sequence SEQUENCiriGlN -pfe'CaRESS *** from clone 126B4, WORKING 
DRAFT SEQUENCE.//2.0e-24:145:82//AL022316 
30 R-NT2RP3000561//Homo sapiens PAC clone DJ0942I16 from 7q11, complete sequence.//6.1e-1 07:548:95// 

AC006012 

R-NT2RP3000562//HS_2041_B1_E08_T7 CIT Approved Human^,G,^nomic Spemi Library D Homo sapiens ge- 
nomic clone Plate=2041 Col=15 Row=J. genomic survey sequencey/9.6e-55:279:98//AQ230207 
R-NT2RP3000578//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 3-105, com- 
35 pletesequence.//0.00060:356:58//AL0102l2 

R-NT2RP3000582//Homo sapiens chromosome 17, clone hCIT468_F_23, WORKING DRAFT SEQUENCE, 3 
unordered pieces.//4.2e-29:282:67//AC004666 \ ' ' : \ 

R-NT2RP3000584//Human PAC Clone DJ222H05 from )i:q25-q26. complete sequence.//7.4e-44:245:78// 
AC002377 

40 R-NT2RP3000590//Arabtdopsis thaliana chromosome II BAC T31E1 0 genomic sequence, complete sequenceV/ 

0.66:341 :59//AC004077 " ; ' . 

R-NT2RP3000592//Plasmodium falciparum 3D7 chromosome: 12 'PFYAC1 81 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces.//0.022:491 :56//AC0055p5. 

R-nnnnnnnnnnnn//HS_3025_A1_D11_MR CIT Approved Humari-. Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3025 Col=2l Row^^G, genomic survey seqLienee';//2.6e-2i:i6i:88//AQi0i452 

R-NT2RP3000599//Plasmodium falcipamm MAL3P8, complete sequerice.7/1.3e-09:543:58//AL034560 
R-NT2RP3000605//Homo sapiens chromosome 19, cosmid F209p^^^ sequence.//5.6e-1 15:554:98// 

AC006128 2 '- ' J^- " i 

R-NT2RP3000622//Homo sapiens chromosome 1 2p1 3.3, wp^KlNGM SEQUENC E, 27 unordered pieces.// 

50 0.15:233:63//AC005414 " • "^"^r ' 

R-NT2RP3000624//CIT-HSP-2022D4.TR CIT-HSP Homo sapiens genomic clone 2022D4, genomic survey se- 
quence.//1 .0:166:66//B64262 

R-NT2RP3000628//Human BAC clone GS188P18, complete sequence.//5.3e-56:384:83//AC000115 
R-NT2RP3000632//Human cyclin-selective ubiquitin earner protein ' rnRNA, complete cds.//4.0e-61 :438:85// 
55 U73379 

R-NT2RP3000644//Homo sapiens DNA from chromosome I9pl3:2 cosmids R31240, R30272 and R28549 con- 
taining the EKLF, GCDH, CRTC, and RAD23A genes, genomic sequence.//1 .0e-43:408:77//AD000092 
R-NT2RP3000661//Rrubripes GSS sequence, clone l48D22bB9l genomic survey sequence.//2.7e-l 7:234:69// 
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AL005927 ' ^ • 

R-NT2RP3000665//Human chromosome 11 46b2cosmicl, complete sequence.//2.1e-42:526:72//U73645 
R-NT2RP3000685//HS_3007_A2_F02_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3007 Col=4 Row=K, genomic survey sequence.//.1 .6e-1 01 :506:97//AQ1 18425 
5 R-NT2RP3000690//Piasmoclium falciparum MAL3P6, complete sequence.//l .3e-i3:4il :61//Z9855i 

R-NT2RP3000736 ^ ^ y 

R-NT2RP3000742//Rattus norvegicus phosphoiipase C clelta-4 mRlsjA/complete cds7/0.0071 :231:65//U 16655 
R-NT2RP3000753//Homo sapiens DNA sequence from BAG 55020 on chromosome 6. Contains a Spinal Muscular 
Atrophy (SMA3) LIKE gene overlapping with a beta-glucoronidase LIKE pseudogene. Contains a membrane pro- 
10 tein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five predicted 
tRNA genes. Contains ESTs, GSSs (BAC end sequences) and a CA repeat polymorphism, complete sequence.// 
0.88:366:56//AL021368 

R-NT2RP3000759//HS_2055_A2_D09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=18 Row=G, genomic survey sequence.//0.45:251:60//AQ234828 
15 R-NT2RP3000815//Homo saplens chromosome 17, clone hRPK;2p9_J_20, complete sequencey/2.0e-20:293: 

72//AC005822 

R-NT2RP3000825//Plasmodium falciparum MAL3P6, complete.sequence.//0.0044:325:62//Z98551 
R-NT2RP3000826//Human DNA sequence *** SEQUENCINGJN PROGRESS *** from clone 1177)5. WORKING 
DRAFTSEQUENCE.//5.3e-25:375:72//AL022315 . . 

20 R-NT2RP3000836//Human DNA sequence SEQUENCING J 1^ PROGRESS *** from clone Y214H1 0, WORK- 

ING DRAFT SEOUENCEy/1 .36-19:1 81 :81//AL022344 \J V; ' • 
R-NT2RP3000841//Homo sapiens, clone hRPK.1_A_1 , complet(Biseiiuencey/0.20:226:6 
R-NT2RP3000845//Homo sapiens chromosome 19, cosmid R33632, complete sequence.//6.8e-91:512:92// 
AC005781 

25 R-NT2RP3000847//***ALU WARNING: Human Alu-Sp subfamily consensus seq u ence . //7. 9e-38:1 79 :86//U 14572 

R-NT2RP3000850//Homo sapiens BAC clone GS166A23 from 7p2r, complete sequence.//4.4e-48:505:76// 
AC005014 . " 

R-NT2RP3000852//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 
DRAFT SEQUENCE.//2.9e-82:311 :98//AL031297 - * ' 

30 R-NT2RP3000859 

R-NT2RP3000865//Human DNA sequence from clone 23K20 9n chromosome Xq25-26.2 Contains EST, STS, 
GSS, complete sequenceY/l .2e-15:482:63//AL022153 R-NT2FiP3000868//Frultfly strain g20 mitochondrial DNA, 
A+T-rich region, partial sequence .//0.00045:260:59//AB003097'^ ' 

R-NT2RP3000869//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 330012, WORKING 
35 DRAFT SEQUENCE.//0.0058:172:64//AL031731 " ' ' 

R-NT2RP3000875//H.saplens /Hepatitis B virus fusion mRNA for mevalonate kinasey/1 .4e-99:531 :93//X75311 
R-NT2RP3000901 

R-NT2RP3000904//Genomlc sequence for Arabldopsis thaliana BAC T7N9, complete sequencey/0.32:26l :57// 

AC000348 ^ .: 

40 R-NT2RP300091 7//Plasmodlum falciparum MAL3P7. comp!ete'sequenbe.//0.00092:456:58//AL034559 

R-NT2RP3000919 - ; ; 

R-NT2RP3000968//H.saplens mRNA for ribosomal protein sV5ay/£^e-24:375:71//X84407 

R-NT2RP3000980//Homo sapiens chromosome 17, clone hRPK:855_;p_2l, complete sequence.//0.36: 186:62// 

AC006079 ' J'f:'':'' , 

45 R-NT2RP3000994//Plasmodium falciparum 3D7 chromosorhe-1 2 PFyACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered plecesy/0.00052:413:60///V'G6a514d : 

R-NT2RP3001004//Saccharomyces cerevisiae VAR1 gene,' mitochondrial gene encoding mitochondrial protein, 
3' processing site, partial sequence7/1.le-07:330:64//U32857 - " ' - 

R-NT2RP3001 007//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from contig 4-82, complete 

50 sequence.//0.045:286:61//AL010255 ■ ■ ::* \ I 

R-NT2RP3001055//Human DNA sequence from PAC 27K14 on chromosome Xpll .3-Xp11 .4. Contains monoam- 
ine oxidase B (MAOB). ESTs and polymorphic CA repeatsy/2.3e-56:348:91//Z95125 
R-NT2RP3001 057//H. sapiens HZF4 mRNA for zinc finger protein .//8.2e-84:531 :86//X78927 
R-NT2RP3001 081 //Plasmodium falciparum DNA *** SEQUENcifiG IN PROGRESS *" from MALI P3. WORKING 

55 DRAFT SEQUENCEy/1,1e-08:537:60//AL031 746 ' ; 

R-NT2RP3001084 ' ■ . •* j'v . 

R-NT2RP3001096 

R-NT2RP3001107 i,; 

1996 v-:^ -.i ;-;c :i ■ 
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R-nnnnnnnnnnnn//Human Chromosome I5q26.1 PAC clone, pbjl6k5 containing human DNA polymerase gamma 
(polg) gene, complete sequencey/7.4e-62:272:73//AC00531 6... . ... 

R-NT2RP3001111 [ , ' ■ k- V ' 

R-NT2RP3001113 i *:•■ 

5 R-NT2RP3001 1 1 5//Homo sapiens PAC clone DJ0905J08 from 7p1 2-pl 4, complete sequence.//7.2e-1 1 2:550:97// 

AC005189 ; 

R-NT2RP3001116//CIT-HSP-2282K23.TR CIT-HSP Homo sapiens genomic clone 2282K23, genomic survey se- 
quence.//0.000.13.160:69//AQ002011 ! " 

R-NT2RP3001119//Human DNA sequence from clone 61 2B1 8 on- chromosome lq24-25.3 Contains exon from 
10 gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS. CpG Island, 
complete sequence .//5.9e-99:497:96//AL03 1864 
R-NT2RP3001120 " ' ' 

R-NT2RP3001126//Plasmodium falciparum MAL3P7, complete sequence 7/0.035:266 :56//AL034559 
R-NT2RP3001133 

IS R-NT2RP3001140//Homo sapiens mRNA for KIAA0762protein..partialcds.//8.1e-114:549:97//AB018305 

R-NT2RP3001147//Homo sapiens Chromosome 17, clone HeiT187M2, complete sequence.//0.69:1 98:63// 
AC004448 . / - • 

R-NT2RP30011 50//Human DNA sequence *** SEQUENCING IN.PROGRESS from clone 423B22, WORKING 
DRAFT SEQUENCE.//2.4e-1 08:542:97//AL034379 ' . ' 

20 R-NT2RP30011 55//Homo sapiens mRNA for AND-1 protein.//2^9e-1 1 6:563:98//AJ006266 

R-NT2RP3001176//Plasmodium falciparum 3D7 chromosome .12VRFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.44:227:62//AC004688.^ ' 

R-NT2RP3001214//Borrelia burgdorferi plasmid Ip25, complete plasmid sequencey/0.0023:381:61//AE000785 
R-NT2RP3001216//RPCI11-18C15.TPC RPCI-11 Homo sapiens genomicclone RPCI-11-18C15, genomic survey 

2S sequence.//7.0e-29:167:97//B88077 ;;■ ' 

R-NT2RP3001221//Homo sapiens clone 14503. WORKING DRAFT SEQUENCE. 1 ordered pieces.//0.020:211: 
63//AC005827 

R-NT2RP3001232//Homo sapiens DNA sequence from PAC 12406 on chromosome 6q2l. Contains genomic 
marker D6S1 603. ESTs, GSSs and a STS with a OA repeat potymorphism, complete sequence.//2.7e-08:390:62// 
30 AL021326 : " ■ . ' 

R-NT2RP3001236//RPCI11-25C17.TKBR RPCI-11 Homo sapiens ;genomic Clone RPCI-11 -2501 7. genomic sur- 
vey sequence.//9.5e-4l :217:88//AQ01 4003 

R-NT2RP3001239//Human microtubule-associated protein IB (MAP1B) gene, complete cds.//2.9e-21 :438:63// 
L06237 

35 R-NT2RP3001245//Homo sapiens DNA sequence from PAC 9154012 on chromosome Iq24-q25. Contains EST, 

GSS.//0.00026:439:59//AL021398 ^ . ^ 

R-NT2RP3001253//HS_3002_A2_H12_MR CIT Approved HurVian; (Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3002 Col=24 Row=0, genomic sun/ey seqUen'ce7/0.98:190:63//AQ251982 
R-NT2RP3001260 , ,v.'vv 

40 R-NT2RP3001268//Homo sapiens clone DJ0959C21, WORKII^G DF^AFt SEQUENCE, 2 unordered pieces.// 

0.01 2:509:57//AC004936 

R-NT2RP3001272//Homo sapiens BAC Clone NH0161 H1 2 frorn'7pl 4^pl 5, complete sequence7/2.2e-22:1 34:87// 
AC005589 " u -^f^,^ , 

R-NT2RP3001274//Sequence 11 from Patent W09517522.//a.ob58: 133 :66//A45341 
45 R-NT2RP3001281//Human DNA sequence from PAC 52D1 on chi-omosome Xq2l, Contains OA repeats, STS.// 

4.40-55:558 :76//Z96811 ' /t^^ P 

R-NT2RP3001 307//HS_2058_A1_C06_l\^R CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2058 Col=11 Row=E, genomic survey sequencey/7.2e-33:260:86//AQ305868 
R-NT2RP3001318//Homo sapiens PAC clone DJ0649P17 from 7q11 .23-q21 , complete sequence.//0.27:210:65// 
50 AC004848 ^ 

R-NT2RP3001325 * * 

R-NT2RP3001 338//Rat tropoelastin gene, intron 1 7 (partial) './/1 .0:1 84:64//M86367 

R-NT2RP3001339//Homo sapiens mRNA for KIAA0451 protein,! complete Cds.//1 .2e-11 2:566: 96//AB007920 
R-NT2RP30%1340//Homo sapiens HMG box factor SOX-13 mRNA, complete cds7/3.2e-86:450:95//AF083105 
55 R-NT2RP3001355 

R-NT2RP3001374//HS„2184_A2_G04_MR CIT Approved HumanJ3lenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2l84 Col=8 Row=M, genomic survey sequen(^e.)y3.7e-10:l0l :84//AQ024647 
R-NT2RP3001383//Plasmodium falciparum chromosome 2, section. 34 of 73 of the complete sequence7/7.4e-07: 
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279:63//AE001397 

R-NT2RP3001384//Homo sapiens chromosome 19, cosmid R33907, complete sequence .//4,4e-75:382:97// 
AC005785 

R-NT2RP3001392//HS_3078_B2_D05_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
5 nomlc clone Plate=3078 Col=lO Row=H, genomic survey sequence!//1. 0:1 64:64//AQl 40587 

R-NT2RP3001396//RPCI11-63N18.TJ RPCI11 Homo sapiens, genomic clone R-63N18, genomic survey se- 
quence.//0.14:242:61//AQ238544 ■ ; 

R-NT2RP3001398//MUS musculus zinc finger protein (Zfp64) mRNA. complete cds.//1 .8e-10:193:72//U49046 
R-NT2RP3001399 

10 R-NT2RP3001407//Caenorhabclitiselegans cosmid D1046, complete sequenceV/O.OOll :392:60//Z681 60 

R-NT2RP3001420//Human BAG clone GS1 65104 from 7q21 , complete sequence .//3.7e-29:412:74//AC002379 
R-NT2RP3001426//Homo sapiens clone 24616 mRNA sequenceV/T.l e.l04:550:94//AF052158 
R-NT2RP3001427//Caenorhabditis elegans cosmid K11 057/0.39 :174:64//U531 52 

R-nnnnnnnnnnnn//Human nuclear pore complex-associated protein TPR (tpr) mRNA. complete cds .//1 .4e-94:533: 
IS 91//U69668 ' . ; 

R-NT2RP3001432//Homo sapiens DNAsequence from PAC 164C20 on chromosome 6ql6. 1-22.1 . Contains ESTs 
and GSSs (BAG end sequences), complete sequence,//2.5e-l 2:41 5:61 //ALQ09029 

R-NT2RP3001 447//Homo sapiens PAG clone D J0828B1 2 from 7q 1 1 .23-q21 . 1 , complete sequence.//5.6e-36:358: 
77//AC004903 

20 R-NT2RP3001 449//Homo sapiens clone 24497 mRNA sequence.'//! ,5e-.1 00:499:97//AF070630 

R-NT2RP3001453//Homo sapiens clone DJ0852024, WORKING DRAFT SEQUENCE. 2 unordered piecesy/4.0e- 

47:295:86//AC004906 

R-NT2RP3001457 

R-NT2RP3001459 

25 R-NT2RP3001472//Crithidia fasciculata kinetoplast apocytochrome b gRNA-mRNA chimera, clone:24.//0.33:150: 

66//D13030 r , '^v;:: 

R-NT2RP3001490//Plasmodium falciparum DNA *** SEQUENCINdf^ PROGRESS *** from contig 3-103, com- 
plete sequence./^.3e-08:483:60//AL01 0208 " I ''^ 

R-NT2RP3001495//Human oxidoreductase (HHCMA56) mRNA, C9mplete cds7/4.4e-60:338:93//U 13395 
30 R-NT2RP3001497//Homo sapiens multiple membrane sparini'ng receptbr'TRCS (TRG8) mRNA. complete cds.// 

2.le-110:549:97//AF064801 

R-NT2RP3001527//Human DNAsequence *** SEQUENCING IN PROGRESS *"from clone 1125A11, WORKING 
DRAFT SEQUENCE.//5.3e-32:310:78//AL034549 ' / : ' 

R-NT2RP3001529//Human Chromosome X, complete sequeric^\y/5;'5e-67:280:93//AC002420 
35 R-NT2RP3001538 : 

R-NT2RP3001554//Human microtubule-associated protein la (MAPI' A)' mRNA, complete cds.//7.8e-1 6:391:62// 
U38292 

R-NT2RP3001 580//Plasmodium falciparum 3D7 chromosome T2.'PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.00026:456:58//ACOOi4688" 
40 R-NT2RP3001587//Homo sapiens HRIHFB2115 mRNA, partial cds.//5.6e-08:86:88//AB0 15337 

R-NT2RP3001 589//Homo sapiens chromosome 17, clone hRPK.i p96_G_20, complete sequencey/0.066:360: 
60//AC005410 ; ' ' 

R-NT2RP3001607//CIT-HSP-2010M8.TR CIT-HSP Homo sapie'ns genomic clone 201 0M8. genomic survey se- 
quence.//0.041:194:67//B53490 

45 R-NT2RP3001 608//Human DNA sequence from PAG 296K21 on chromosome X contains cytokeratin exon, delta- 

aminolevulinate synthase (erythroid); 5-aminolevulinic acid synthase.(EG 2.3.1.37). 6-phosphofructo-2-kinase/ 
fructose-2,6-bisphosphatase (EC 2.7.1.105, EG 3.1.3.46). ESTs and STS.//0.69:151:64//Z83821 
R-NT2RP3001621//Human DNA sequence from clone 24ol 8 on ch/omosome 6p21 :31-22.2 Contains zinc finger 
protein pseudogene, VNO-type olfactory receptor pseudogene, nuclear' envelope pore membrane protein, EST, 

50 STS, GSS, complete sequencey/1.4e-46:354:83//AL021 808 f ^ 

R-NT2RP3001629//H.sapiens simple DNA sequence regiorj^clon'e;.Wg1a10.//0.99:137:63//X76572 
R-NT2RP3001634//Homo sapiens TRIAD1 type I mRNA, cdmplete cds 7/8.56- 108:541: 
R-NT2RP3001642 ' ,. 

R-NT2RP3001646//HS_3218_/V2_A01_T7 CIT Approved Hurrian Genomic Spenn Library D Homo sapiens ge- 
S5 nomic clone Plate=32l 8 Col=2 Row=A, genomic survey sequence.//2:6e-32:2l 5:91//AQ303003 

R-NT2RP3001 671 //Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS "*fromcontig 3-88, complete 

sequence.//0.018:262:61//AL010157 ^. , - 

R-NT2RP3001672 
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R-NT2RP3001676//Homo sapiens cosmid Q95D4. chromosome 21 5' of IFNAR2y/2.1e-48:413:77//AF039905 
R-NT2RP3001678//RPC111-50C17.TK RPCI11 Homo sapiens genomic clone R-50C17, genomic survey se- 
quence.//0.15:232:62//AQ116359 

R-NT2RP3001679//Homo sapiens genomic DNA of 8p21 .3-p22 "anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 3/11 .//7.8e-104:549:95//AB026860 

R-NT2RP3001688//Homo sapiens PAC Clone DJ1048B16 from. 7c|34-q36,, complete sequence.//6.6e-41:291:86// 
AC006019 ' " r -."j . 

R-NT2RP3001 690//Plasmodlum falciparum chromosome 2, section 52 of 73 of the complete sequencey/3.i e-07: 
433:59//AE001415 

R-NT2RP3001 708//Homo sapiens allele 14 fragile site locus (FRA10B) minisatellite sequence,//6.0e-06:237:64// 
AF053523 ' 

R-NT2RP3001712//CITBI-E1-2516N9.TF CITBI-El Homo sapiens genomic clone 251 6N9, genomic survey se- 
quence.//1 .5e-95:456:99//AQ279562 

R-NT2RP3001716//Homo sapiens chromosome Y, clone 264,M,20, complete sequence.//0.001 2:346:58// 
AC004617 

R-NT2RP3001724//Human HepG2 3' region Mbol CDNA. clone hmd6a06m3.//1.3e-27:163:95//D17273 
R-NT2RP3001 730//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 111 B22, WORKING 
DRAFT SEQUENCE.//7.6e-43:409:76//Z98200 
R-NT2RP3001739 

R-NT2RP3001752//Human clone 23774 mRNA sequenceV/l .9e-p8:104:84//U79279 

R-NT2RP3001 753//CIT-HSP-2379P21 .TF CIT-HSP Homo sapiens genomic clone 2379P21 , genomic sun^ey se- 
quence.//8.8e-06:1 02:78//AQ1 1 3378 

R-NT2RP3001764 • 

R-NT2RP3001777//Human mRNA for heparan sulfate proteaglycan (glypican)y/0.99:166:66//X54232 

R-NT2RP3001782//Homo sapiens mRNA for KI/5^0459 protein, partial Gds.//1.3e-111 :549:97//AB007928 

R-NT2RP3001792//MUS musculus myelin gene expression 'factorS(lOlEF-2) mRNA, partial cdsV/l .6e-32:266:83// 

U13262 ■• 

R-NT2RP3001 799//H. sapiens mRNA for OX40 homologueM5k^i4:374:79//X75962 

R-NT2RP3001819 

R-NT2RP3001844//Caenorhabditis elegans cosmid C54G7.//0.d042<231 :63//U40410 

R-NT2RP3001854//Plasmodium falciparum strain Dd2 heat shock protein 86 {HSP86), 01 (o1), 03 (o3), 02 (o2), 
CG8 {cg8), CG4 (cg4), CG3 {cg3), CG9 (cg9), CG1 (cg1), CG6 (cgej', chloroquine resistance candidate protein 
(cg2), and CG7 (cg7) genes, complete cds7/1.0:4(M:59//AF03d694 • 
R-NT2RP3001855 • ' ' 

R-NT2RP3001 896//CIT978SK-A-686F1 0.TV CIT978SK Homo.sapiens genomic Clone A-636F1 0, genomic survey 
sequence.//0.0012:68:82//AQ116409 '; . 

R-NT2RP3001898//Homo sapiens Chromsome 11 pi 5.5 PAC clone pDJ754h1 5 containing cdk-inhibitorp57/KIP2 
(CDKN1C) gene, complete sequence y/0.37:266:65//AC005950 

R-NT2RP3001 91 5//HumanBAC clone RG36701 7 from7p15-p21, complete sequence.//0.01 8: 144:66//AC002486 
R-NT2RP3001 926//Human potyadenylate binding protein (TIA-1 ) mRNA, complete cdsy/2.4e-1 0:77: 1 00//M771 42 
R-NT2RP3001929 

R-NT2RP3001931//Homo sapiens full-length insert cDNA clone YU73B1iy/1.0e-110:562:96//AF087969 
R-NT2RP3001938//Human DNA sequence from PAC 447616 on chromosome Xql 3. 1-Xq 13.37/0.38:386:56// 
Z95328 

R-NT2RP3001 943//Homo sapiens chromosome 5, Pi clone 1076B9 (LBNL H14), complete sequencey/0.87:298: 
61//AC004500 ' 
R-NT2RP3001944//BOS taurus clone CSSM056 satellite DNA seq^en^ 

R-NT2RP3001969//Homo sapiens chromosome 12p13.3 clpne Rp8i 11-35 0L7. WORKING DRAFT SEQUENCE, 
72 unordered plecesy/7.0e-l09:552:96//AC005844 , , • . ^ • 4; 
R-NT2RP3001989//Caenorhabditis elegans cosmid COI A2, complete 'sequence7/0.15:111:68/^^ 
R-NT2RP3002002//PIasmodium falciparum 14-3-3 protein gerie, partial cds.//0.016:286:60//AF065987 
R-NT2RP3002004//H.sapiens mRNA for FAST kinasey/5.le-41 :335:82//X86779 
R-NT2RP3002007 • 

R-NT2RP3002014//Human DNA sequence from clone 228/;^9 .pn^hrbmosome 22q1 2.3-1 3.32 Contains 85 KDA 
CALCIUM-INDEPENDENT PHOSPHOLIPASE A2. EST, GSS, CpG island, complete sequencey/6.6e-41 :297:86// 
AL022322 

R-NT2RP3002033 * 

R-NT2RP3002045//Drosophila melanogaster fat protein (fat) gene, complete cds.//0. 77:320: 60//M80537 
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R-NT2RP3002054//Caenorhabclitis elegans cosmid Y69H2, cqmi)l'ete sequence.//0.82:362:57//Z98877 
R-NT2RP3002056//F.rubripes GSS sequence, clone 020E22bg7,:; genomic survey sequence.//0.01 0:1 85:63// 
Z87006 \ T^,.:]^- 

R-NT2RP3002057 • V' -T y:^ ' 

5 R-NT2RP3002062//Human BAG Clone RG356F09 from 7p2l ,;c6mptete;sequence.//l .7e-l 7:1 64:81//AC004002 

R-nnnnnnnnnnnn *" ;. . ' ■ ' 

R-NT2RP3002081//HS_3082_A1_G09_MR CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3082 Col=17 Row=M, genomic sun/ey sequenc;e7/4,2e-25 :344:73//AQl 22260 
R-NT2RP3002097//Homo sapiens Xp22-150BAC GSHB-309Pi5>(GenofTie Systems Human BAG Library) com- 
W plete sequence.//2.6e-23:212:80//AC006210 vA^^ ' " 

R-NT2RP3002102//Homo sapiens BAG clone RG290G13 'from,'7q21, complete sequence.//0. 43: 168:64// 
AC004746 "V , 

R-NT2RP3002108//GIT-HSP-2346P16.TF GIT-HSP Homo sapiens genomic clone 2346P16, genomic sun^ey se- 
quence.//3.5e-08:110:78//AQ059071 ' : ; ' 

IS R-NT2RP30021 46//Streptococcus gordonii competence factor (comC) and histidine protein kinase (comD) genes, 
complete cds, and response regulator (comE) gene, partial Cds.//0.11 :534:55//U80077 

R-NT2RP3002147//Human DNA sequence '** SEQUENCING IN PROGRESS *** from clone 329F2, WORKING 
DRAFT SEQUENGE.//4.1e-1 08:551 :96//AL031 710 

R-NT2RP3002151//MUS musculus mRNA for Guanine Nucleotide Regulatory Protein, complete cds.//6.8e-62:347: 
20 80//AB003503 

R-NT2RP3002163//Anolis pulchellus vitellogenin mRNA, partial cdsy/0.77:281 :63//U46857 
R-NT2RP3002165 

R-NT2RP3002166//D.sargus satellite DNA (clone PSE3).//0.81:124:62//Z48711 
R-NT2RP30021 73 ^7]^?^i/ ; 

25 R-NT2RP30021 81//HS-1 042-/\2-F01 -MR.abi GIT Human Genqmii^'Sperm Library G Homo sapiens genomic clone 

Plate=GT 824 Gol=2 Row=K, genomic survey sequencey/l .3e-35:305:81//B36980 
R-NT2RP3002244//Gaenorhabditis elegans cosmid R11 E3.//0;&o|4^3^^^^ 

R-NT2RP3002248//Human DNA sequence from PAG 170A21 oh.chrbmpspme 22ql2-qter contains ESTsy/0.30: 
217:63/7282189 T 

30 R-NT2RP3002255 . ^}\'^^':\-' 

R-NT2RP3002273//Homo sapiens BAG clone 393122 from 8q2tVcbmpiete seq uence 7/0.84:463 :57//AF0707 17 
R-NT2RP3002276//HS_2260_A1_MF_E07 GIT Approved Hurhan, Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2260 Gol=13 Row=l, genomic survey sequence.//o!ooi7:l98:63//AQ29249l 
R-NT2RP3002303//Human HMG-17 gene for non-histone chromosomal protein HMG-l7.//7.4e-93:5l0:93// 

55 X13546 ; ' V 'i 

R-NT2RP3002304//Human BAG Clone GS188P18. complete sequeiicey/6.3e-09:477:59//AG000115 
R-NT2RP3002330//Plasmodium falciparum 3D7 chromosome 12 PFYAG69 genomic sequence, WORKING 
DRAFT SEQUENGE, 4 unordered pieces7/0.087:388:58//AG004688 
R-NT2RP3002343 ' ''' ' • 

40 R-NT2RP3002351//Homo sapiens chromosome Y, clone 264,M,20i complete sequencey/0.20:489:56//AG00461 7 

R-NT2RP3002352//Homo sapiens mRNA for protein encoded by a(orf5 (71 -7A) geney/2.4e-1 04:51 6:94//Yl 51 64 
R-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cdsy/4.7e-102:524:95//AB014578 
R-NT2RP3002484 

R-NT2RP3002501 //Human DNA sequence from PAG 92M18, BRCA2 gene region chromosome 13q12-13 con- 
45 tains BRGA2 exons 25, 26 and 27 ESTs and STSy/5.2e-1 7:232:75//Z73359 

R-NT2RP3002512 ^ 

R-NT2RP3002529//G1T-HSP-2340H2.TR GIT-HSP Homo sapW$|[encimic clone 2340H2, genomic survey se- 
quence.//0.81:266:58y7AQ057387 . 

R-NT2RP3002545//Homo sapiens mRNA for KI/^0729 protelnrpartial cdsy/3.3e-82:438:94//AB01 8272 
50 R-NT2RP3002549//Medicago truncatula ENBP1 gene, exons J .tqv12;//b;95:381 :56//AJ002479 

R-NT2RP3002566//HS_2036_A1_D08_MR GIT Approved HurnarilGeirtomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2036 GoI=15 Row=G, genomic survey sequence,7/0.18:162:64//AQ230627 
R-NT2RP3002587//Homo sapiens clone DJI 090E20. WORKING DR'AFfSEQUENGE, 4 unordered pieces7/5.1 e- 
15:213:73//AG004956 " 
55 R-NT2RP3002590//Arabidopsls thaliana genomic DNA; chroniosome 5V PI clone: MXK3, complete sequence7/ 

0.00010:431 :59//AB01 9236 : l;' 

R-NT2RP3002602//MUS musculus stannin gene, complete cds V/v! 66-20:339 :70//AF030522 
R-NT2RP3002603 *' " 

V. 
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R-NT2RP3002631//Homo sapiens chromosome 21 PAC 
RPCIP704A9190Q2y/1 .0:241 :59//AJ006997 * 

R-NT2RP3002659//Rat sodium-hydrogen exchange protein-isoform 3:(NHE-3) mRNA, complete cdsy/6.8e-24: 
331:76//M85300 . *. : 

5 R-NT2RP3002660//H.sapiens partial gene for progesterone receptor and Alu element DNAy/9.8e-43:273:82// 

249816 . 

R-NT2RP3002663//Lymnaea stagnalis 16S ribosomal RN A genie, mitochondrial gene encoding ribosomal RNA, 
partial sequencey/0.60:300:59//U82072 

R-NT2RP3002671//S.pombe chromosome III cosmid c553y/1 .2e-20:399:66//AL023704 
10 R-NT2RP3002682//RPCI11-44K6.TJ RPCI11 Homo sapiens genomic clone R-44K6, genomic survey sequencey/ 
4. 7e-09: 1 22 :77//AQ202481 

R-NT2RP3002687//P.falciparum complete gene map of plastid-like DNA (IR-B)y/1.1e-07:494:59//X95276 

R-NT2RP3002688//Human 7SL RNA sequencey/2.7e-32:290:79//X01037 

R-NT2RP3002701 

15 R-NT2RP3002713//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 167A19, WORKING 

DRAFT SEQUENCEy/0.95:334:59//AL031427 ■ ' 

R-NT2RP3002763//***ALU WARNING: Human Alu-J subfamily consensus sequencey/3.9e-40:288:85//U 14567 
R-NT2RP3002770//R.prowazekii genomic DNA fragment (clone A615F)y/0.21 :174:63//Z82710 
R-NT2RP3002785//Homo sapiens PAC clone DJ0170D19 from Xq23, complete sequencey/0.78:354:59// 
20 AC004822 / ^ ; 

R-NT2RP3002799//Homo sapiens X-linked anhidroitic ectodermal dysplasia protein gene (EDA), exon 2 and flank- 
ing repeat regionsy/1 .1 e-20:161 :77//AF003528 ^ ' " 
R-NT2RP3002810//Caenorhabditis elegans cosmid F10D2y/0.28:44l :56//AF022972 

R-NT2RP3002818//HS_3053_A2_A08_MR CIT Approved Hurnah Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=3053 Col=16 Row=A, genomic survey sequence^/6'i:19':220:60//AQ1 35025 

R-NT2RP3002861//Rfalcipaaim complete gene map of plastid-like DNA (IR-B)y/9.3e-05:414:60//X95276 
R-NT2RP3002869//Homo sapiens chromosome 19, cosmid' ';p2 1967, complete Sequencey/0.14:165 :64// 
AC005256 • ' 

R-NT2RP3002876//Human DNA sequence "* SEQUENCING IN PROGRESS *" from clone 50024. WORKING 
30 DRAFT SEQUENCEy/2.6e-59:311:96//AL034380 • - " ' 

R-NT2RP3002877//Homo sapiens Xp22 bins 87-93 PAC RPCll-i22.K*4 (Roswell Park Cancer Institute Human 
PAC Library) complete sequencey/4.6e-24:422:63//AC003035 'i 

R-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protein, partial cdsy/4.7e-109:570:95//AB018314 
R-NT2RP3002911//Homo sapiens BAC Clone GS166A23 from 7p21. complete sequence y/3.1 0-16:471:64// 
35 AC005014 , / 

R-NT2RP300294a//, complete sequencey/4.5e-94:51 6: 93//AC005500 

R-NT2RP3002953//Homo sapiens chromosome 5, BAC clone 34j1 5 (LBNL H 1 69), complete sequencey/3.4e-1 1 1 : 
566:96//AC005754 

R-NT2RP3002955//Plasmodium falciparum chromosome 2, section 28 of 73 of the complete sequencey/0.1 9:424: 
40 58//AE001391 

R-NT2RP3002969//Rat mRNA for brain acyl-CoA synthetase 11. corTiplete cdsy/1 .1 e-89:562:88//D30666 
R-NT2RP3002972//Stealth virus 5 Clone C1311 T7 genomic sequence y/1 .0:1 22:67//AF067482 
R-NT2RP3002978//Human DNA sequence *** SEQUENCING'il^ PROGRESS *** from clone 455J7, WORKING 
DRAFT SEQUENCEy/4.8e-05:249:63//AL031 733 ' / 

45 R-NT2RP3002988//Human DNA sequence from PAC 106H8' on"- chrdmosome 1q24. Contains PHOSPHATI- 

DYLINISITOL-GLYCAN class C (PIG-C) and DYNAMIN-3 genesilQdhtains ESTs and STSs and a CpG islandy/ 
0.0097:246:67/yZ97195 f^ .^ 7 

R-NT2RP3003008//MUS musculus major histocompatibility locus class jj I regions Hsc70t gene, partial cds; smRNP, 
G7A, NG23, MutS homolog, CLCP, NG24, NG25, and NG26^genes7 Complete cds; and unknown genesy/1 .9e-24: 
50 188:78//AF1 09905 -r . . 

R-NT2RP3003032//Arabidopsis thaliana (clone DW1) DNA retrotranspqson Ta11-1 integration sitey/5.3e-07:376: 
63//L47211 - . 

R-NT2RP3003059//Homo sapiens chromosome 3, clone hRPK.i65J^.l6, complete sequenceZ/l .4e-l 3:323:66// 
AC005669 ' : ' 

55 R-NT2RP3003061//Homo sapiens mRNA from HIV associated non-Hodgkin's lymphoma (clone hll-10)y/3.8e-42: 

265:91//Y16708 

R-NT2RP3003068//HS_3214_B2_G09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3214 Col=18 Row=N, genomic survey sequence://0.025:207:64//AQ181894 
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R-NT2RP3003071//Human DN A sequence "* SEQUENCING IN PROGRESS *" from clone 51 0D11 . WORKING 
DRAFT SEQUENCE.//0.00014:329:60//298044 

R-NT2RP3003078//T26A1 TF TAMU Arabidopsls thaliana genomic clone T26A1 , genomic sun/ey sequencey/0.95: 

219:63//B27013 

5 R-NT2RP3003101//Plasmoclium falcipaaim 3D7 chromosome 12 'PFYAC812 genomic sequence, WORKING 

DRAFT SEQUENCE, 8 unordered pieces.//1.4e-05:285:62//AC004153 

R-NT2RP3003121//Homo sapiens full-length insert cDNA done Zb62D10.//2.1e-47:242:98//AF086348 
R-NT2RP3003133//Human DMA sequence *** SEQUENCING IN PROGRESS *** from clone 228H13, WORKING 
DRAFT SEQUENCE.//1 .4e-21 : 1 99:75//AL031 985 
10 R-NT2RP3003138//Mouse kif4 mRNAfor microtubule-based motor protein KIF4, complete cds.//5.1e-14:287:68// 
D12646 

R-NT2RP3003139//Rattus norvegicus kappa opioid receptor'gene. exon 4 and complete cds.//l.5e-l 3:1 22:80// 
U17995 

R-NT2RP3003150 : /^r ^ 

15 R-NT2RP3003157//Homo sapiens 12q15 BAG GSHB-410F4 (Genome Systems Human Bac Library) complete 
sequence.//5.5e-42:289:74//AC005294 : .)'•/■ ' 

R-NT2RP3003185//HS_2058_A1_H03_T7 GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Piate=2058 Col=5 Row=0, genomic survey sequence.//0. 025:52 :94//AQ23 1298 
R-NT2RP3003193//Homo sapiens Chromosome 17, clone hRPki628lE_ll2, complete sequence7/4.8e-40:349: 
20 79//AC005701 , - \ • 

R-NT2RP3003197//Human DNA sequence *** SEQUENCING IN .PROGRESS *" from clone 36411 , WORKING 
DRAFTSEQUENCE.//5.2e-10:180:71//AL031319 j, . ;^ 

R-NT2RP3003203//MUS musculus IFN alpha-treated embryonic fibroblast mRNA.//1 .8e-11:148:77//U51904 
R-NT2RP3003204//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 892F13. WORKING 

25 DRAFT SEQUENCE.//6.6e-41 :282:86//AL0091 83 

R-NT2RP3003212//Homo sapiens full-length insert cDNA clone 2891 811 .//1 .7e-68:363:95//AF086173 
R-NT2RP3003230//Caenorhabditis elegans cosmid Tl2B5.//d.qpi8:279:64//AFl 00307 
R-NT2RP3003242//Homo sapiens chromosome 7 clone UWGC:g3586al60 from 7pl4-l5, complete sequence 7/ 
1 .0:346:57//AC005272 ' 

30 R-NT2RP3003251//Homo sapiens BAC clone RG060N22 from 7q2l, complete sequence.//2.5e-1 0:436:62// 

ACQ03083 

R-NT2RP3003264//CIT-HSP-2296M7.TR CIT-HSP Homo sapiens genomic clone 2296M7, genomic survey se- 
quence.//5.8e-05:308:61//AQ005862 , 
R-NT2RP3003278//Human HepG2 partial cDNA, clone hmd3bliVm5://9;4e-^ 
35 R-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA. complete cdsy/7.4e-1 01 :550:93//L36983 

R-NT2RP3003290//Human DNA sequence *** SEQUENCING IN.PROGRESS *" from clone 460J8, WORKING 
DRAFT SEQUENCE./^,0e-22:228:78/yAL031 662 .O;! y'^ ;; ^ 

R-NT2RP3003301 ' 

R-NT2RP3003302//CIT-HSP-231 9H1 9.TF CIT-HSP Homo sapiens genomic clone 231 9H1 9, genomic survey se- 
40 quence.//1.5e-69:367:95//AQ034950 ^ K^^lC^I,^ 

R-NT2RP3003311//Plasmodium falciparum 3D7 chromosomeji PFYAC181 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//5.1 6-08:398 :64//AC 005505 

R-NT2RP3003313//Caenorhabditis elegans cosmid F39B1, complete sequencey/0.00022:436:58//Z69660 
R-NT2RP3003327//Homo sapiens Chromosome 16 BAC clone. C)T987-SKA-237H1 ^complete genomic se- 

45 quence, complete sequence7/i .50-1 6:334:70//AC002287 ^ ' / '/ " 

R-NT2RP3003330//Homo sapiens full-length insert cDNA YI24C027/4.4e-96:458:99//AF075015 
R-NT2RP3003344//HS_3235_B2_H09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3235 Col=l8 Row=P, genomic sun/ey sequence.//4.1e-18:197:80//AQ303203 
R-NT2RP3003346 ; ; / 

SO R-NT2RP3003353//CITBI-E1 -2523B1 8.TR CITBI-E1 Homo sapiens genomic clone 2523B1 8, genomic sun/ey se- 

quence7/8.3e-06:130:73//AQ278834 , . 

R-NT2RP3003377//Homo sapiens clone DJ0919J22. WORKING DRAFT SEQUENCE, 34 unordered pieces7/ 
1 .90-97:481 :94//AC00551 9 ^ 

R-NT2RP3003384//Homo sapiens Clone DJ0038I10, WORKING DRAFT SEQUENCE, 5 unordered pieces7/2.3e- 
55 10:226:71//AC004820 ; v-i. . ^ 

R-NT2RP3003385 [ 

R-NT2RP3003403//Human DNA sequence from done 227L5 oii chrornpsome Xp1l .22-11 .3. Contains a Keratin, 
Type 1 Cytoskeletal 18 (KRT18, CYK18. K18. OKI 8) pseudogene'.^ifd^^n'STS, complete sequenc 
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72//AL031585 

R-NT2RP3003409//Ral POU domain factor (Brn-5) mRNAy/1.5e-20:375:68//L23204 

R-NT2RP3003411//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 438L4. WORKING 
DRAFT SE0UENCE.//1 .0:180:61//Z97635 
5 R-NT2RP3003427//RPCI11-45J23.TJ RPCI11 Homo sapiens J geribmic clone R-45J23, genomic survey se- 

quence.//0.82: 1 62:69//AQ1 95566 

R-NT2RP3003433//Homo sapiens BAG Clone NH0044G14 from 7q1 1 .23-21 .1 , complete sequenceV/l .1 e-1 0:379: 
61//AC006031 

R-NT2RP3003464//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds.//1.1e-95:479:96// 
10 AF004828 

R-NT2RP3003490//Homo sapiens mRNA for KIAA0725 protein;' partial cds.//1 .3e-100:527:93//AB018268 
R-NT2RP3003491//Plasmodlum falciparum chromosome 2, section 35 of 73 of the complete sequencey/4.0e-08: 
495:59//AEQ01398 / * '•' i • 

R-NT2RP3003500/AW.suaveolens mitochondrial ATP9 gene.//0.0074:5i4:59//X77238 
15 R-NT2RP3003543//Human clone A9A2BRB7 (CAC)n/(GTG)n repeat-containing mRNA.//1 .3e-31 :21 7:88// 

U00952 : ^ 

R-NT2RP3003552 

R-NT2RP3003555//Dictyostelium discoideum interaptin (abpD) gene, complete cdsy/0.98:321 :61//AF057019 
R-NT2RP3003564 

20 R-NT2RP3003572//HumanDNAsequencefrom BAG 992D9 on chromosome 22q12.1 contains STS 7/0.001 5:507: 

59//AL008638 % ' ' 

R-NT2RP3003576//Human Chromosome 16 BAG clone GIT987Sk-A-61E3, complete sequenceV/l .2e-39:359: 
79//AC003007 

R-NT2RP3003589//Plasmodium falciparum MAL3P8, complete sequencey/0. 01 4:539 :58//AL034560 
25 R-NT2RP3003625//Human DNA sequence from clone 1042Kl d'on chromosome 22q13.1-13.2. Contains the AD- 

SL gene for Adenylosuccinate lyase (EC 4.3.2.2, Adenylosuccinase, ASL) and 4 novel genes (one with probable 
rabGAP domains and Src homology domain 3). Contains ESTs. Sf Ss. GSSs and a putative CpG island, complete 
sequencey/1 .8e-44:448:77//AL022238 

R-NT2RP3003656//Homo sapiens chromosome 17, clone hRPK.401_O_9, complete sequencey/0.34:257:62// 
30 AC005291 

R-NT2RP3003659//O.fuscipennis 16S rRNA gene, partial.//0.02T:14'5:65//293701 

R-NT2RP3003665//HS_3078_B2_C09_MR GIT Approved Human^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3078 Col=18 Row=F, genomic survey se'qu'ence://i.3e-75:397:95/ 
R-NT2RP3003672 l'>'?v^' y 

35 R-NT2RP3003686 ' * ^f f ■ 

R-NT2RP3003701//Human BAG clone GS310A05 from 7q21-q2i2^' complete sequencey/6.4e- 17:464:62// 
AC002452 

R-NT2RP3003716//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 774G 10, WORKING 
DRAFT SEQUENCE.//0.00072:425:62//AL034410 ' 
40 R-NT2RP3003726//Homo sapiens mRNA for KIAA0757 protein;^ cornplete cds.//1 .7e-1 01 :492:97//AB01 8300 

R-NT2RP3003746//Homo sapiens Chromosome 16 BAG clone Clt987-SK502C10, complete sequence.//3.7e- 
07:21 7:66//AC003009 ' \ 

R-NT2RP3003795//Human DNA sequence from clone 505B1 3 orfchrpniosome 1p36.2-36.3 Contains GA repeat 
and GSSs, complete sequencey/8.le-26:456:68//Z98052 
45 R-NT2RP3003799//cSRL-l38glO-u cSRL flow sorted Chromosorrie 11 specific cosmid Homo sapiens genomic 

clone cSRL-138g10, genomic survey sequencey/4.9e-09:ll7:77//B0l736 

R-NT2RP3003800//Homo sapiens tyrosine kinase pp60c-src (SRC) gene, exon 1 2 and partial cdsy/2.8e-1 06:551 : 
95//AF077754 '-[i:^ 
R-NT2RP3003805 " ' ^ 

50 R-NT2RP3003809//Homo sapiens full-length insert cDNA clone YZ95A01 y/3.6e-1 06:533: 97//AF0861 07 

R-NT2RP3003819//Human DNA sequence "* SEQUENCING IN PROGRESS "* from clone 34606. WORKING 
DRAFT SEQUENCE.//6.0e-44:288:81//284487 

R-NT2RP3003825//IVIUS domesticus interleul^in 1 receptor ahtagohist (IL-IRA) m RN Ay/0. 001 4:41 0:58//M64404 
R-NT2RP3003828 . ; IfX'Ay". 

55 R-NT2RP3003831//****ALU WARNING: Human Alu-J subfamily consensus sequencey/2.3e-41 :289:85//U1 4567 

R-NT2RP3003833//Homo sapiens clones 24718 and 24825,mRNA seqiiencey/l .6e-1 08:541 :97//AF0706 11 
R-NT2RP3003842//Homo sapiens Xp22 BAG 620F1 5 (Genome S^fstems BAG library) complete sequencey/1 .5e- 
46:457:74//AG002?80 

\ M.I i*:.r'.\K'^l- . 
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R-NT2RP3003846//Plasmoclium falciparum MAL3P3. complete sequence.//3.5e-06:356:62//298547 
R-NT2RP3003870//Homo sapiens full-length insert cDNA clone ZD75H11 y/8.2e-09:68:98//AF086402 
R-NT2RP3003876//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 1018D12. WORK- 
ING DRAFT SEQUENCEy/0,0027:180:66//AL031650 
5 R-NT2RP3003914//Dictyostelium discoideum DNA for transposable element Tdd-3 tandem an'ay.//0.029:234:62// 
X53439 

R-NT2RP3003918 

R-NT2RP3003932//l\/lus musculus MRC OX-2 antigen homolog gene, exons 2-5, and complete cdsy/0.00087:i 64: 
67//AF029215 V ' ! , : . 

10 R-NT2RP3003989 :J . .. 

R-NT2RP3003992//Sequence 1 from patent US 5591825y/0.56;235:59//l33465 

R-NT2RP3004013//HS_3018_A1_G09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3018 Col=17 Row=M, genomic sun/ey sequence.//0 00026:421 :60//AQ 11 9904 
R-NT2RP3004016//Drosophila melanogaster DNA sequence (Pis DS03465 (D149) and DS08544 (D187)), com- 
15 piete sequence7/4.8e-12:308:62//AC004532 * ; . . 

R-NT2RP3004041 //Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 598F2, WORKING 
DRAFT SEQUENCE.//0.42:1 90:64//AL021 579 

R-NT2RP3004051//Homo sapiens chromosome 19, BAC CIT-B-19in6, complete sequence.//3.6e-21:332:69// 
AC006130 

20 R-NT2RP3004070//Plasmodium falciparum 3D7 chromosome 12' PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pleces.//2.0e-05:476:57//AC005308 

R-NT2RP3004078//Homo sapiens chromosome 19, cosmid R30335, complete sequence.//2.0e-86:486:93// 
AC005784 .-',1^ 

R-NT2RP3004093//Human PAC Clone 257C22A from '13q12-q 13.^ complete sequence.//5.3e- 11:230:69// 
25 AC002525 , I ■ ^ i r 

R-NT2RP3004095//Homo sapiens Clone NH0486I22, WORKING DRAFT SEQUENCE, 5 unordered piecesy/7.5e- 
93:551 :92//AC005038 

R-NT2RP3004110//Homo sapiens 12p13.3 PAC RPCI5-940J5 (Roswell Park Cancer Institute Human PAC Library) 
complete sequenceV/l .6e-l 04:31 7:1 00//AC006064 . : 

30 R-NT2RP3004125//Pongo pygmaeus CT microsatellite, clone #3; f?6m^the tandemly repeated genes encoding U2 
small nuclear RNA(RNU2locus).//0.73:168:60//U36532 • > -1 ' 

R-NT2RP3004145//Homo sapiens full-length insert cDNA clbrie;ZE.O'9H03.//2.3e-89:427:99//AF086542 
R-NT2RP3004148//Arabidopsis thaliana chromosome II BAG Ti B8 genomic sequence, complete sequenceV/ 
0.013:134:70//U78721 ' ■•::>•'-> 

35 R-NT2RP3004155//Homo sapiens PAC Clone DJ0320J15 frbm Xq2i; complete sequence.//3.8e-i 0:1 01:87// 
AC004081 ' . r. 

R-NT2RP3004206//Homo sapiens clone DJ0794K21 , complete sequericey/l .5e-06:442:57//AC005533 
R-NT2RP3004207//Mouse mRNA for seizure-related gene product 6V/1.7e-07:220:69//D29763 
R-NT2RP3004209//Human COSmid Q7A1 0 (D21 S246) insert DNA, complete $equencey/7.3e-89:504:92//D42052 
40 R-NT2RP3004215//Caenorhabditis elegans cosmid F11 A6, complete sequencey/0.01 8:353:59//Z81498 

R-NT2RP3004242//Plasmodium falciparum chromosome 2,,section 52 of 73 of the complete sequencey/4.5e-06: 
407:60//AE001415 ' * ' 

R-NT2RP3004246//Homo sapiens Chromosome 10 clone CIT987SK-1010K1 map I0q25, complete sequencey/ 
2.8e-1 05:534:97//AC005385 ■ 

45 R-NT2RP3004253//RPCI11-78J12.TJ RPCI11 Homo sapiens genomic clone R-78J12. genomic survey se- 
quencey/4.ae-64:382:90//AQ281324 , ./ - ;/ . • 

R-NT2RP3004258//Rattus norvegicus Zis mRNA, complete cds //7.0e-60:417:84//AF01 3967 
R-NT2RP3004262//MUS musculus heat shock protein hsp40-3 gene, complete cdsy/2.7e-43:528:73//AF092536 
R-NT2RP3004334//Homo sapiens chromosome 17, clone hRPC.lli0_E_20, complete sequencey/1 .4e-06:435: 

50 62//AC004231 ' 

R-NT2RP3004341//CITBI-E1-2503F11 TR CITBI-E1 Homo sapiens genomic clone 2503F11 , genomic survey se- 
quence.//0.0018:210:65//AQ263365 " ^?1; ^y 

R-NT2RP3004348//Homo sapiens chromosome 17, clone hRPK.851B_7, complete sequencey/7.l e-46:340:83// 
AC005695 / '■^l:f^^;^ 

55 R-NT2RP3004349//Human DNA sequence *** SEQUENCING'.ri^' Plfo^^ *** from clone 1 1 703, WORKING 

DRAFT SEQUENCEy/9.4e-29:263:79//AL020995 ['■] , 

R-NT2RP3004378//Human DNA sequence from PAC 27K14 on chromosome Xpll .3-Xpll .4. Contains monoam- 
ine oxidase B (MAOB), ESTs and polymorphic CA repeatsy/2.0e-67:422:90//Z951 25 
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R-NT2RP3004399//HS_3046_A1_E02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3046 Col=3 Row=l, genomic survey sequence.//0.00014:186:67//AQ137619 
R-NT2RP3004424//RPCI11-59I14TJ RPCI11 Homo sapiens genomic Clone R-59114, genomic survey sequencey/ 
7.4e-71 :370:95//AQ201461 

5 R-NT2RP3004428//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS from clone Y66A7. 

WORKING DRAFT SEQUENCE.//0.096:205:64//AL022282 ' 

R-NT2RP3004451//Arabidopsis thaliana chromosome II BAG R15K20. genomic sequence, complete sequence.// 
0.0029:396:60//AC005824 

R-NT2RP3004454//Homo sapiens mRNA for KIAA0448 protein, Complete cds.//2.9e-106:526:98//AB007917 
10 R-NT2RP3004466 . 

R-NT2RP3004470//Homo sapiens chromosome 5, Bac clone 5m9 (LBNL H220), complete sequencey/8.3e-06: 
229:64//AC005895 ;J ' 

R-NT2RP3004472//Plasmodium falciparum 3D7 chromosome 12 PFYAC1383 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered pieces.//O.87:442:59//ACOO5504' - - 
15 R-NT2RP3004475//Homo sapiens mRNA for KIAA0456 protein, partial cds 7/1 .6e-105:521 :97//AB007925 

R-NT2RP3004480//MUS musculus maternal-embryonic 3 (Mem3) mRNA, complete cdsy/3.9e-38:322:81//U47024 

R-NT2RP3004490//Homo sapiens PAC clone 166H1 from 12q, complete sequencey/4.2e-96:527:92//AC003982 

R-NT2RP3004498//Homo sapiens clone DJ1147A01, WORKING DRAFT SEQUENCE, 25 unordered piecesy/ 

2.3e-43:342:82//AC006023 : 
20 R-NT2RP3004503//Human cosmid g1 572c1 01 , complete sequendey/2.3e-25:392:68//AC000357 

R-NT2RP3004504//M.musculus mRNA forCPEB proteiny/1.8e-28:387:70//Y08260 

R-NT2RP3004507 

R-NT2RP3004527//Homo sapiens chromosome 14, BAC CITB-1 35H1 7 containing the RAD51 LI gene, complete 
sequencey/0.68:244:62//AC004518 " ' ; y" 

25 R-nnnnnnnnnnnn//Mouse oncogene (ect2) mRNA, complete cdsy/2:'6e-79:525:84//L11316 

R-NT2RP3004544 
R-NT2RP3004566 

R-NT2RP3004569//Plasmodium falciparum 3D7 chromosome . 1 2 F?FYAC1122 genomic sequence, WORKING 
DRAFT SEQUENCE, 3 unordered piecesy/0.96:296:58//ACbo'47dt^; ' ' 
30 R-NT2RP3004572//Homo sapiens BAC clone RG281 G05 from7p1 5:P21 , complete sequencey/8.2e-1 2:457:63// 

AC005083 ' ''''^M:^ ' 

R-NT2RP3004578//Homo sapiens mRNA for KIAA0477 proteiri, cprpRlQte cdsy/2.4e-97:488:96//AB007946 
R-NT2RP3004594//Homo sapiens BAC clone NH0436H22 ■ frpm*-^^^^^^ sequencey/1.7e-1 0:368:61// 

AC005234 ■ : ■ / . 

35 R-NT2RP3004617 

R-NT2RP3004618//F2H16TF IGF Arabidopsis thaliana genom'lc ciohe F2H16, genomic survey sequencey/0.96: 
212:64//B26414 * ' v}.JJ^^^iiV-^ i 

R-NT2RP3004670//Homo sapiens GN6ST mRNA for N-acetylgiucosamlne-6-O-sulfotransferas e (GlcNAc6ST), 
complete Cdsy/2.2e-55:291 :95//AB014679 , [' ".^ 

40 R-NT2RP4000008//H.sapiens polyA site DNA sequence y/2.5e-25:202:85//Z24749 

R-NT2RP4000023//CIT-HSP-2372A9.TF CIT-HSP Homo sapiens genomic clone 2372A9, genomic survey se- 
quencey/3.6e-51 :313:89//AQ1 1 2388 

R-NT2RP4000035//Homo sapiens done GS1 66C05, WORKING DRAFT SEQUENCE. 7 unordered piecesy/4.3e- 

69:536:81//AC005015 • 
45 R-NT2RP4000049//Homo sapiens TRAIL receptor 2 mRNA, complete, cdsy/2.1e-58:289:82//AF01 6266 

R-NT2RP4000051//Homo sapiens Chromosome 22q1l.2 Cosrriid Clone 20b In DGCR Region, complete se- 
quencey/0.56:462:58//AC000074 ' 

R-NT2RP4000078//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered piecesy/0.00021:460:60//AC005506 
50 R-NT2RP40001 02//Homo sapiens chromosome 5, PAC clOQe 1;7el9:(LBNL H1 48), complete sequencey/1 .6e-08: 

518:58//AC004648 <^^^^^J:y■' 

R-NT2RP4000109//Homo sapiens mRNA for MEGF5, partial cc^sM,5e-^ 06:536:96// ^BQ^^ 538 
R-NT2RP4000129//Homo sapiens mRNA for KI/VA0483 protein. partiaj cdsy/1 .le-110:554:97//AB007952 
R-NT2RP4000147 J J'^/if 

55 R-NT2RP40001 50//Rat proto-oncogene (Ets-1 ) mRNA, complete cds;y/3,5e-46:395:83//L20681 

R-NT2RP4000151 . . v > . 

R-NT2RP4000159//Caenorhabditis elegans cosmid R02F11 //p.pop.l 1.:261:63//AF016439 
R-NT2RP4000167//RPCI11-59L8.TK RPCI11 Homo sapiens gen oiTii& clone R-59L8, genomic survey sequencey/ 
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6.26-26:1 63:93//AQ200049 - . ^' - 

R-NT2RP4000185 

R-NT2RP4000210//Homo sapiens mRNA for KIAA0700 protein, partial cds.//4.6e-99:505 :96//AB01 4600 
R-NT2RP4000212//, complete sequence.//1 .0e-106:538:96//ACa05300 
5 R-NT2RP4000214//Homo sapiens chromosome 19, CIT-HSF?T444n24, complete sequence.//l .2e-39:272:88// 
AC005261 y''"^ 

R-NT2RP4000218//Homo sapiens PAC clone DJ0320J15- from:->(^'23, complete sequence.//1 .66-09:457:60// 

AC004081 , , ^ 

R-NT2RP4000243//Homo sapiens mRNA for cartilage-assoclatedrprotein (CASP)y/9.0e-69:354:96//AJ006470 
10 R-NT2RP4000246//l\/lus musculus mRNA for NDPP-1 protein, complete cdsy/2.0e-27:344:73//D10727 

R-NT2RP4000259//Homo sapiens clone 683 unknown mRNA, complete sequence.//9.7e-78:381:99//AF091092 
R-NT2RP4000263//C1T-HSP-2336N24.TF CIT-HSP Homo sapiens genomic clone 2336N24. genomic survey se- 
quence.//0.26:124:69//AQ043515 r''>A'- • - 

R-nnnnnnnnnnnn//ORF5'ofECLF2...ECRF3=G protein-coupled receptor homolog [herpesvirus saimiriHVS, host- 
's squirrel monkey, Genomic, 4 genes, 3720 nt].//0.l 2:326:61 //S76368 

R-NT2RP4000312//Human DNA sequence from clone 523E19 on chromosome 6p1 1.2-1 2.3 Contains ESTs STS 
and GSSs, complete sequencey/2.2e-1 11 :538:98//AL033384 

R-NT2RP4000321//Homo sapiens clone 24453 mRNA sequence.//1 .4e-1 08:51 5:99//AF070524 
R-NT2RP4000323//S.cerevisiae telomeric sequence DNA. clone YLP108CA-2-i.//0.048:107:69//IVI34311 
20 R-NT2RP4000355//Homo sapiens clone DJ1 1 36A1 0, WORKING DRAFT SEQUENCE, 4 unordered pieces.//4.3e- 

39:350:79//AC004972 ; 

R-NT2RP4000360//Homo sapiens mRNA for KIAA0738 protein," complete cds.//2.4e-109:520:99//AB018281 
R-NT2RP4000367//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds.// 
8.7e-109:527:98//AF044195 

25 R-NT2RP4000370//Homo sapiens PAC clone DJ0777O23 from 7p14-p15, complete sequence .//9.9e-25 :348:72// 

AC005154 ^Vf< 

R-NT2RP4000376//Rattus norvegicus phospholipase A-2-activatjng' p^^ (plap) mRNA, complete cds.//2.2e- 
69:391 :89//U1 7901 , .^ .i ^ . . ^ 

R-NT2RP4000381//Homo sapiens chromosome 1 7, clone hRPK,^j94LKll 0, complete sequence.//0.066: 197:63// 

30 AC006080 v; ; 

R-NT2RP4000415//345F19.TV CIT978SKA1 Homo sapiens 'j^e^nyfhic' Clone A-345F19, genomic survey se- 

quence.//0. 10:79:75/781 5527 " 

R-NT2RP4000417//Homo sapiens full-length insert cDNA clone zp52B10.//9.6e-96:468:97//AF086313 
R-NT2RP4000424//Homo sapiens DNA sequence from PAC l'27p3' oh; chromosome 1q23-25. Contains FM02 
35 and FM03 genes for Flavin-oontaining Monooxygenase 2 and Flavin^bntaining Monooxygenase 3 (Dimethyl- 
aniline f^onooxygenase (N-Oxide 3, EC1. 14.13.8, Dimethylaniline Oxidase 3, FMO II, FMO 3), and a gene for 
another, unknown, Flavin-containing Monooxygenase family protein. Contains ESTs and GSSs, complete se- 
quence.//1.8e-08:489:59//AL021026 J " ' 

R-NT2RP4000448//Plasmodium falciparum 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 

40 DRAFT SEQUENCE, 8 unordered pieces.//3.3e-07:51 0:60//AC005505 

R-NT2RP4000449//HS_2037_B2_A09_T7 CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2037 Col=l8 Row=B, genomic survey seque'nce7/l .3e-58:375:88//AQ243047 
R-NT2RP4000455//Phocine herpesvirus type 1 glycoprotein D (gD) gene, partial cds.//0.62:133:63//U92271 
R-nnnnnnnnnnnn ; 

45 R-NT2RP4000480//cSRL-54bil-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 

clone CSRL-54b11 , genomic survey sequence.//2.1e-19:145:88//B05082 
R-nnnnnnnnnnnn ' r'^iv 

R-NT2RP4000500 

R-NT2RP4000515//Plasmodium falciparum 3D7 chromosorfieh'^^-1p'FYACB8-420 genomic sequence, WORKING 
50 DRAFT SEQUENCE, 14 unordered pieces.//1 .4e-05:411 :59//Ae005T40. 

R-NT2RP4000517//Human Chromosome 16 BAC clone CIT987SkfA-61 E3, complete sequence.//2.7e-21 :230: 
77//AC003007 i. 

R-NT2RP4000518//Homo sapiens DNA sequence from PAC 20601 5Vbh;chVomosome iq24. Contains a Reduced 
Folate Carrier protein (RFC) LIKE gene, a mitochondrial ATP Synthgtasia protein 8 (ATP8, MTATP8) LIKE pseu- 
55 dogene, an unknown gene and the last exon of the JEM 1 gene^cp^ih^ foi: the Basic-Leucine Zipper nuclear factor 
JEM-1 . Contains ESTs. an STS and a BAC end sequence (GSS)^ cbrhpjete sequencey/0.0080:46l :59//AL02l 068 

R-NT2RP4000519 ^ ""'i '': { ; 

R-NT2RP4000524 ' . C ' 
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R-NT2RP4000528//Homo sapiens chromosome 17, clone hRPK.138_P_22, complete sequence.//0.99: 158:66// 
AC005697 

R-NT2RP4000541//Homo sapiens Chromosome 22q11.2 Cosmid Clone 33e In DGCR Region, complete se- 
quencey/1 .0:309:59//AC000078 I • 

5 R-NT2RP4000556//Rattus norvegicus cell cycle protein p55Cpc gene, complete cds.//0.003l :1 26:72//AF052695 

R-NT2RP4000588//Homo sapiens BAC clone RG208K23 from7q3l > complete sequencey/1 .0:1 86:64//AC0041 61 
R-NT2RP400061 4//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS "* from contig 3-62. complete 
sequence7/1.4e-06:526:58//AL009013 / v- 

R-NT2RP4000638//Homo sapiens chromosome 17, clone hCIT.468^F_23. WORKING DRAFT SEQUENCE. 3 
10 unordered pleces.//6.9e-48:497:75//AC004666 T ■ ; 

R-NT2RP4000648//CIT-HSP-2300I7.TR CIT-HSP Homo sapiehslgehbmic clone 230017, genomic survey se- 
quence.//0.22:110:68//AQ012747 ; . 

R-NT2RP4000657//Lycodichthys dearborn! type III antifreeze peptide gene, clone 5'LD-1/Notl-EcoRI subclone 
Sphl-Xbal, partial cds7/0.0065:189:63//U20443 
15 R-NT2RP4000704//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 409J21 . WORKING 

DRAFT SEQUENCE.//0.22:334:60//Z83824 

R-NT2RP4000724//Homo sapiens Chromosome 22q11.2 Cosmid Clone 56c In DGCR Region, complete se- 
quenGe.//2.2e-70:448:88//AC000080 

R-NT2RP4000728//CIT-HSP-231 0K14TF CIT-HSP Homo sapiens genomic clone 231 OKU, genomic survey se- 
20 quence.//0.00013:289:61//AQ019669 

R-NT2RP4000739//Homo sapiens chromosome 1 2p13.3, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
0.53:254:61//AC004765 

R-NT2RP4000781//P.cepacia fusaric acld-reslstance genes encoding 5 proteins, complete cds.//l .0:392:59// 
D12503 ; / 

25 R-NT2RP4000817//Homo sapiens Xp22 BAC GSHB 526021 (Ge'honie Systems Human BAC library) complete 

sequence.//0.59:378:58//AC003037 , ' 

R-NT2RP4000833//Human DNA sequence *** SEQUENCING I n\f>R0GRESS *** from clone Y313F4. WORKING 
DRAFT SEQUENCE.y/3.4e-53:307:85//AL023808 ' 5- 

R-NT2RP4000837//Homo sapiens T-cell receptor alpha delta Iocus;fr6m bases 50161 3 to 752736 (section 3 of 5) 
30 of the Complete Nucleotide Sequence.//7.0e-50:367:77//AE00p660:.; >v ' = 

R-NT2RP4000855 ' ^v f; 

R-NT2RP4000865//Homo sapiens Chromosome 17, clone HFIRC905N1, complete sequence.//l.5e-78:479:88// 
AC003098 ' 

R-NT2RP4000878//MUS musculus mRNA for myeloid associated differentiation protein.//4.5e-09:1 86:69// 
35 AJ001616 ' ■ : • 

R-NT2RP4000879//Plasmodium falclpanjm 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//7.8e-08:364:60//AC0041 53 " " 

R-nnnnnnnnnnnn//Human S-adenosylmethlonine decarboxylase (AMD1) gene, exons 5-9.//3.5e-90:459:96// 
M88006 

40 R-nnnnnnnnnnnn//H.sapiens ung gene for uracil DNA-glycosylase.//7.6e-09:392:61//X89398 

R-NT2RP4000925//Rattus notvegicus Shal-related potassium channel Kv4.3 mRNA, complete cds.//5.8e-45:264: 
92//U42975 : ^ ^ 

R-nnnnnnnnnnnn//epstein-barr virus simple repeat array (ir3).//0.00012:367:61//J02079 
R-NT2RP4000928//Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: MCL19. complete sequence.// 

45 1.0:138:68//AB006698 

R-NT2RP4000929//Human DNA sequence from PAC 293L6 on chromosome 22, complete sequence.//0.45:288: 
62//Z82197 : 

R-NT2RP4000955//Human DNA sequence "* SEQUENCING.IN pteCRESS *** from clone 633019. WORKING 
DRAFT SEQUENCE7/1 .1 e-09:322:62/^L022302 } ^K^f • J r.^' 

50 R'NT2RP4000973//Homo sapiens X-linked anhidroltic ectodernial dy^pjafsia protein gene (EDA), exon 2 and flank- 
ing repeat regions.//2.3e-06:326:62//AF003528 7- Z '^-i , 
R-NT2RP4000975 H '^f?: 

R-NT2RP4000979//HS_3009_B1_F08_MR CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3009 Col=l5 Rowi=L, genomic survey sequehce5^/2.de-l4:ii7:89//AQ090957 
55 R-NT2RP4000984//Human immunodeficiency virus type 1 envelope glycoprotein (env) gene, 02- V3 region, Isolate 
HIV194UG011TIN.01_di1PD, partial CdsV/O-l 1:21 9:62/AJ44882 "' , > 
R-NT2RP4000989//Sequence 30 from patent US 5552281 .//3.5e-25:T54:97//l25669 

R-NT2RP4000996//Plasmodium falciparum strain Dd2 heat shock protein 86 (HSP86), 01 (ol ), 03 (o3), 02 (o2). 
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CQ8 (cg8), CG4 (cg4), CG3 (cg3), CG9 (cg9), CG1 (cgl), CiGi6 (cg6), chloroquine resistance candidate protein 
{cg2). and CG7 {cg7) genes, complete cdsy/3.8e-07:421:59//AF030fe'94 

R-NT2RP4000997//Homo sapiens cliromosome 17, clone. i64HT2,: complete sequence.//4,2e-37:499:72// 
AC000003 • • ' . - ' / 

5 R-NT2RP4001004//HS_3163_A2_H02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=31 63 Col=4 Row=0, genomic survey sequence.//2.8e-38:241 :90//AQ1 6851 5 
R-NT2RP4001006//Homo sapiens clone DJ1147A01, WORKING DRAFT SEQUENCE, 25 unordered pieces.// 
7.1e-55:372:73//AC006023 • ^^..'-J-/'-'- 

R-NT2RP4001010//Homo sapiens full-length insert cDNA clone ZD3'8Ei2.//3.3e-09:153:74//AF086247 
10 R-NT2RP4001029//MusdomesticusnuclearbindingfactorNF2d9mRNA,completecdsy/2. 16-34:361 :78//U20086 

R-NT2RP4001 041 //Homo sapiens chromosome 5, BAG clone 282B7 (LBNL HI 92), complete sequence.//9.9e- 
84:435:96//AC005216 

R-NT2RP4001057//Homo sapiens KIAA0399 mRNA. partial cds.//6.2e-50:282:94//AB007859 
R-NT2RP4001064//H.sapiens N0S2 gene, exon 15.//0.71:183:61//X85771 
15 R-NT2RP4001 078//Human D-site binding protein gene, exon 4 and complete cds.//l .9e-l 1 4:569:97//U482l 3 

R-NT2RP4001079//Homo sapiens mRNA for putative Ca2+-transporting ATPase, partial.//2.4e-1 18:574:98// 
AJ010953 

R-NT2RP4001080//Plasmodium falciparum chromosome 2; section 66 of 73 of the complete sequence.//0.013: 
430:58//AE001429 

20 R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0592 protein,, partial cds.//1.8e-119:548:95//AB011164 

R-NT2RP4001095//Homo sapiens cosmids IM0525. LC1233, 6c3C1. LB1439, Qc12C11 and 220B3 from Xq28, 
complete sequencey/2.8e-39:3l2:8l//AF003626 . 

R-NT2RP4001100//Human DNA sequence from cosmid U85Ap|bletiWeen markers DXS366 and DXS87 on chro- 
mosome X contains rad21 and T-cell cycfophorin pseudogehes-^ STS7/8.7e-41:389:78//Z78021 

25 R-NT2RP4001117//Canis familiaris sec61 homologue mRNA, co f^p) I et^xds 7/2.86-12: 292: 6 

R-NT2RP4001122//Caenorhabditis elegans cosmid F44D12. complete sequence.//0.97:129:66//Z68298 
R-NT2RP4001126//HS_3146_A1_805_T7 CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l46Col=9 Row=C, genomic survey seguence.//ao;i3:268;63//AQ14l093 
R-NT2RP4001138 ' ^T'f''"^, 

30 R-NT2RP4001143//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 64K7. WORKING 

DRAFT SEQUENCE.//1.8e-31:380:68//AL031 668 I H . 

R-NT2RP4001148//Homo sapiens Clone RG332P12, WORKING DRAFT SEQUENCE. 1 unordered pieces.//1 .2e- 
83:325:92//AC005095 .* ' f '} < ' 

R-NT2RP4001149//Mouse mRNA for thymic epithelial cell surface antigen, complete cds.//8.le-32:553:67// 
35 D67067 

R-NT2RP4001 1 50//AK01 1 Genomic DNA Hordeum vulgare genomic clone tel44a similar to barley TAS, genomic 
survey sequenceV/O.gi :132:63//AQ248412 

R-NT2RP40011 59//Cloning vector pAPSneo DNA, complete sequence.//4.0e-118:437:97//AB003468 
R-NT2RP4001174//Homo sapiens I2q24 BAC RPCI11-162P23 (Roswell Park Cancer Institute Human BAC li- 
40 brary) complete sequence7/l .7e-33:289:82//AC002996 

R-nnnnnnnnnnnn//Rfalciparum mRNA for AARP2 protein7/0.93:1 87:64//Y08924 
R-NT2RP4001207 

R-NT2RP4001210//CIT-HSP-2042D13.TF CIT-HSP Homo sapiens genomic clone 2042D13, genomic survey se- 
quence7/3.8e-06:268:63//B74772 / , , 

45 R-NT2RP4001213//Human zinc finger protein 20 (ZNF20) petftSanuple^^^ repeat polymorphism7/4.7e-l 6:371: 
66//M99593 [, ;i::S?V\iS^ 

R-NT2RP4001219//HS_2190_A1_A06_T7 CIT Approved H'uman^"Gen^ Sperm Library D Homo sapiens ge- 
nomte clone Plaie=2l90 Col=ll Row=A, genomic sun/ey sequehcei//i2.4eV06 

R-NT2RP4001228//Plasmodium falciparum DNA *** SEQUENCING INPROGRESS *** from MALI P2, WORKING 

SO DRAFT SEQUENCE7/0.024:357:58//AL031 745 ^ iij^^ Jr " * 

R-NT2RP4001235//HS_3047_A1_E07_MR CIT Approved Humarf^Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3047 Col=13 Row=L, genomicsurvey sequence iJ'/b: 0033:30 1:63//AQ 1269 18 
R-NT2RP4001256//HS_3007_/\2_B06_T7 CIT Approved Human|^^aenomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3007 Col=12 Row=C, genomic survey sequencel//1 '.5e-1l :1 40:80//AQ1 18389 

55 R-NT2RP4001 260//Plasmodium falciparum chromosome 2, section 63 of 73 of the complete sequence7/0.00l 3: 
486:59//AE001426 

R-NT2RP4001274//RPCI11 -24021 TKBF RPCI-11 Homo sapiens genomic Clone RPCI-1 1-24021, genomic sur- 
vey sequence7/3.9e-25:142:99//AQ01 3887 
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R-nnnnnnnnnnnn//Homo sapiens full-length Insert cDNA clone Zb55bl 07/1 .2e-10:90:92//AF086334 
R-NT2RP4001313//MUS musculus orphan nuclear hornrione 'receptor (CAR) gene, complete sequencey/7.7e-23: 
466:66//AF009326 .. 

R-NT2RP4001 31 5//CIT-HSP-231 2C6.tr CIT-HSP Homo sapiens 'genomic clone 2312C6, genomic survey se- 
5 quence.//0.98:305:62//AQ01 8036 ' . ";. 

R-NT2RP4001339 " ' ' 

R-NT2RP4001 345 ' . ' 

R-NT2RP4001351//Fruitfly strain g20 mitochondria) DNA, Att-rich'.Vegion, partial sequence.//0.00082:260:59// 
AB003097 • 
10 R-NT2RP400I353//RPCI11-55N17.TJ RPCI11 Homo sapiens genomic clone R-55N17, genomic survey se- 
quence .//0. 74:1 06: 66//AQ 081 821 
R-NT2RP4001372 

R-NT2RP4001373//Homo sapiens chromosome 17, clone hRPK.394_K_lO, complete sequencey/1 .5e-09:473: 
60//AC006080 
15 R-NT2RP4001375 

R-NT2RP4001379//CIT-HSP-2335A10.TF CIT-HSP Homo sapiens genomic clone 2335A10, genomic survey se- 
quence.//9.4e-41 :441 :75//AQ040083 

R-NT2RP4001389//Homo sapiens PAC clone DJ0740D02 from 7p,l4-p15, complete sequence.//2.4e-22: 276:73// 

AC004691 ;; ,• 

20 R-NT2RP4001407//Plasmodium falciparum 3D7 chromosome ,l 2iPRyACB8-420 genomic sequence, WORKING 

DRAFT SEQUENCE, 14 unordered pieces.//0. 49:254:6 1//AC605 140 

R-NT2RP4001 41 4 - T : ffi \ ■ 

R-NT2RP4001433//Human prohibitin (PHB) gene, exons 1-77/6i6e4i5:357:90//L14272 

R-NT2RP4001442//Plasmodium falcipanjm 3D7 chromosome • 12^ ;PFYAC492 genomic sequence, WORKING 
25 DRAFT SEQUENCE, 5 unordered pieces.//0.11 :307:59//AC0053q8 J' ; . . ' 

R-NT2RP4001 447//cSRL-58d2-u cSRL flow sorted Chromosome. 11 specific cosmid Homo sapiens genomic clone 

cSRL-58d2, genomic survey sequence.//0.0039: 11 2:71//B05220 , 

R-NT2RP4001474 • 

R-NT2RP4001483 . > 

30 R-NT2RP4001 498//Plasmodium falciparum (clone Dd2) heat shock pirotein 86 gene, complete cds.//1 .2e-07:339: 

61//L34027 

R-NT2RP4001502//HS_2187_B1_C10_MR CIT Approved Human^ Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2187 Col=19 Row=F, genomic survey sequence.//1.3e-20:183:81//AQ214108 
R-NT2RP4001 507//Arabidopsis thaliana chromosome 1 BAG tl 7H3 sequence, WORKING DRAFT SEQUENCE, 

35 4 unordered pieces7/0.l5:333:62//AC00591 6 " 

R-NT2RP4001524//Genomic sequence from Human 13, complete' sequence.//0.96:159:65//AC001226 
R-NT2RP4001 529//Mus domesticus nuclear binding factor NF2d9 mRN A, complete cdsy/9.5e-34:337:80//U20086 
R-NT2RP4001547//Plasmodium falciparum 3D7 chromosome 12 PFYAC588 genomic sequence, WORKING 
DRAFT SEQUENCE, 2 unordered p ieces.//0. 00027 :336:63//AC0047 10 

40 R-nnnnnnnnnnnn//Arabidopsis thaliana BAC T12H2oy/1 .5e-ir:517:60//AFQ80119 

R-NT2RP4001555//Human DNA sequence from PAC 481 A1 7 on chromosome X contains ESTs 7/0. 0069:305:62// 
Z82212 

R-NT2RP4001567//RPCI11-61 A2.TJ RPCI11 Homo sapiens' genoVtilQclone R-61 A2, genomic survey sequence7/ 
0.0072:1 80:60MQ200771 ; y:'!: ^ 

45 R-NT2RP4001568 .^- 'J'vv ' 

R-NT2RP4001 571//Trypanoplasma borreli kinetoplast ribosomal prpteih' Si 2 (RPS1 2), putative cryptogene (GRII), 
12S ribosomal RNA. and apocytochrome b (CYb) genes, primary;transcripts, and cytochrome c oxidase subunit 
III (COIII) gene, complete c6sJh .6e-09:555:58//U14181 ' :^ ' 

R-NT2RP4001574//HS_2247_B1_B05„MR CIT Approved Humin Genomic Sperm Library D Homo sapiens ge- 
50 nomic clone Plate=2247 Cok9 Row=D. genomic sun/ey sequence7/1 :1e-41 :254:90//AQ 182345 

R-NT2RP4001575//Human DNA sequence from clone 1033810 on' chromosome 6p21 .2-21 ,31 . Contains the 
BING5 gene, exons 11 to 15 of the BING4 gene, the gene for (3aiT3 (beta3-Galactosyltransf erase), the RPS18 
(40S ribosomal protein Si 8) gene, the SACM2L (suppressor of actin mutation 2, yeast, homolog) gene, a pseu- 
dogene similar to TAT-SF1, a Pseudogene similar to zinc finger genes, the RINGI gene, the gene for HKE6 
55 (RING2). the gene for HKE4 (RING5), the RXRB (Retinoid X receptor beta) gene, the C0L11 A2 (collagen, type 

XI, alpha 2) gene, the HLA-DPB2 pseudogene and part of the HLA-DPA3 pseudogene. Contains predicted CpG 
Islands, ESTs, STSs, and GSSs, complete sequence.//1.1e-118:567:98//AL031228 

R-NT2RP4001 592//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 1 01 8D1 2, WORKING 
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DRAFT SEQUENCE.//2.5e-09:370:61//AL031 650 

R-NT2RP4001610//Homo sapiens Xp22 Cosmids U15E4, U115H5, U132E12. U115B9 (Lawrence Livermore hu- 
man cosmid library) complete sequencey/0.99:73:75//AC002364 . ' * , . . 
R-NT2RP4001614 . ' 

5 R-NT2RP4001634//Homo sapiens full-length insert cDNA clone YU73Biiy/5.8e-1 01 :526:94//AF087969 

R-NT2RP4001638//Homo sapiens Clone 23967 unknown mRNA, partial cdsy/5.4e-11 5:559:97//AF0071 51 
R-NT2RP4001644//M.musculus mRNA for map kinase interacting kinase, Mnk2.//6.8e-33:286:79/A'11092 
R-NT2RP4001 656//Human Chromosome 11 pac pDJ393oi 5. VVORKING DRAFT SEQUENCE, 8 unordered piec- 

es.//2.2e-1 09:51 5:99//AC000384 . , 

10 R-NT2RP4001677//Genomic sequence from Human 9q34, complete sequence.//0.19:504:58//AC000397 

R-NT2RP4001696//Human chromosome 8 BAC clone CIT987SK-2A8, complete sequence.//4.5e-1 15:583:96// 
U96629 

R-NT2RP4001725//Human Chromosome 3 pac pDJ70i11 , WORKING DRAFT SEQUENCE, 2 unordered pieces.// 
0.98:301 :60//AC000380 ' 
15 R-nnnnnnnnnnnn//Caenorhabditis elegans cosmid F48E3.//2.2e-17:328:64//U28735 

R-NT2RP4001739//RPC111-74E7.TJ RPCI11 Homo sapiens genomic Clone R-74E7, genomic survey sequence.// 
1.10-08:141 :65//AQ268408 • v,.- 

R-NT2RP4001 753//H. sapiens HZF3 mRNA for zinc finger protein://1 .7e-1 1 1 :552:96//X78926 
R-NT2RP4001760//Mouse oncogene (ect2) mRNA, complete cds,//9.3e-27:358:72//L1 131 6 
20 R-NT2RP4001 790//Homo sapiens clone GS259H1 3, WORKING bRAFT SEQUENCE, 4 unordered piecesy/1 .7e- 
99:484:98//AC005020 V ; ' ■! . : 

R-NT2RP4001803//HS_3087_B2_B05_MF CIT Approved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3087 Col=10 Row=D, genomic survey sequencey/2Je-96:471:97//AQ121405 
R-NT2RP4001822 " ; ; 

25 R-NT2RP4001823 ; ' 

R-NT2RP4001828//Human DNA sequence from PAC 179115, BRCA2 gene region chromosome 13q12-ql3con- 
tains Klotho ESTs and CpG island.//4.le-l4:l36:83//Z9254d " * ^f'- ; 

R-NT2RP4001838//Plasmodium falciparum chromosome 2, secti6n'9 of 73 of the complete sequencey/2.5e-06: 
418:60//AE001372 

30 R-NT2RP4001 849//P.falciparum serine rich protein (SERF I) geney/0.64: 1 35:67//J03983 

R-NT2RP4001 889//Homo sapiens PAC clone DJ1182N03 from 7qi 1 .23-q21 .1 , complete sequencey/4.3e-26:2l2: 
82//AC004548 . 

R-NT2RP4001893//Homo sapiens BAC clone GS166A23 from ''7f52^,' complete sequencey/1.8e-1 11:570:96// 
AC005014 

35 R-NT2RP4001896 ' 

R-NT2RP4001901 ^ . ; . . 

R-NT2RP4001927//Borrelia burgdorferi (section 32 of 70) of the comjDlete genome.//1 .0:242:60//AE001146 
R-NT2RP4001938//Human aminopeptidase N gene, exon l'//3j3e^2:1 95 :85//M 55523 

R-NT2RP4001946//Plasmodium falciparum 3D7 chromosome,:i2,PFYAC293 genomic sequence, WORKING 
40 DRAFT SEQUENCE, 9 unordered pieces,//0.97:371 :57//ACbo*4y57 , 

R-NT2RP4001950//RPCI11-69C18.TJ RPCI11 Homo sapiens 'genoiTiic d R-69C18. genomic survey se- 
quence.//4.7e-91:552:89//AQ236641 V^V/'^' 

R-NT2RP4001 953//Homo sapiens DNA sequence from PAC 958B3 on chromosome Xp22.1 1 -Xp22.22. Contains 
ESTs STS and CpG island.//6.6e-70:325:84//Z93023 ] ^ ' 

45 R-NT2RP4001966//Rat mRNA for growth potentiating factor, c6mplete:cdsy/5.5e-37:l41 :86//D42l48 

R-NT2RP4001 975//Human Newcastle disease virus inducible protein mRNA, partial 3'UTR regiony/1.0e-46:242: 
98//U25276 _ V/ J 

R-NT2RP400201 8//RPCI1 1 -76123.TV RPC1 1 1 Homo sapiens geriomibctdne R-76123, genomic survey sequencey/ 
7.9e-89:438:97//AQ268536 " " " ■/ 

50 R-NT2RP4002047//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 97P20. WORKING 

DRAFT SEQUENCE.//4.1e-07:325:62//AL031297 

R-NT2RP4002052//Human DNA sequence from clone 352E 11 'on; chromosome 22q13.1-13.31 . Contains GSSs, 
complete sequence .//0. 31 :452:57//AL022353 ' \ r - 

R-NT2RP4002058//RPCI11-69O1.TJ RPCI11 Homo sapiens genomic. Clone R-6901 , genomic sun/ey sequencey/ 
55 0.23:1 63:64//AQ26841 8 ' 

R-NT2RP4002071//Human DNA sequence *** SEQUENCING INPROGRESS *** from clone 1172A22, WORK- 
ING DRAFT SEQUENCEy/1 .1e-11 :407:62//AL034386 

R-NT2RP4002075//Human DNA sequence from clone 21 F7 ori.phromosome 6q1 6.1 -21 . Contains part of an exon 
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of a putative new gene and STSs and GSSs, complete sequence.//0,085:350:61//AL033375 
R-NT2RP4002078//RPCI11-79I16.TVRPCI11 Honflo sapiens genomlccloneR-7911 6, genomlcsurvey sequence.// 
3.3e-87:452:95//AQ283131 
R-nnnnnnnnnnnn 

5 R-NT2RP4002083//Homo sapiens mineralocorticoid receptor (MLR), exon 5.//0.50:256:6l//AF0686l9 

R-NT2RP4002408//CIT-HSP-2376023.TF CIT-HSP Homo sapiens genomic clone 2376023, genomic suwey se- 
quence.//6.8e-62:320:96//AQl1 1 1 63 

R-NT2RP4002791//Human PAC Clone DJ318C15 from Xq23, compfee sequence7/0.022:435:61//AC002476 
R-NT2RP4002888//Homo sapiens BAG Clone RG067E13 from 7q21, complete sequence.//6.0e-56:660:71// 
10 AC002383 

R-NT2RP4002905//Plasmodium falciparum DNA *** SEQUENCING Ifsi PROGRESS *** from conttg 3-20, complete 
sequence.//0.0017:533:57//AL008972 ' ' ^' . 

R-OVARC1000001//Homo sapiens mRNA for KI/VA0465 protein, partial cds.//8.7e-114:605:94//AB007934 
R-OVARC1000004//Homo sapiens chromosome 4 clone B368A9, map 4q25, complete sequence .//2.le-43: 326: 

15 74//AC005510 ; 

R-OVARC1000006//HS_2253_B1_F01_MR GIT Approved Human Genomic Spemri Library D Homo sapiens ge- 
nomic clone Plate=2253 Gol=1 Row=L, genomic survey sequence7/3.7e-35: 191 :98//AQ0691 24 
R-OVARC1000013//HS_2212_A2_G06_MF CIT /Vpproved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2212 Col=12 Row=M, genomic survey sequence,//0.1 4:2 12:63//AQ21 0584 

20 R-0VARC1 00001 4//Human DNA sequence from PAG 463A9, on .chromosome Xq25 contains STS 7/0.0053:356: 

62//Z80232 ' . 

R-OVARC1000017 " ;^ 

R-0VARC1 000035//RPCI1 1 -65E1 .TJ RPG1 1 1 Homo sapiens genomic clone R-65E1 , genomic survey sequence.// 
3.3e-05:236:63//AQ237194 ' ' '^ 

25 R-OVARG1000058//Homo sapiens DNA sequence from BAG 390G10 on chromosome 22q11.21-12.1. Gontains 
an Immunoglobulin LIKE gene and a pseudogene similar to Beta Grystallin. Contains ESTs. STSs. GSSs andtaga 
and tat repeat polymorphisms, complete sequencey/2.7e-48:325:82//AL00872l 

R-OVARC1000060//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 27K12, WORKING 
DRAFT SEQUENCE.//5.0e-21:297:70//AL033397 . , 

30 R-OVARG1000068//P.falciparum complete gene map of plastfd-iike DNA (IR-B).//0.00038:553:58//X95276 

R-0VARC1 000071 //Human DNA sequence *** SEQUENCING IN PROGRESS ***from clone 596C15. WORKING 
DRAFT SEQUENGE7/5.1e-110:599:93//AL031 387 

R-0VARG1 000085//DNA encoding component HC5 of human prbteaspme7/2.7e-65:366:92//E03413 
R-nnnnnnnnnnnn//ClT-HSP-2172N17.TF CIT-HSP Homo sapiens genomic clone 2172N17. genomic survey se- 
35 quence.//0.80:285:59//B9439l '5?' ■ ' 

R-0VARG1 000091 ^^iv-.:, 

R-0VARC1 000092//CIT-HSP-2373J20.TR CIT-HSP Homo sapiens genomic clone 2373J20, genomic survey se- 
quence7/1 .40-17:141 :85//AQ111520 r 
R-OVARC 1 0001 06 /* 
40 R-0VARG1 0001 1 3//Homo sapiens okadaic acid-inducible phosphoprbtein (OA48-1 8) mRNA. complete cds7/2.6e- 
100:495:97//AF069250 " 7 ' " v ^ 

R-0VARC1 00011 4//Homo sapiens partial XPGC gene, exon 2V/9r5e^49:392:80//X7l342 
R-0VARC1 0001 33//Human Chromosome 1 6 BAG clone GIT987SK-A-362G6, complete sequence.//0. 00020:243: 
65//U95740 

45 R-0VARC1 0001 45//Homo sapiens chromosome 1 0 clone GIT987SKt1 01 OKI map 1 0q25, complete sequence.// 
1 .8e-1 6:370:67//AC005385 

R-OVARC1000148//GIT-HSP-2386P14.TF.1 CIT-HSP Homo sapiens genomic clone 2386P14, genomic survey 
sequence.//1.1e-05:55:98//AQ240492 i 
R-0VARC1 0001 51//M.musculus GEG-1 54 mRNA.//9.8e-21 ; 1 92:8 j//X71 642 
50 R-OVARC1000168//CIT-HSP-2336F6.TR CIT-HSP Homo sapiens genomic clone 2336F6, genomic survey se- 

quence.//0.050:1 76:62MQ042932 ) ... ' 'V 

R-0VARC1 0001 91 //Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces.//3.7e-08:534:58//AC005506 

R-OVARG1000198//"* SEQUENCING IN PROGRESS *" Homo sapiens chromosome 4, BAG clone G0366H07: 
S5 HTGS phase 1 . WORKING DRAFT SEQUENCE. 28 unordei-ed;piecies.//5.2e-111 :556:96//AC004604 

R-OVARC1000209//Blacus Sp. 16S ribosomal RNA gene, partial sequeiice7/0.55:165:67//AF003501 
R-0VARC1 00021 2//Mouse DNA for beta-caseln7/0.56:225:63/7X(3484 

R-OVARC1000240//Homo sapiens chromosome 1 7, clone hRPK.63::A_1 . complete sequence.//6.2e-38:1 93:82// 
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AC005670 

R-OVARC1000241//MUS musculus hypoxia inducible factor three* alpha mRNA, complete cds.//l.1e-25:3l2:73// 
AF060194 - : : > 

R-OVARC1000288//Human HepG2 3' region Mbol cDNA, clone;hmdld01m37/5.4e-07:128:70//D17131 
R-OVARC1000302//Homo sapiens Chromosome 17, clone hRPK.65i:,L_9, complete sequence.//! .7e-l 0:1 00:88// 
AC005971 

R-OVARC1000304//Mouse mRNA from MovIO locusy/7.9e-66:379:81//X52574 
R-OVARC 1000309 

R-OVARC1000321//Homo sapiens clone NH0479C13. WORKING DRAFT SEQUENCE, 12 unordered pieces.// 
6.5e-83:453:94//AC005236 ' ' ! * ; 

R-OVARC1000326//Rattus norvegicus lamina-associated polypeptide l.C (LAP1C) mRNA, complete cds.//5.0e- 
58:455:81//U19614 ' ' 

R-0VARC1 000335//*** SEQUENCING IN PROGRESS *** Homo'sapieris chromosome 4. BAC clone C0483I23; 
HTGS phase 1. WORKING DRAFT SEQUENCE, 7 unordered pJeces,//0.034:429:60//AC005690 
R-OVARC1000347//MUS musculus HRS gene, complete cdi5y/4:6e-06:339:61//AF02030B 
R-OVARC1000384//D.discoideum glycoprotein 24 A and B (GP24A and GP24B) genes, complete cds.//0 .48:296: 
62//M27588 

R-OVARC1000408//Homo sapiens DNA from chromosome 19-cosmid R27740 containing MEF2B and RSRFR2 
genes, genomic sequencey/9.4e-39:286:87//AD00081 2 

R-0VARC1 00041 1//CIT-HSP-2303H1 0.TF CIT-HSP Homo sapiens genomic clone 2303H 1 0, genomic survey se- 
quence.//1.5e-07:94:84//AQ016720 ' " ^ : - 

R-0VARC1 00041 4//Homo sapiens genomic DNA, 21 q region, clone: 149C3X10, genomic survey sequenceV/l .8e- 
32:296:75//AG002388 

R-OVARC1000420//Homo sapiens clone DJ1137M13, complete'sequencey/2.0e-48:354:77//AC005378 
R-OVARC1000427//D.discoldeum vegetative specific gene VI 8 gene; for ribosomal proteiny/2.5e-09:370:59// 
XI 5382 ^ [-'jt^-lf^ '' 

R-O\/ARC1000431//HS_2l99_A2„E02_T7 CIT Approved Hufen (genomic Spemn Library D Homo sapiens ge- 
nomic clone Plate=2199 Col=4 Row=l, genomic survey sequehce://V3e-34:186:98//AQ093722 
R-0VARC1 000437//Gallus gallus tensin mRNA, 3' endy/1 .3e-1 5:T6q:80//L:06662 

R-0VARC1 000440//Homo sapiens BAC clone NH0538D1 5 from 7q1 t.23-q21 .1 . complete sequencey/0.0054:337: 
61//AC006043 ' ;S j 

R-OVARC1000442//CIT-HSP-2335L20TR CIT-HSP Homo sapiens genomic clone 2335L20, genomic survey se- 
quence.y/1.0e-45:322:86//AQ037381 ''S'-i'f':' 

R-OVARC1000443//Homo sapiens mRNA for KIAA0683 protein, complete cdsy/1 .1e-77:418:94//AB014583 
R-OVARC1000461//Human DNAsequence***SEQUENCING IN PROGRESS *** from clone 21 5D11. WORKING 
DRAFTSEQUENCEy^0.62:333:59//AL034417 ' ..J-i Jl^ ^: " 

R-OVARC1000465//BOS taurus guanine nucleotide-exchange protein '(ARF-GEPl) mRNA, complete cdsy/1. 1e- 
81:489:91//AF023451 

R-0VARC1 000466//Homo sapiens chromosome 17, Neurofibromatosis 1 locus, complete sequence.//0.0088:98: 
72//AC004526 '^''"'^^ ' 

R-0VARC1 000473//Homo sapiens full-length insert cDNA clone YI53Cl.0.//3.2e-92:31 7:1 00//AF085851 
R-OVARC1000479//Rattus norvegicus mRNA for TIP 120, complete cds./y2.7e-70:502:84//D87671 
R-OVARC1000486//Dictyostelium discoideum FusC (fusC) gene, partial cdsy/0.52:411 :58//AF019984 
R-0VARC1 000496 

R-0VARC1 000520//Homo sapiens PAC clone DJ41 2A9 from 22, complete sequencey/3.8e-i 7:294:71 //AC005005 
R-OVARC1000526//Homo sapiens clone GS438P06, WORKING RAFT SEQUENCE, 17 unordered piecesy/ 
4.5e-109:547:96//AC005024 %%sfi . 

R-OVARC1000533//Homo sapiens chromosome 19, cosmidlfl36385, complete sequence. //3.0e-46:264:93// 
AC004510 \ ^"^"(l^^l 

R-OVARC1000543//Caenorhabditis elegans cosmid F10C1 .y/d4o063:41:7;59//U49831 
R-OVARC1000556//Homo sapiens DNA sequence from PAC I68i:i6'bri chromosome 6q26-27. Contains RSK3 
gene, ribosomal protein S6 kinase, EST, GSS, STS. CpG island, complete sequence.//l .5e-39:144:92//ALa22069 
R-OVARC1000557//Homo sapiens chromosome 19, cosmid- R32469, complete sequencey/i.5e-8 1:429:96// 
AC005197 

R-OVARC1000564//Homo sapiens chromosome 17, clone HRPC837J1, complete sequencey/0. 83:301:58// 
AC004223 ' ' 4 ' 

R-OVARC1000573//Homo sapiens Xq28 genomic DNA in the region; of the ALD locus containing the genes for 
creatine transporter (SLC6A8), CDM, adrenoleukodystrophy (ALD), fsjat-isocitrate dehydrogenase gamma subunit 
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(IDH). and translocon-associated protein delta (TRAP) genes, complete cds, plexin related protein (PLEXR) and 
serine kinase (SK) genes, partial cds, Xq28lu1 gene and cytochrome C (CCp) pseudogene.//2.4e-44:300:88// 
U52111 

R-OVARC1000578//Human Chromosome 16 BAG clone CIT987Sk-A-270G1 , complete sequence.//6.4e-48:436: 
5 78//AF001549 

R-OVARC1000588//Homo sapiens chromosome 19, cosmid F19847, complete sequence.//2.7e-32;313:78// 

AC005952 

R-OVARC 1000605 

R-OVARC1000622//Homo sapiens PAC clone DJ0942I16 ffom '7q1l; complete sequence7/6.2e-43:328:83// 
10 AC006012 

R-OVARC1000640//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 
ordered pieces.//l .9e-47:5i 4:73//AC005840 . 

R-OVARC1000661//Homo sapiens mRNA for KIAA0590 protein; complete Cds.//1 .6e-29:162:100//AB011162. 
R-OVARC1000678//Plasmodium falciparum 3D7 chromosome 12 PFYA'CB8-420 genomic sequence, WORKING 
15 DRAFT SEQUENCE. 14 unordered pieces.//0.50:270:60//AC005140 

R-nnnnnnnnnnnn//Rattus norvegicus mRNA for myosin-RhoGAP protein Myr 7.//l.4e-83:549:86//AJ001713 
R-OVARC1000681//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 257E24. WORKING 
DRAFT SEQUENCE.//3.2e-13:160:76//AL034424 

R-O\/ARCl000689//Schistocerca amerlcana Antennapedia homeotic protein (Antp) mRNA. complete cdsy/0.90: 
20 230:61/AJ32943 

R-0VARC1 000700//Homo sapiens chromosome 5, SAC clone 34j1 5 (LBNL HI 69), complete sequencey/5.l e-1 5: 
133:85//AC005754 

R-OVARC1000703//Homo sapiens chromosome 22, clone.hRPb.l30_H_16, complete sequence.//6.9e-48:525: 
73//AC005585 / 
25 R-0\/ARC1000730//HS_3018_B1_H10_T7 CIT Approved Human.Genomic Spenn Library D Homo sapiens ge- 

nomic clone Plate=3018 Col=19 Row=P, genomic survey sequence.//0.00019:198:63//AQ093513 
R-OVARC1000746//P.falciparum complete gene map of plastid-like DNA (IR-B).//0.98:154:65//X95276 
R-OVARC1000769//Human coagulation factor XI gene, intron 2, partlail,; clone pTZ18R.//2.0e-30:187:78//M21185 
R-0VARC1 000771 

30 R-0VARC1 000781//Sequence 5 from Patent WO9722695y/8.4e-.47;401 :77//A63552 

R-OVARC1000787//Homo sapiens PAC clone DJ430N08 from 22qi2.i-qter, complete sequencey/7.8e-l 11:567: 
96//AC004542 

R-OVARC1000800//Homo sapiens mitochondrial HSP75 mRNA. complete cdsy/1.3e-l7:119:95//L15189 
R-OVARC1000802//Homo sapiens chromosome 5. BAG clone 120cl3 (LBNL HI 71), complete sequence y/2.3e- 
35 51 :482:78//AC005574 . • ^' "* 

R-OVARC1000834//Homo sapiens mRNA for atopy related autbantigen CALCy/3.6e-105:536:95//Y1771 
R-0VARC1 000846//Homo sapiens chromosome 1 6, cosmid clone 390H2 (LANL), complete sequencey/2.7e-1 07: 
538:96//AC004494 

R-OVARC1000850//Homo sapiens PB39 mRNA, complete cdsy/3.6e-11 4:579 :96//AF045584 
40 R-OVARC1000862//M.musculus Fit mRNAy/2.3e-20:346:73//X71978 

R-OVARC1000876//Plasmodium falciparum chromosome 2, section 53 of 73 of the complete sequencey/9.1 e-08: 
427:58//AE001416 

R-OVARC1000883//MUS domesticus nuclear binding factor NF2d9 mRNA, complete cdsy/5.6e-34:357:78// 
U20086 \^ 
45 R-0VARC1 000885//Lycopersicon esculentum alcohol dehydrogenas'b homolog (GAD3) mRNA, partial cdsy/0.47: 

305:60//U21801 ' . . 

R-OVARC 1000886 ^ i;, 

R-OVARC1000891//HS_3082_A2_F04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3082 Col==8 Row=K, genomic survey sequehc6y^ .^te-i6: 187:79/^^ 
50 R-OVARC1000897//Human DNA sequence from clone 192P9 on chromosome Xpl 1 .23-11 .4. Contains a pseudo- 
gene similar to rat Plasmollpin, ESTs and GSSs, complete sequencey/7.2e-07:476:60//AL020989 
R-OVARC1000912 ;r ^ 

R-0VARC1 00091 5//Homo sapiens chromosome 17, clone hRPC.971_F_3, WORKING DRAFT SEQUENCE, 1 
ordered piecesy/5.4e-70:509:86//AC0041 50 " ; 

55 R-OVARC I000924//Homo sapiens Chromosome 22ql 1.2 .Cosmid' Clone cosk In NF1 Region, complete se- 
quencey/1 .6e-77:465:90//AC002471 ' ; „ 

R-OVARC1000936//HS_2195_A2_C12_MR CIT Approved Huniari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2195 Col=24 Row=E, genomic survey sequence7/2.4e-76:463:90//AQ191108 
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R-0VARC1 000937//Human DNA sequence SEQUENCINGJN PROGRESS *** from clone 250D1 0, WORKING 
DRAFTSEQUENCE.//0.0028:161:65//299716 : ' / 

R-OVARC1000945//Rattus norvegicus mRNA for atypical PKC specific binding protein, complete cclsy/3.5e-62: 
526:78//AB005549 / /i . ; 

5 R-OVARC1000948//Hypera postica NADH dehydrogenase subuhit.-l (NDI) gene, partial cds, tRNA-Leu gene, 

complete sequence, and 1 6S ribosomal gene, partial sequence, mitochondrial genes encoding mitochondrial prod- 
ucts7/0.018:212:61//U61169 ■ / V^^* *' 

R-0VARC1 000959//CIT-HSP-2371 K1 6.TR CIT-HSP Homo sapiens genomic clone 2371 K1.6, genomic survey se- 
quence 7/1 , 1 e-45:303:87//AQ11 1 323 
10 R-0VARC1 000960//Homo sapiens BAG clone GS293C05 from 7q21,-q22, complete sequence.//7.5e-44:353:81// 

AC005021 . • •" . ; 

R-OVARCia0097i//H.sapiens DNA for repeat unit locus D18S51(285 bp)y/2.2e-07:223:70//X91255 
R-0VARC1 000984 

R-0VARC1 000996//Human DNA sequence from clone 272L1 6 on chromosome 1 q32.1 -32.3. Contains the 3' end 
15 of the LAMB3 gene for Lamlnin, Beta 3 (Nlceln, Kalinin, BM6d0) and a novel Rat Ca2+/Calmodulin dependent 
Protein Kinase LIKE gene. Contains ESTs, STSs, GSSs, genomic marker D1S491 and aca repeat polymorphism, 
complete sequence y/1 .3e-06: 179 :70//AL023754 

R-0VARC1 000999//Homo sapiens chromosome 1 7, clone hCIT457_L_1 6, complete sequence.//5.8e-71 :332:87// 
AC003957 

20 R-0VARC1 001 000//HS_3032_B1_G11_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3032 Col=2l Row=N, genomic survey sequence://5.le-5l :257:99//AQ096695 
R-OVARC1001004//Homo sapiens from UWGC:y18c282 frorn. 6p2,1, complete sequence.//5.6e-92:473:?6// 
AC004190 Z^ ;/ ^ 

R-0VARC1 001 01 0//RPC1 1 1 -1 0P1 .TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -1 0P1 , genomic survey se- 
25 quence.//4.1e-05:201:65//B71813 : 

R-0VARC1 001 Oil //Homo sapiens clone DJ1021 120, WORKING DRAI^T'SEQUENCE. 6 unordered pleces.//7.9e- 
18:219:69//AC005520 * . 

R-0VARC1 001 032//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y738F9, WORKING 
DRAFT SEQUENCEy/2.7e-89:464:86//AL022345 < • 

30 R-OVARC1001034//Homo sapiens chromosome 20, BAC clone 99' (LBN L H80), complete sequencey/1.4e-18: 

451 :64//AC005220 

R-OVARC1001038//Homo sapiens TRIAD1 type I mRNA, complete cdS.//1.3e-99;501:96//AF099149 
R-OVARC1001 040//Homo sapiens chromosome 17, clone hRPK.1,096_G_20, complete sequencey/9.7e-17:180: 
78//AC005410 
35 R-OVARC1001044 

R-OVARC1001051//H.saplens mRNA for homologue to yeast ribosomal protein L41 .//3.7e-1 5:1 24:88//Z1 2962 
R-OVARC1001055//Homo sapiens, clone hRPK.15_A_1 , complete sequence.//2.0e-30:292:76//AC006213 
R-OVARC1001062//Sequence 65 from patent US 56911 47 .//2.6e-54:3 12:92//! 76237 

R-OVARC1001068//Homo sapiens Era GTPase A protejn (HERA-A) mRNA, partial cds.//2.3e-95:463:98// 
40 AF082657 

R-OVARC1001 072//Gallus gallus chicken brain factor-2 (CBF-2) mRNA. complete cds.//0.92:272:59//U47276 
R-OVARC1001074//HS_2205_A1_D07_MF CIT Approved Humah.Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2205 Col=13 Row=G, genomic survey s'equerice.//1 .3e-35:205:94//AQ1 84530 
R-OVARC1001085 „ j; 

45 R-OVARC1001092//Homo sapiens mRNA for JM5 protein, ■complete CDS (clone IMAGE 53337, 

LLNLdlOFI 85707 (RZPD Berlin) and LLNLc110G0913Q7 (RZPD ^erlin))y/4.5e-95:325:98//AJ005897 
R-OVARC1001113//Homo sapiens diaphanous 1 (HDIA1) mRNA,' complete cds.//1.0e-73:386:95//AF051782 
R-OVARC1001117//Homo sapiens chromosome 7 clone UWGC:g3586a16'0 from 7p14-15, complete sequence.// 
6.1e-37:314:81//AC005272 

50 R-OVARC1001118//Homo sapiens Chromosome 5, P1 clone 1^9bjit{iBNLH73), complete sequenceV/l .5e-44: 
390:77//AC005372 ' ' ' • 

R-OVARC1001129//Rickettsia prowazekii strain Madrid E, complete genome; segment 1/4.//0.81:461:57// 

AJ235270 . . '*: , ' 

R-0VARC1 001 1 61//Human DNA sequence SEQUENCINgIn. PROGRESS *** from clone 850H21 . WORKING 
55 DRAFT SEQUENCE7/4.6e-08:342:64//AL031 680 ' ' \ f * ; . 

R-OVARC1001162//CIT-HSP-2171J2,TR CIT-HSP Homo sapiens genomic clone 2171J2, genomic survey se- 
quence.//5.9e-48:347:85//B89781 

R-OVARC1001167//Homo sapiens clone DJ1102A12. WORKING DRAFT SEQUENCE, 15 unordered pieces.// 
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1.3e-28:427:70//AC004963 ' ; • 

R-0VARC1 001 1 69//RPCI11 -36P6.TV RPCI-1 1 Homo sapiens genomic clone RPCI-1 1 -36P6, genomic sun/ey se- 
quence.//0.56: 1 1 3:72//AQ045859 

R-OVARC1001170//Homo sapiens Xp22 BAG GS-377014 (Genome Systems Human BAG library) complete se- 
5 quence.//8.8e-39:301:85//AC002549 . ' 

R-OVARC1001173//Human clone HS2.30 Alu-Ya5 sequence.//2i4e-35:183:83//U67213 
R-OVARC1001180//Homo sapiens 12q24.1 NOVECTOR" P443K8 () complete sequence.//9.le-4l:5l6:72// 
AC005907 - ' i . 

R-OVARC1001188//Homo sapiens Chromosome Ilpl4,3 PAG clone^pDJi034g4, complete Sequence7/I.2e-14: 
10 134:85//AG004796 

R-0VARG1 001 200//ALS=85 kda insulin-like grovyth factor binding protein-3 complex acid-labile subunit [baboons, 
liver, mRNA Partial, 1818 nt].//0.12:345:60//S83462 , . 

R-OVARC1001232//Bovlne tyrosine hydroxylase mRNA, complete cds.//0.66:257:59//M36794 
R-OVARC1001240//Homo sapiens chromosome 17, clone hCIJ.124iH_2, complete sequence.//1 .4e-41 :284:87// 
15 AC006071 

R-OVARC1001243//HS_2055_B2_G01„MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=2 Row=F, genomic survey sequence.//0.59:83:75//AQ243142 
R-OVARG1001261//Grocodylus porosus mRNA fortransthyretin.//0.93:121:66//AJ223148 
R-OVARG1001268 " I'V' " ^ 

20 R-OVARG1001270//Plasmodium falciparum MAL3P6. complete sequence. //0. 0031 :295:62//Z98551 

R-0VARC1 00l27i//Homo sapiens chromosome 1 6, cosmid clone 390H2.(LANL), complete sequence.//i ,6e-i 07: 
544:97//AC004494 : 

R-OVARC1001282//Homo sapiens Xp22-39-47 PAG RPGir-199j3;j(Roswell Park Cancer Institute Human PAC 
Library) complete sequence.//0.025:402:59//AG006062 
25 R-OVARG1001296//Homo sapiens echinoderm microtubule-associated protein homolog HuEMAP mRNA, com- 

plete cds.//1 .1e-05:31 9:62//U 9701 8 ' • • 

R-nnnnnnnnnnnn//Sequence 13 from patent US 562481 8.//5.4e-85:577:84//l41 142 

R-OVARC1001329//Human DNA sequence "* SEQUENCING INTRpGRESS "* from clone 30G7, WORKING 
DRAFT SEQUENCEy/4.2e-71:282:88//AL034402 ^ ;: 

30 R-OVARC1001330//Homo sapiens PAC clone DJ0697H17 from 7q11-.2i3Tq21 .1, complete sequence.//0. 19:256: 

59//AC004862 ' \ 

R-OVARC1001339//Homo sapiens 12q 13 PAG RPG1 1-31 6M24(Rojswell Park Cancer Institute Human PAC library) 
complete sequence.//2.5e -49 :366:83//AG 004242 

R-0VARC1 001 341//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 695020, WORKING 
35 DRAFTSEQUENCE.//4.8e-26:447:69//AL032818 . ; ' 

R-OVARC1001342//Homo sapiens chromosome 10 clone CIT967Sk-1175G20 map 10q25.2-10q25.3, complete 
sequence.//5.5e-86:569:86//AC005874 

R-OVARG1001344//Homo sapiens chromosome 5, BAG clone 261 ji7 (LBNL H190), complete sequencey/2.8e- 

46:424:78//AG005350 

40 R-0VARC1 001 357//Sequence 1 from patent US 5597707 .//3.0e-42:250:93//l34297 

R-OVARG1001360//Homo sapiens chromosome 17, clone hFtPK!786_0_4, complete sequence.//0.20:335:60// 
AC005863 : t ^ ' 

R-OVARC 1 001 369 ' 'I p-- 

R-0VARC1 001 372//S.scrofa DNA for myogenin 3'flanking region '(285 bp),//6.9e-29:249:83//X8921 0 
45 R-OVARC1001376//Homo sapiens BAG clone RG139P11 from'7qjljq21 , compte^^ sequence.//2.1e-50:491 :73// 

AC004491 ■ "''7 

R-OVARG1001381//Homo sapiens chromosome 17, clone hRP.K j56_L_14, complete sequence .//9.3e-20:422: 
60//AC005821 [ T'^^ V,! • 

R-OVARC1001391 ^X-i'r'' I 

SO R-nnnnnnnnnnnn 

R-OVARC1001417//Homo sapiens EXLM1 mRNA, complete cds.//9.9e-1 1 0:561 :95//AB00665 

R-0VARG1 001 41 9//CIT-HSP-2362F1 6.TR CIT-HSP Homo sapiens genbmic clone 2362F1 6, genomic survey se- 

quence.//7.6e-47:242:98//AQ074668 '* ' 

R-OVARG1001425//Homo sapiens PAC clone DJ1108A12 from I4q24.3, complete sequence.//2.3e-20:21 1 :66// 
55 AC005157 

R-OVARC1001436//Human DNA flanking 3' end of transposonll !l.//0.18:146:66//M80341 
R-OVARC1001442 

R-OVARC1001453//Human PAC clone DJ525N14 from Xq23.. complete sequence.//2.3e-19:181 :81//AC002086 
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R-0VARC1 001 476//CITBI-E1 -251 7B6.tr CITBI-E1 Homo sapieiis genomic clone 251 7B6, genomic survey se- 
quence.//0.24:308:59//AQ278655 ■ 

R-OVARC1001480//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 753D4. WORKING 
DRAFT SEQUENCE.//0.99:294:62//AL031 676 \ ; 

5 R-OVARC1001489//E.caballus microsatellite DNA marker (clone ASB32).//0.87:81 :71//X93546 

R-OVARC1001496//Homo sapiens C-terminal binding protein 2 mRNA, complete cds.//9.3e-1 1 6:585:96// 
AFO 16507 

R-OVARC1001506//Homo Sapiens Chromosome 16 BAC clone" CIT987-SKA-13F4 -complete genomic se- 
quence, complete sequencey/2.6e-40:285:86//AC002039 
10 R-0VARC1 001 525//Homo sapiens clone NH021 5P1 6. WORKING-DRAFT SEQUENCE, 3 unordered pleces7/l .0: 
320:59//AC006036 

R-OVARC1001542//Homo sapiens hJTB mRNA, complete cds.//5.0e-1l0:566:95//AB0l6488 
R-OVARC1001547 

R-OVARC1001577//Homo sapiens SRp46 splicing factor , transcribed retropseudogene.//5.9e-33:2 16:92// 

15 AF031165 ; 

R-OVARC1001600//Human Chromosome X, complete sequence.//3.0e-22:157:89//AC002418 
R-OVARC1001610//HS_3070_A2_A06_MR CIT /Vpproved Human' Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3070 Col=l2 Row=A, genomic survey sequence.//0.47:1 07: 66//AQ 103523 
R-0VARC1 001 61 1//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 1 85N5. WORKING 

20 DRAFT SEQENCEy/0.17:236:63//AL034423 

R-OVARCI 001 61 5//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 31 001 3 , WORKING 
DRAFT SEQUENCE.//1.3e-19:248:70//AL031 658 " 

R-OVARC1001668//HS_3228_A2_E12_MR CIT Approved Humfeiri Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3228 Col=24 Row=l, genomic survey sequence.//4.6e-13:156:76//AQ1 88379 
25 R-OVARC1001702//CITBI-E1-2501P16.TR.1 CITBI-E1 Homo'sapieris; genomic Clone 2501 PI 6, genomic survey 

sequence.//1.6e-41:217:99//AQ241965 c : A * ' 

R-OVARCI 001 703 

R-OVARCI 001 71 1//CITBI-E1 -2502N 1 0.TF CITBI-El Homo sapiens genomic clone 2502N1 0, genomic survey se- 
quence.//2.0e-14:220:72//AQ2661 94 
30 R-OVARCI 001 726//CIT-HSP-2320O1 TF CIT-HSP Homo sapiens genomic clone 232001 , genomic survey se- 

quence.//0.021:170:62//AQ038145 . :; 

R-OVARC1001 731//Human mRNA for fibroblast tropomyosin TPi/i30 (p 1)7/2. 5e-72:422:90//X05276 
R-OVARCI 001 745//Human DNA sequence from clone 796111 on chromosome 20q12. Contains ESTs, an STS 
and GSSs, complete sequencey/7.6e-44:314:84//AL031257 
35 R-nnnnnnnnnnnn//S.cerevisiae N-acetyltransferase (AAAl ) mRNA, complete cds.//l .6e-08:396:60//M23l 66 

R-0VARC1 001 766//Homo sapiens eukaryotic translation initiation factor elF3, p35 subunit mRNA, complete cds.// 
3.5e-108:567:94//U97670 . . . 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0675 protelri, complete cdsy/6.3e-1 08:529 :97//AB01 4575 
R-OVARCI 001 768//Caenorhabditis elegans cosmid Y57G1 1 A, complete sequencey/0.24:205:64//Z99279 
40 R-OVARC1001791//Homo sapiens BAC clone RG118P15' from:8q2r, complete sequence 7/4.60-58: 558:76// 
AC005066 ^''-V^ • 

R-OVARCI 001 795 

R-OVARCI 001 802//Human HLA class III region containing cAMP response element binding protein-related protein 
(CREB-RP) and tenascin X (tenascin-X) genes, complete cds, complete sequence.//1.1e-37:346:78//U89337 
45 R-OVARCI 001 805//Human DNA sequence from clone 5iiEl6'o'n chromosome 6p24. 3-25.1. Contains the last 

coding exon of the gene for P18 component of aminoacyl-tRNA. synthetase complex, part of an unknown gene 
downstream of a putative CpG island, and an STS with a CA'repiBat polymorphism, complete sequencey/3.0e- 
11 2:581 :95//AL023694 V ^. 

R-OVARCI 001 81 2//Human DNA sequence from clone 227L5 on chromosome Xpll .22-11 .3. Contains a Keratin, 
50 Type 1 Cytoskeletal 1 8 {KRT18, CYK1 8, K18. CK1 8) pseudogene and an STS, complete sequence y/6.6e-41 :345: 
81//AL031585 

R-OVARCl 001 813//CITBI-E1 -2508J1 8.TR CITBI-El Homo sapiens genomic clone 2508J1 8, genomic survey se- 

quence.//1.6e-72:386:95//AQ263046 , , r 

R-OVARCI 001 820//Human PAC clone DJ525N14 from Xq23,- complete sequencey/4.8e-41:320:83//AC002086 
55 R-OVARCI 001 828//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence, WORKING 

DRAFT SEQUENCE, 4 unordered pieces7/3.4e-08:527:58//ACq04688 

R-OVARCI 001 846//CIT-HSP-2014F1 5.TR CIT-HSP Homo sapiens genomic clone 2014F1 5, genomic survey se- 
quence7/0.0045:165:67//B58905 " r: , 

• ■ ■ 
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R-OVARC1001861//M.musculus mRNA for pMEM2 protein. //9.5e-28:405:68//X95350 
R-OVARC1001873//Homo sapiens clones 24718 and 24825 mRNA sequence.//5.9e-1 04:571 :91//AF070611 
R-OVARC1001879//Human DNA sequence from clone 612B1'8 oh chromosome lq24-25.3 Contains exon from 
gene similar to 40S ribosomal protein, first coding exon of dynamin 2 (DYNII). ESTs, STS, GSS, CpG Island, 
5 complete sequence.//9.ie-20:206:80//AL03i 864 . r 

R-OVARC1001880//RPCI11-42I15.TJ RPCI11 Homo sapiens genomic clone R-42115, genomic survey se- 
quenceV/3.9e-50:287:8a//AQ052700 

R-0VARC1 001 883//Homo sapiens chromosome 1 7, clone hCIT. 1 23_J_1 4, complete sequence.//6.l e-1 3:457:63// 
AC003950 ' V / 

10 R-0VARC1 001 900//Homo sapiens tumorous imaginal discs protein Tld56 homolog (TID1 ) mRNA, complete cds7/ 
2.5e-86:346:90//AF061 749 

R-0VARC1 001 901 //Homo sapiens testis specific methyl-CpG binding protein MBD2 (MBD2) mRNA, partial cds.// 
7.2e-89:42 1 : 1 00//AF072246 ' . : V ' :\ 

R-OVARC1001911//Homo sapiens full-length insert cDNA clone 2b52Fio!//8.2e-1 06:51 0:98//AF08631 5 
15 R-OVARC1001916 
R-OVARC1001928 

R-OVARC1001942//S.cerevisiae N-acetyltransferase (AAA1) mRNA. complete cds.//0.0013:231 :63//M23166 
R-OVARC1001943//Human immunodeficiency virus type 1, strain FRMP329, envelope glycoprotein V3 region 
(env) gene, partial cds.//0. 14:1 73:64//U58826 
20 R-0VARC1 001 949//Human zinc finger protein 20 (ZNF20) pentahucleotide repeat polymorphism.//1 .3e-09:306: 

63//M99593 

R-OVARC1001950//Homo sapiens Chromosome 17, clone hRPK.ll2_H.l0, complete sequencey/8.2e-38:385: 

75//AC005666 

R-OVARC1001987 

25 R-OVARC1001989//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y57G11. 

WORKING DRAFT SEQUENCE.//6.3e-08:355:60//Z92841 , ' \ / 

R-OVARC1002044//Human DNA sequence from clone 681J21 on chromosome 1q23.2-24.3 Contains CpG island, 
complete sequencey/5.0e-42:298:86//AL031286 

R-OVARC1002050//Homo sapiens mRNA for KIAA0465 protein/ partial cds.//1 .4e-1 07:542 :96//AB007934 
30 R-OVARC1002066//Arabldopsls thaliana chromosome H BAG .Ft4M4 genomic sequence, complete sequence.// 

0.23:21 0:61//AC004411 " ' '\ 

R-OVARC1002082//Homo sapiens clone DJ0965K10, W0RkiNi3 bRAFT SEQUENCE, 6 unordered pieces.// 
5.4e-99:546:92//AC006015 ^ ' ' - 

R-OVARC1002107//Human DNA sequence from PAC 417G15 dri chrortiosome Xq25-Xq26. Contains glypican-3 
35 precursor (intestinal protein OCI-5) (GTR2-2), pseudogene, ESTs7/4;46-34:375:74//AL009l 74 
R-OVARC1002127 ' ' ' ' 

R-0VARG1 002138//CIT-HSP-2290O18.TF CIT-HSP Homo sapiens genomic clone 229001 8, genomic survey se- 
quence.//2.4e-07:31 6:62//AQ003988 ] 

R-0VARC1 0021 43//RPC1 1 1 -54M8.TJ RPCI1 1 Homo sapiens genomic clone R-54M8, genomic survey sequence.// 
40 2.3e-35:220:90//AQ083241 ' I ' ] 

R-OVARC1002156 » 

R-OVARCI 0021 58//CITBI-E1 -251 4D4.TF CITBI-E1 Homo sapiens genomic clone 2514D4, genomic survey se- 
quence.//1 .6e-12:140:79//AQ265720 

R-OVARC1002165//CIT-HSP-2307C9.TF CIT-HSP Homo sapiens genomic clone 2307C9, genomic survey se- 

45 quence.//5.0e-59:291 :99//AQ020420 

R-OVARCI 0021 82//R falciparum SD17 gene for knob-associated- histidine-rich proteiny/0.74;161:65//Y00060 
R-PLACE1000004//D.discoideum gene for protein kinase.//6. 00081 :263':59//Z37981 

R-PLACE1000005//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces.//0.0082:477:58//AC0055d7 
50 R-PLACE1 000007//Homo sapiens clone 24422 mRNA sequence.//1 .2e-1 4: 1 00:97//AF070557 

R-PLACE1000014//Homo sapiens genomic DNA, chromosome 2i qi22.2, pi clone: T1212 and T1 601 , WORKING 
DRAFT SEQUENCE.//2.8e-44:405:77//D83253 

R-PLACE1000031//Homo sapiens clone UWGC:y23c049 from 6p21, complete sequence.//!. 8e-24:291:73// 
AC006162 ' -^'V 

55 R-PLACE1000040//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y105C5, 

WORKING DRAFT SEQUENCE.//0.00039:289:61//Z98855 > ■ 

R-PLACE1000048//Human BAG clone RG210I04, complete sequenbe7/4.7e-83:518:89//AC002462 
R-PLACE1000050//Plasmodlum falcipaaim 3D7 chromosome 12 PFYAC181 genomic sequence, WORKING 
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DRAFT SEQUENCE, 8 unordered pieces.//0.98:73:76//AC005505 

R-PLACE1000061//Human ribosomal protein L37a mRNAsequenoe.//5.9e-2l:125:98//L22l54 
R-PLACE1 000066 , - 

R-PLACE1000078//Homo sapiens chromosome 11 clone CIT987SK-1012F4. WORKING DRAFT SEQUENCE, 6 
5 unordered pieces.//1 .2e-87:456:95//AC005848 

R-PLACE1 000081 ; 

R-PLACE1 000094//RPCI1 1 -91 K6.TV RPC1 1 1 Homo sapiens genomic clone R-91 K6, genomic survey sequence.// 
2.3e-83:409:98//AQ282619 , - . 

R-PLACE1000133//Homo sapiens Chromosome 1 7, clone hRPK.746_E_8, complete $equence.//1 .8e-06:420:57// 

10 AC005358 

R-PLACE1000142 ' , 

R-PLACE1000184//Homo sapiens estrogen-related receptor gamma mRNA. complete cds.//l.3e-l 12:594:94// 

AF058291 

R-PLACE1000185 

15 R-PLACE1 00021 3//CIT-HSP-2308A1 8.TR CIT-HSP Homo sapiens genomic clone 2308A1 8, genomic survey se- 

quence .//8 . 2e-80 : 41 0 :97//AQ022 1 49 

R-PLACE1 00021 4//Plasmodium falciparum DNA "* SEQUEfsJCING IN PROGRESS *** from contig 3-09, complete 

sequence.//1 .6e-05:548:59//AL008989 

R-PLACE1 000236//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 695020, WORKING 
20 DRAFT SEQUENCE.//2.2e-16:118:91//AL032818 

R-PLACE1000246//X.laevis mRNA forXLCL2 protein.//6.5e-13:66:?5//Z14122 

R-PLACE1000292//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 111B22, WORKING 
DRAFT SEQUENCE.//6.6e-41 :322:84//Z98200 

R-PLACE1 000332//Homo sapiens chromosome 1 7, clone hCIT.28i _F_24, complete sequence.//! .8e-1 6:598:62// 
25 AC004706 , 'v 

R-PLACE1000347//Homo sapiens PAC clone DJ1090P18 from 7q21-q22, complete sequence.//2.3e-11 :237:69// 
AC005326 

R-PLACE1000374//Arabidopsis thaliana chromosome 1 BAC Fi5k9 sequence, complete sequence7/8.7e-09: 
492:58//AC005278 * 'VV: 

SO R-PLACE1000380//Plasmodium falciparum chromosome 2, section i of 73 of the complete sequence.//0. 59:354: 

59//AE001364 ' ; 'dJA '.- ' 

R-PLACE1000383//MUS musculus myotubularin related protein . 1 (Mtmrl) mRNA, complete cds 7/0. 55: 65: 84// 
AF073997 

R-PLACE1000401//Homo sapiens Clone GS166C05. WORKING'DRAFT SEQUENCE, 7 unordered pieces.//3.6e- 
35 17:152:83//AC005015 : t v 

R-PLACE1000406//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K21 H1 , complete sequence^/ 
0.51:346:58//AB020742 • v • 

R-PLACE1000420//Homo sapiens genomic DNA, chromosome 2iq22.2'(bown Syndrome region), segment 2/15, 
WORKING DRAFT SEQUENCE.//1.5e-25:243:79//AP000009 
40 R-PLACE1000421//HS_2251_B2_G12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2251 Col=24 Row=N, genomic survey sequencei/l .4e-82:430:95//AQ1 92807 
R-PLACE1000424//Human PAC Clone DJ515N1 from 22q1 1 .2-q22, . complete sequenceV/l .86-36:483:71// 
AC002073 

R-PLACE1000435//Homo sapiens chromosome 21q22.2 coshiid'clbrie 071 A3, complete sequence.//2.6e-37:371 : 
45 76//AF015724 

R-PLACE1000444//Homo sapiens chromosome 17, clone hRPK.227_G_15, complete sequence.//1 .0e-54:429: 
81//AC005899 ■ '.y\,i 

R-PLACE1000453//Murine genomic DNA; partially digested Sau3A fragment, cloned into cosmid vector 
pEMBLcos2, complete sequence.//0.66:103:72//AF059580 
50 R-PLACE1000481//Human DNAsequence f rom clone 960O1 7 qn.cljrbrnosomeXpl 1.21 -11. 22 Contains EST, CA 
repeat(DXS991). STS, GSS, complete sequence.//0.019:171:66//ALp22166 

R-PLACE1000492//Rat vacuolar protein sorting homolog r-yps33b:; mRNA, complete cds .//3.2e- 17:221:72// 
U35245 ^ ' V ■ 

R-PLACE1000540//Plasmodium falcipamm 3D7 chromosome '12 PFYAC492 genomic sequence, WORKING 
55 DRAFT SEQUENCE, 5 unordered pieces.//0.00045:480:60//AC005308 

R- PLACE 1000547//Homo sapiens chromosome 19, cosmid Rf 7987, complete sequence.//9.6e-32:23l :85// 
AC004790 

R-PLACE1 000562//, complete sequenceT/l .8e-45:280:92//AC605469 
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R-PLACE1000564//Human chromosome 16 creatine transporter (SLC6A8) and (CDM) paralogous genes, com- 
plete cdS.//0.0079:180:65//U41302 

R-PLACE1000583//Homo sapiens chromosome 17, clone hRPK.799_N_11 , complete sequencey/1.5e-37:414: 
74//AC005323 

5 R-nnnnnnnnnnnn//Human guanylate binding protein isoform I (GBP-2) mRNA, complete cds.//l .9e-77:542:82// 

M55542 

R-PLACE1000596//PIasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
DRAFT SEQUENCE, 7 unordered pieces.//0.00019:482:59//AC005506 

R-PLACE1000599//Human germline T-cell receptor beta chain Dopamine-beta-hydroxylase-like, TRYi, TRY2, 
10 TRY3. TCRBV27S1P. TCRBV22S1 A2N1T, TCRBV9S1A1T. TCRBV7S1 A1 N2T TCRBV5S1A1T, TCRBV13S3, 

TCRBV6S7R TCRBV7S3A2T, TCRBV13S2A1T, TCRBV9S2A2PT. TCRBV7S2A1N4T. TCRBV13S9/13S2A1T, 
TCRBV6S5A1N1, TCRBV30S1P. TCRBV31S1, TCRBV13S5, TCRBV6S1 A1N1 , TCRBV32S1P, TCRBV5S5P, 
TCRBV1 SI A1 N1 . TCRBV1 2S2A1T TCRBV21 81 . TCRBV8S4P. TCRBV12S3. TCRBV21 S3A2N2T, TCRBV8S5P, 
TCRBV13S1 genes from bases 1 to 2671 56 (section 1 of 3)7/5.66-51: 369: 85//U66059 
IS R-PLACE1 00061 0//HS_307l_Al_C05_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3071 Col=9 Row=E, genomic survey sequencey/0.651:147:65//AQ103341 
R-PLACE1000636//HS_3220_B2_E09_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=3220 Col=18 Row=J, genomic survey sequenceV/O.OI 0:253 :64//AQ181157 
R-PLACE1000653//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds.//1 .6e-99:506: 
20 96//AF1 02265 

R-PLACE1000656//Homo sapiens mRNA for JM4 protein,; complete CDS (clone IMAGE 546750 and 
LLNLC110F1857Q7 (RZPD Bemn)).//4.5e-101 :559:92//AJ005896 . 
R-PLACE1000706//nucIear protein TIF1 [mice. mRNA. 3951 ht]://9,ie-1 0:331 :63//S782 19 
R-PLACE1 00071 2//Homo sapiens full-length insert cDNA clone Zb76.Gl0.//1 .0e-69:345:98//AF086408 
25 R-PLACE1 00071 6//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-279B10, complete sequencey/1.0: 

174:62//AC002300 

R-PLACE1000748//Plasmodium falciparum MAL3P3, complete sequence.//1.0e-06:337:60//Z98547 
R-PLACE1 000749//CSRL-1 5g9-u cSRL flow sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone 
cSRL-15g9, genomic survey sequence.//8.8e-26:236:80//Bd2791 
30 R-PLACE1000755//HS_2183_B1_H11_MF CIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2l83 Col=21 Row=P, genomic survey sequen'ce.//0.47:15l:65//AQ064202 
R-PLACE1000769//Homo sapiens clone DJ0647J21, WORKING. DRAFT SEQUENCE, 10 unordered pieces.// 
7.0e-38:492:74//AC004847 ' 

R-PLACE1000785//Homo sapiens mRNA for KIAA0648 protein, partial cds.//2.6e-101 :513:96//AB014548 
35 R-PLACE1000786//Human putative outer mitochondrial membrane 34 kDa translocase hT0M34mRNA, complete 
CdsV/0.078:1 80:68//U58970 

R-nnnnnnnnnnnn * ' 

R-PLACE1000798//Homo sapiens cosmid D66B10, chromosome 21 .5' of IFNAR1.//5.le-26:348:72//AF039904 
R-PLACE1 000841 //Human guanine nucleotide regulatory protein (NETl ) mRNA, complete cds.//1 .4e-26:1 10:95// 
40 U02081 

R-nnnnnnnnnnnn//Homo sapiens full-length insert cDNA clone ZD55D10.//1 .4e-13:93:96//AF086334 
R-PLACE1000856//Anopheles quadrimaculatus NADH dehydrogenase subunits (1-4, 4L, 5-6); cytochrome oxi- 
dase subunits (1-3): adenosine triphosphatase subunits (6,8); cytochrome b; transfer RNA; ribosomal RNA (large 
and small subunits).//2.7e-09:484:59//L04272 

R-PLACE1 000863 , r 

R-PLACE1000909//Plasmodium falcipaojm 307 chromosome 12 PFYACI 81 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//3,0e-05:274:60//AC005505 . 

R-PLACE1000931//RPCI11-66P7.TKRPCI11 Homo sapiens genomic clone R-66P7, genomic survey sequence.// 
50 3.4e-73:369:97//AQ237489 

R-PLACE1000948//RPCI11-64K15.TK RPCI11 Homo sapleris .genomic clone R-64K15, genomic survey se- 
quence.//6.6e-06:258:62//AQ239337 

R-PLACE1000972//Homo sapiens chromosome 17, clone hRPK.i;i2_J_9, complete sequence 7/8. 3e-20: 223:76// 
AC005553 ; 
55 R-PLACE1000977//Plasmodium falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 

DRAFT SEQUENCE. 7 unordered piecesy/0.00030:448:59//AC005506 
R-PLACE1 000979 

R-PLACE1001000//CIT-HSP-2297I8.TF CIT-HSP Homo sapiens genomic clone 229718. genomic survey se- 
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quence.//7.0e-07:64:95//AQ004997 

R-PLACE1001007//Human endothelial nitric oxide synthase gene, complete cds.//0.0078:215:64//D26607 
R-PLACE1001010 

R-PLACE1001015//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 150C2, WORKING 
5 DRAFTSEQUENCE.//1.5e-16:452:63//ALa22318 < • 

R-PLACE1001 024//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 41 7M14, WORKING 
DRAFT SEQUENCE.//0,99:1 86:63//AL024498 

R-PLACE1 001 036//Homo sapiens clone DJ1 1 36G02, WORKING DRAFT SEQUENCE, 4 unordered pieces.//2.5e- 
15:313:68//AC005377 , 
10 R-PLACE1001062//Homo sapiens chromosome 17, clone.hCIT54Kl9, complete sequence.//7.3e-l 6:1 19:84// 
AC003664 
R-PLACE1001076 

R-PLACE1001088//Human DNA sequence from cosmid 20302. between markers DXS6791 and DXS8038 on 
chromosome X contains ESTs.//0.97:332:59//Z74696 • -t ' . " ^ 

15 R-PLACE1001092//Plasmodium falciparum 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces.//6.2e-07 :302:62//AC005139 ■ 

R-PLACE1 001 1 04//Plasmodium falciparum chromosome 2, section 9 of 73 of the complete sequence.//0.057:280: 

60//AE001372 ^ . ' ; 

R-PLACE1001118//Homo sapiens DNA sequence from PAC 418A9 on chromosome 6q21 . Contains the first (5') 
20 two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene, ESTs and 
STSs, complete sequencey/4.9e-06:334:60//Z84480 " . \. 

R-PLACE1001136//Homo sapiens chromosome 17. clone hRPK.22_N_12, WORKING DRAFT SEQUENCE, 2 
ordered pieces.//1 .1e-3l :331 :75//AC005412 

R-PLACE10011 68//HS_2036_Al_H04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2036 Col=7 Row=0, genomic survey sequence.//0.40:1 44:63//AQ230662 

R-PLACE1001171 

R-PLACE1001185 ' . 

R-PLACE1001238//Human coxVlb gene, lastexon and flanking sequence .//3.4e-36:349:76//X581 39 
R-PLACE1001241//Plasmodium falciparum DNA"*SEQUENCING IN PROGRESS"* from contig 3-20, complete 

30 sequence.//0.11:258:61//AL008972 ' ^■''• 

R-PLACE1001257//*** SEQUENCING IN PROGRESS ***Homp sapiens chromosome 4, BAC clone B4P3: HTGS 
phase 1, WORKING DRAFT SEQUENCE, 9 unordered pieces7/1 .9e^46:484:73//AC000016 
R-PLACE1Q01272//Homo sapiens chromosome 21q22.3. PAC J91P10, complete sequence.//0.89:1 19:65// 
AF045448 ' ' , 

35 R-PLACE1 001 279//Caenorhabdltls elegans cosmid Y39A1 C, complete sequence.//0.99:95:69//AL023839 

R-PLACE1001280//CIT-HSP-2328B24.TF CIT-HSP Homo sapiens genomic Clone 2328B24, genomic survey se- 
quence.//5.4e-24: 1 47:76//AQ042 1 29 

R-PLACE1 001 294//M.musculUS GEG-1 54 mRNA.//1 .3e-22:472:65//X71 642 

R-PLACE1001304//Homo sapiens Chromosome 19, overlapping cosrtiids F1 8547, F11133, R27945, R28830 and 
40 R32804, complete sequencey/2.2e-22:139:77//AC003682 

R-PLACE1001311//Loligo pealei repeat region. //o. 84:232 :64//Zi 8286 . 

R-Pl-ACE1001323//Homo sapiens DNA sequence from PAG 4.1 8A9 on chromosome 6q21 . Contains the first (5') 
two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene. ESTs and 
STSs, complete sequencey/7.2e-39:308:83//Z84480 - ! ' 

45 R-PLACE1001351//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y39B6, 

WORKING DRAFT SEQUENCE.//0.0018:408:59//Z95399 

R-PLACE1001366//Human Na+/phosphate co-transporter genei" exon 1, partial sequence.//2.2e-46:369:82// 
D89927 

R-PLACE1001377//Homo sapiens ADAMIO (ADAM10) mRNA, complete Cdsy/7.1e-80:431 :93//AF009615 
50 R-PLACE1001383//Homo sapiens clone 24538 mRNA sequence.//3.6e-35:192:97//AF055030 

R-PLACE1001384//Homo sapiens mRNA for multi PDZ domain.prptein.//2.6e-86:456:94//AJ001319 
R-PLACE1001387 • ■ 

R-PLACE1001395//Nyctalus leisleri mitochondria! D-loop, partialsequence.//0.054:148:68//U95355 
R-PLACE1001399//Homo sapiens chromosome 17. clone 'hNPK.22_N_12, WORKING DRAFT SEQUENCE, 2 
55 ordered pieces.//6.7e-70:352:98//AC005412 ^ : 

R-PLACE1001412//Homo sapiens clone 643 unknown mRhiA,.complete sequence.//8.0e-44:242:95//AF091087 • 
R-PLACE1001414//Homo sapiens chromosome 9, clone 'hRPk^2b2jH_3, complete sequence.//0.1 2:53:84// 
AC006241 
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R-PLACE1001440//Homo sapiens Xq28 genomic DNA in the region of the ALD locus containing the genes for 
creatine transporter (SLC6A8), CDM, adrenoleukodystrophy (ALD), Na+-isocitrate dehydrogenase gamma subunit 
(IDH), and translocon-associated protein delta (TRAP) genes; complete cds, plexin related protein (PLEXR) and 
serine kinase (SK) genes, partial cds, Xq281 u1 gene and cytochrome C (CCp) pseudogene.//1 .0:250:61//U52111 

5 R-PLACE1001456//Borrelia burgdorferi (section 16 of 70) of the complete genome.//0.0077:173:62//AE001l30 

R-PLACE1001468//HS_3050_A2_D07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3050 Col=14 Row=G, genomic survey sequence.//0.00023:202:65//AQl 33920 
R-PLACE1001484//Homo sapiens Xq28 BAG PAG and cosmid clones containing FMR2 gene exons 1,2, and 3, 
complete sequence.//7.2e-17:180:80//AC002368 . . . 

10 R-PLACE1001502//RPCI11-24F2.TP RPGI-11 Homo sapiens genoniic Clone RPCI-11-24F2, genomic survey se- 
quence7/0.15:203:66//B84401 

R-PLACE1001503//HS_2183_A1_B10_MR CIT Approved Human:Genpmlc Sperm Library D Homo sapiens ge- 
nomic clone Plate=2183 Gol=19 Row=C, genomic survey sequence,//J ,3e-38:181 :82//AQ022613 
R-PLAGE1001517//Homo sapiens hGAAl mRNA, complete cds./i'6;4e-56:339:90//AB006969 
15 R-PLAGE1 001 534//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 620E11 , WORKING 

DRAFT SEQUENCEy/8.6e-59:304:97//AL031 667 

R-PLACE1001545//Homo sapiens chromosome 3, clone hRPK.165i:L1 6, complete sequence.//2.6e-1 8: 171:82// 

AC 005669 

R-PLACE1001551 

20 R-PLACE1 001 570//M,capricolum DNA for CONTIG MCI 88.//0:G043:305:57y/233135 

R-PLACE1001602//Homo sapiens genomic DNA of 8p2i.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 3/11 y/2.5e-82:408:98//AB020860 

R-PLACE1001 603//Homo sapiens KE05 protein mRNA, complete cds.//1 .5e-40:295:84//AF064605 
R-PLACE1001610//Homo sapiens clone NH0469M07. WORKING DRAFT SEQUENCE. 7 unordered pieces.// 

25 2.5e-39:307:82//AC005037 " h 

R-PLACE1001611//Homo sapiens histone macroH2A1 .2 mRNA, complete cds.//4.9e-41:217:97//AF054174 
R-PLACE1001632//Human DNA binding protein (HPF2) mRNA. complete cds.//1 .4e-08:178:65//M27878 
R-PLACE1001634//Caenorhabditls elegans DNA *** SEQUENCING IN PROGRESS *** from clone H06C16, 
WORKING DRAFT SEQUENCE.//0.00026:221 :62//292791 

30 R-PLACE1001640//Homo sapiens chromosome 17, clone hRPkl651_L_9, complete sequence.//2.6e-83:441 :95// 

AC005971 ;; ' 

R-PLACE1001672//H.sapiens flow-sorted chromosome 6 Taq I fragnfi'ent, SC6p/V26H8.//0.91:115:69//Z79253 
R-PLACE1 001 691 //Homo sapiens okadalc acid-inducible phosjDhoprotein (OA48-1 8) mRNA, complete cds.//1 .5e- 
111:545:97//AF069250 1 -r?^' V v 

35 R-PLACE1 001 692//Homo sapiens clone RG228D1 7, WORKING DRARj^SEQUENCE. 2 unordered piecesV/l .Oe- 
46:478:75//AC005077 '.■ ■ 

R-PLACE1 001 705//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 250D1 0, WORKING 
DRAFT SEQUENCE.//0.79:91 :73//Z99716 

R-PLACE1001716//Homo sapiens Xp22 PAC RPCI1-167A22 (from Roswell Park Cancer Center) complete se- 
40 quence.//0.96:172:66//AC002349 
R-PLACE1001720 

R-PLACE1001729//Human interleukin-13 (IL-13) precursor gene, complete cdsy/0.79:280:60//U3l120 
R-PLACE1001739//Homo sapiens chromosome 19, ClT-HSP-i44n24, complete sequence.//1 .0:1 09:65// 
AC005261 

45 R-PLACE1001740//Homo sapiens BAC Clone GS114I09 from 7p.l4-pl5, complete sequencey/5.3e-1 1:249:67// 

AC006027 . . 

R-PLACE1001745 

R-PLACE1001746//Homo sapiens chromosome 4 clone B2pON5 nriap 4q25, complete sequence.//6.0e-05:337: 
61//AC005509 * ' - ' 

50 R-PLACE1001748//Homo sapiens metalloprotease 1 (MPI) mRNA, complete cds.//1 .3e-91 :540:89//AF061243 
R-PU\CE1001756//Human BAC clone RG302F04 from 7q31 , cdrpplete sequence.//0.074:344:62//AC002463 
R-PLACE1001761 ' 

R-PLACE1 001 771 //Homo sapiens full-length insert cDNA clone;ZD7,9C11 y/4.4e-57:298:96//AF086426 
R-PLACE1 0Ol78l//T.thermophila micronuclear DNA containing tdchromosomal breakage sequence Cbs-1 , clone 
55 Tt819y/4.6e-05:282:61//M15711 ' / v., 

R-PLACE1001799//Plasmodium falciparum 3D7 chromosome 'l2.;PFYAC588 genomic sequence, WORKING 
DRAFT SEQUENCE, 2 unordered pieces.//0.01 5:331 :58//ACo647l6^^ ' 

R-PLACE1 001 81 7//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial c6sJ/ 
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4.1 e-92:463:95//AF058953 

R-PLACE1001821//*"ALU WARNING: Human Alu-J subfamily consensus sequence.//3.6e-36:281 :82//U14567 
R-PLACE1001845//MUS musculus Paneth cell enhanced expression PCEE mRNA, complete cdsy/9.le-26:3l3: 
73//U37351 • ; . 

5 R-PLACE1001869 

R-PLACE1001897//MUS musculus homeobox protein (D1x5) mRNA, complete cds.//0.0043:207:64//AF033011 
R-PLACE1001912//RPCIli-25F23.TKBR RPCI-11 Homo sapieri's gisnomic clone RPCI-11-25F23, genomic sur- 
vey sequence 7/6. 3e-33:248:67//AQ01 3567 

R-PLACE1 001 920//Homo sapiens TNF-induced protein GG2-1 mRN A, complete cds7/5.0e-73:363:98//AF070671 
10 R-PLACE1001928//Homo sapiens chromosome 17. clone hRP'l<.642_C_2l . complete sequence.//0.98:248:60// 

AC005245 ; . : - 

R-PLACE1001983//Caenorhabditis elegans DNA *** SEQUENCING JN . PROGRESS from clone Y40H7, 
WORKING DRAFT SEQUENCE.//0.12:157:61//AL021389 * : • 

R-PLACE1001 989//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 968D22, WORKING 
15 DRAFT SEQUENCE.//1 .4e-44:376:80//AL023755 

R-PLACE1002046//CITBI-E1-2520J24.TF CITBI-E1 Homo sapiens genomic clone 2520J24, genomic survey se- 
quencey/4.5e-20: 1 44:89//AQ2801 17 

R-PLACE1 002052//Human DNA sequence from cosmid U1 60A4, between markers DXS366 and DXS87 on chro- 
mosome X contains STS.//0.025:362:57//Z80900 
20 R-PLACE1002066//Leishmania tarentolae maxiclrcle DNA fragment.//0.0034:197:62//X02438 

R-PLACE1002072//Homo sapiens Chromosome 5» P1 clone 854bll (LBNL H44), complete sequencey/9.7e-06: 

414:60//AC004763 

R-PLACE1 002073 

R-PLACE1002090//HQmo sapiens Chromosome 16 SAC clone 'CiT987-SKA-345G4 -complete genomic se- 
25 quence, complete sequencey/1.8e-06:278:63//AC002302 - r 

R-PLACE1 00211 5//Human DNA sequence *** SEQUENCINaiN PROGRESS *** from clone Y214H10. WORK- 
ING DRAFT SEQUENCEy/6.0e-12:327:64//AL022344 

R-PLACE1 00211 9//MUS musculus lERS (lerS) mRNA, complete cdsy/5.le-67:442:86//AF079527 
R-PLACE1002140//Homo sapiens DNA sequence from PAC 454lCi7 on chromosome Xq25-26.3. Contains the 
30 0CRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-l . . 

Contains ESTs, STSs and GSSs, complete sequence 7/2. 2e-86:403:97//AL022l 62 R-PLACE1 0021 50//Hu man 
DNA sequence from PAC 145B12 on chromosome Xq27-Xq2^f Contains EST, CA repeat and STS.//0.043:455: 
59//AL008706 \Mr 

R-PLACE1002157//Human DNA sequence from Fosmid65B7oii chrpmo'some22q11 .2-qter. Contains exons 6-12 
35 of the SLC5A1 (SGLT1) gene for solute canrier family 5 (sodium/glucose cotransporter) member 1 (High Affinity 
Sodium-Glucose Cotransporter). complete sequencey/9.8e-58:38i:79//Z83849 

R-PLACE1002163//Canis familiaris MHC class IIA DLA-DQA (DQA 1 allele) gene, exon 2. partial cds.//0.82:96: 
70//U44785 - ';: • 

R-PLACE1002171//Homo sapiens PAC clone DJ1100F23 from 7q31. complete sequencey/0.83: 196:65// 

40 AC004456 ' 

R-PLACE1002205//Human DNA sequence from PAC 436M11 on chromosome Xp22.1 1-22.2. Contains the serine 
threonine protein phosphatase gene PPEFl , and the first coding exori brthe RS1 gene for retinoschisis (X-linked, 
juvenile) 1 (XLRS1). Contains ESTs, an STS and GSSs, complete sequenceV/O.OOl 7:1 93:61 //Z94056 
R-PLACEt 00221 3//Homo sapiens chromosome 19, fosmid 37308, complete sequence .//8.0e-42:330:81// 

45 AC004152 

R-PLACE1002227//Homo sapiens BAC clone BK085E05 from 22ql2.1-qter, complete sequencey/2.1e-10:l26: 
80//AC003071 

R-PLACE1002256//HomosapienscloneDJ0853H20,WORklNGDRAFTSEQUENCE,5 unordered pieces.//2.7e- 
06:478:57//AC004907 

50 R-PLACE1 002259//Human DNA sequence from cosmid U75A4j6h chromosome xy/6.5e-81 :501 :88//Z82255 

R-PI_ACE1 00231 9//Plasmodium falcipamm 3D7 chromosome 12 >FYAC1 81 genomic sequence, WORKING 
DRAFT SEQUENCE. 8 unordered pieces.//0.00023:549:58//ACbp55p5 ^ 

R-PLACE1002342//Homo sapiens mRNA for KIAA0728 proteinv-partial cds.//4.9e-94:501 :93//AB018271 
R-PLACE1002395//Homo sapiens chromosome 19, cosmid- R34382, complete sequence.//! .4e-69:385:93// 

55 AC005329 ... 

R-PLACE1002399//Human HepG2 3' region cDNA, clone hrnd5d06¥2.4ie^71:411;92//D16939 
R-PLACE1002433//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 173D1 , WORKING 
DRAFT SEQUENCE.//0.85:176:63//AL031 984 ' " * 
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R-PLACE1002437//Human BAG clone RG114A06 from 7q31 , complete sequence7/0.0040:213:63//AC002542 
R-PLACE1002438//C1TBI-E1-2501M20TF.1 CITBI-E1 Homo sapiens genomic Clone 2501 WI20, genomic survey 
sequence.//0.70:247:61//AQ242104 

R-PLACE1 002450//Homo sapiens 959 kb contig between AML1 and CBR1 on chromosome 21 q22; segment 1/3.// 
5 0.00060:471 :59//AJ229041 - ; ; 

R-PLACE1002465//Homo sapiens clone DJ0673M15. WORKING DRAFT SEQUENCE, 33 unordered pieces.// 
2.5e-10:98:B1//AC004854 

R-PLACE1002474//MUS musculus matrilin-2 precursor mRN A; 'complete cds.//1 .7e-25:1 99:71//U69262 
R-PLACE1002477//Human DNA sequence from PAC 50Al'3*on chromosome Xpl1. Contains ATP SYNTHASE 
10 LIPID BINDING PROTEIN Pi (P2, P3) precursor (ATP5G1 , ATP5G2{'ATP5G3) like pseudogene, ESTs and STSs. 

Contains polymorphic CArepeat//l.2e-1l:382:63//Z92545 ' '; ' ' V' 

R-PLACE1002493//Homo sapiens signal transducing adaptor molecule 2A(STAM2) mRNA. complete cds.//l .le- 
53:307:91//AF042273 

R-PLACE1002499//Plasmodium falciparum MAL3P6, complete sequence.//0.56:270:60//Z98551 
IS R-PLACE1 002500//CIT-HSP-2337C20.TR CIT-HSP Homo sapiens genomic clone 2337C20, genomic survey se- 
quence.//3.2e-42:297:85//AQ037614 

R-PLACE1 00251 4//Human DNA Sequence *** SEQUENCING IN PROGRESS *** from clone 212A2, WORKING 
DRAFT SEQUENCE.//7.8e-1 6:221 :73//Z951 14 

R-PLACE1002529//Homo sapiens mRNA for KIAA0713 protein, partial cds.//1 .6e-86:582:85//AB01 8256 
20 R-PLACE1002532//Homo sapiens BAG clone RG300E22from 7q2l -q3l .1 . complete sequence. //9.0e-9l :453:97// 
AC004774 

R-PLACE1002537//Hansenula wingel mitochondrial gene for NAD^ dehydrogenase subunit 5, complete cds.// 
0.0042:489:60//D16253 

R-PLACE1 002571 //Apis mellifera ligustica complete mitochondrial genome. //0.034:493:55//L06 178 
25 R-PLACE1002578//Homo sapiens chromosome 5, Pac clone 9cl3 (LBNL Hi 27), complete sequencey/2.5e-44: 

292:84//AC006084 

R-PLACE1002583//Homo sapiens wbscrl (WBSCR1) and replication factor C subunit 2 (RFC2) genes, complete 
CdS./'3.le-17:517:61//AF045555 j: 
R-PLACE1 002591 

30 R-PLACE1 002598//Caenorhabditis elegans cosmid Y37D8A, cbmplete sequence.//0.080:308:60//AL032626 

R-PLACE1002604//Human cosmid LL12NC01-88A9, ETV6 gene;.exons 6. 7 and 8 and partial cdsy/0.0013:176: 

65//U63313 • ■•'. S^ t; ■ 

R-PLACE1002625//HS_2233_B2_H04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2233 Col=8 Row=P, genomic survey sequence7/5.2e- 13:1 37:79//AQ 146663 
35 R-PLACE1002665//MUS musculus enhancer of polycomb (Epcl) mRNA, complete cds.//5.8e-46:272:94// 
AF079765 ' , . 

R-PLACE1002685//Homo sapiens B cell linker protein BLNK m RIM A, alternatively spliced, complete cds.//1 ,2e- 

77:390:97//AF068180 

R-PLACE1 00271 4//MUS musculus clone OST2473, genomic survey sequence7/1 .3e-35:328:78//AF046656 
40 R-PLACE1 002722//Sequence 1 from patent US 5686597.//1 .7e-42:276.:89//l73723 

R-PLACE1 002768//Homo sapiens Xp22 bins 1 69-1 71 BAC GSHB-383H3 (Genome Systems Human SAC Library) 
complete sequence.//0.0098:i 97:64//AC005i85 

R-PLACE1 002772//Homo sapiens PAC clone DJ0560O1 4 from 7q21 .1 -q21 .2, complete sequence 7/6.76-49:378: 
82//AC006145 
45 R-PLACE1 002782 

R-PLACE1 002794 ' ' - ^ 

R'PLACEl 00281 1//CIT-HSP-231 6H11 TF CIT-HSP Homo sapiens genomic clone 2316H11 . genomic survey se- 
quence.//6.0e-50:250:100//AQ034981 . >: ; : 

R-PLACE1 00281 5//Sequence 2 from patent US 57476607/2.76-59:31 2 :84//AR005279 
50 R-PLACE1 00281 6//Homo sapiens I2ql3.l PAC RPCI5-1 057120 jpbswell Park Cancer Institute Human PAC li- 
brary) complete sequence7/6.3e-59:339:93//AC004466 •.;-,,! . 

R-PLACE1002834//Figure 2. Nucleotide and translated proteiri sequences of HPFl , -2, and-9.//1 .4e-78:413:95// 
M27877 ^hvt.'v.; 

R-PLACE1002839//Homo sapiens PAC clone DJOOl 5123 Wm ;22i complete sequenc6.//6.5e-25:301 :74// 
55 AC004819 . . 

R-PLACE1002851//CIT-HSP-2317M9.TR CIT-HSP Homo sapiens genomic clone 2317M9, genomic survey se- 
quence.//0.0011:210:61//AQ040519 

R-PLACE1002853//Human interleukin 6 (IL6) gene, 3' flank.//5."8e:06:3i27:61//J03049 
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R-PLACE1 002881 

R-PLACE1002908//HS_3064_A1_D04_MF CIT Approved Human. Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3064 Col=7 Row=G, genomic survey sequence.//1 .9e-09:1 56 :72//AQ1 42985 
R-PLACE1 002941 \' . . 

5 R-PLACE1 002962 

R-PLACE1002968//Human DNA sequence from clone 109F14 on chromosome 6p2l.2-2l.3. Contains the alter- 
natively spliced gene for Transcriptional Enhancer Factor tEF-;5/the 60S Ribosomal Protein RPLIOA gene, a 
PUTATIVE ZN F1 27 LIKE gene, and the PPARD for Peroxisome Proliferatpr Activated Receptor Delta (PPAR-Delta, 
PPAR-Beta, Nuclear Hormone Receptorl, NUCI, NUCI, PPARB). Contains three putative CpG islands, ESTs, 

10 STSs, GSSs and a ca repeat polymorphism, complete sequence./ZI .9e-32:314:77//AL022721 

R-PLACE1 002991 //Human DNA sequence *** SEQUENCING IN P ROGRESS *" from clone 968D22, WORKING 
DRAFT SEQUENCE.//1.6e-42:343:81//AL023755 ^ 

R-PIJ\CE1002993//Homo sapiens PAC clone DJ0899E09 from 7q11 .23-q21 .1 , complete sequence.//0.56:88:72// 
AC004921 

15 R-PLACE1002996//HS_2064.A1_A05.MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2064 Col=9 Row=A, genomic survey sequencey/4.9e-18:117:95//AQ243211 
R-PLACE1 003025//Homo sapiens PAC clone DJ0560O14 from 7q21 .1 -q21 .2, complete sequence .7/0.26:428:58// 
AC006145 

R-PLACE1 003027//Homo sapiens chromosome 1 7, clone hRPK.700_H_6, complete sequence7/1 .3e-95:465:98// 
20 AC005920 

R-PLACE1 003044 

R-PLACE1 003092//Plasmodium falciparum DNA SEQUENCING I N PROGRESS *** from contig 4-89, complete 
sequence.//3.6e-05:358:60//AL010266 

R-PLACE1003100//HS_2244_A2_H12_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2244 Col=24 Row=0, genomic survey sequence://2!3e-42:288:86//AQ084224 

R-PLACE1003108//Homo sapiens clone DJ0781A18, WORKiNG DRAFT SEQUENCE, 3 unordered pieces.// 
0.00066:233:61/yAC004885 • 

R-PLACE1003136//Plasmodium falciparum MAL3P2, complete se(qLience.//0.019:429:57//AL034558 
R-PLACE1003145 . - f/' V 

30 R-PLACE1003153//Homo sapiens Xp22 BAC GSHB-536K7 (Genome iSystems Human BAC library) complete 

sequence.//3.2e-05:390:58//AC004616 ' 

R-PLACE1003174//Arabidopsis thaliana genomic DNA, chromosome 5,;P1 clone: MTE17, complete sequence.// 
2.4e-06:390:60//AB015479 ' '^\/-^■ 

R-PLACE1 0031 76 

35 R-PLACE1 0031 90//Homo sapiens Clone RG332P12, WORKING'DRAFtSEQUENCE, 1 unordered pieces.//4.0e- 
78:406:81//AC005095 

R-PLACE1003200//PIasmodlum falcipaaim MAL3P6, complete 'seqiie'nce.//0.01 6:411 :57//298551 
R-PLACE1003205//Plasmodium falcipamm 3D7 chromosome 12 PFYAC336 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.00084:288:61//AC005139 
40 R-PLACE1003238//Homo sapiens full-length Insert cDNA clone ZD79H11 y/7.6e-114:567:96//AF086432 

R-PLACE1003249//Human Chromosome X, complete sequence.//1.3e-45:317:85//AC002416 
R-PLACE1003256//Homo sapiens Chromosome 17, clone HCIT42iK24, complete sequence7/l.0e-45:328:85// 
AC004099 
R-PLACE1 003258 

45 R-PLACE1 003296//Dlphoropria sp. 1 6S ribosomal RNA gene, mitochondrial gene encoding mitochondrial rRNA, 

partial sequencey/0.050:228:59//U39952 - ■ 

R-PLACE1003302//Figure 2. Nucleotide and translated protein sequ^ of HPF1, 2, and-97/1.7e-9 1:458:96// 
M27877 * : " ^ ' .i; 

R-PLACE1003334//Hom6 sapiens DNA sequence from BAC 2l 7(p^ on chromosome 22q13-ql3.33. Contains a 
50 gene for the presumtive Isolog of Rat RTP60 (nuclear pore iconiplex pirotejn Npap60). Contains ESTs, complete 
sequence.//4.3e-34:370:7l//Z82243 

R-PLACE1003342//CIT-HSP-2311D21.TF CIT-HSP Homo sapient genomic clone 231 1D21, genomic survey se- 
quence./ZI .0:159:68//AQ020460 , V 

R-PLACE1003343//Plasmodium falciparum 3D7 chromosome ;i 2 ;PFYAC81 2 genomic sequence, WORKING 
55 DRAFT SEQUENCE, 8 unordered pieces.//1.1e-05:330:61//AC0041 53 

R-PLACE1003353//Homo sapiens breast cancer antiestrogen resistance 3 protein (BCAR3) mRNA, complete 
Cds.//3.4e-98:469:98//U92715 ' ' . 

R-PLACE1 003361 
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R-PLACE1003366//Homo sapiens CAG repeated sequencey/0.018:319:61//AJ006805 

R-PLACE1 003369//T1 8H1 7-T7 TAMU Arabidopsis lhaliana genomic clone T1 8H1 7, genomic survey sequence.// 

0.050:1 55:63//B201 74 "■ ' 

R-PLACE1003373//Homo sapiens chromosome 17, clone hRPC.l650lD_4. complete sequencei/l .2e-62:434: 
5 83//AC004771 

R-PLACE1003375//Dlctyostelium discoideum golvesin (gol) gene; complete cds.//0.042:263:57//U89350 
R-PLACE1003383//Homo sapiens genomic DNA of 9q32.anti-6ncogene of flat epitherium cancer, segment 
10/10.//1 .7e-83:429:96//AB020878 

R-PLACE1 003401 //Homo sapiens chromosome 17, clone hRPK.85_B_7, complete sequence.//2.4e-1 3: 175:76// 
10 AC005695 

R-PLACE1003420//Homo sapiens PAC clone DJ0988G15 from 7q33-q35, complete sequence.//2.1e-05:340:61// 
AC005587 

R-PLACE1 003454//Plasmodlum falciparum DNA *** SEQUENCING IN PROGRESS from contig 3-64, complete 
sequence.//0.47:411 :58//AL009014 
15 R-PLACE1003478//M.capricolum DNAforCONTIG MC175.//0.51:253:59//Z33125 

R-PLACE1003493//Homo sapiens chromosome 17, clone hRPK'!394_K_lO, complete sequence.//4.6e-37:3l9: 
81//AC006080 

R-PLACE1 00351 6//CIT-HSP-2295M 1 9.TF CIT-HSP Homo sapiens genomic clone 2295M1 9, genomic survey se- 
quence.//1 .0e-40:251 :90//AQ007480 
20 R-PLACE1 00351 9//Homo sapiens chromosome 21q22.3 PAC 141 B3, complete sequence, containing ribosomal 

protein homologue pseudogene L23ay/2.7e-29:l63:89//AF064859 

R-PLACE1003521//HS_3252_/\2_G05_MR GIT Approved Humari Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3252 Col=10 Row=M, genomic survey sequence.//0*00017:274:60//AQ221562 
R-PLACE1003528//HS_2041_B1_B07_IVIR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
25 nomic clone Plate=2041 Col=13 Row=D, genomic survey sequence.//6.6e-40:21 9:83//AQ230483 

R-PLACE1003537//Drosophlla melanogaster mitochondrial cytochrome c oxidase subunits, ATPaseS, 7 tRNAs 
(Trp, Cys, Tyr, Leu(UUR), Lys, Asp, Gly) genes, and unidentified reading frames A61, 2 and 3.//8.3e-05:300:6l// 
J01404 

R-PLACE1003553//Human DNA sequence "* SEQUENCING IN. PROGRESS *** from clone 97P20, WORKING 
30 DRAFT SEQUENCE.//2.7e-87:450:96//AL031 297 

R-PLACE1 003566 

R-PLACE1 003575//Homo sapiens chromosome 16, cosmid clone 325D7, complete sequence.//4.7e-20: 148:78// 
AC003965 

R-PLACE1003583//Human DNA sequence from PAC 388N15 on chromosome Xq21.1.//3.5e-18:287:68//Z99571 
35 R-PLACE1 003584 

R-PLACE1003592//Homo sapiens cosmid 223D9 from Xq28, complete sequence.//2.5e-10:153:73//AF061032 

R-PLACE1003593//Human BAC clone RG030H15 from 7q31 , complete sequencey/6.9e-07:240:65//AC002066 

R-PLACE1003596//Caenorhabditis elegans DNA *" SEQUENCING 1N PROGRESS *** from clone Y87G2, 

WORKING DRAFT SEQUENCE.//0.1 3:393 :60//AL022597 • 
40 R-PLACE1003602//Homo sapiens mRNA expressed in placenta .//2.4e-95;576:88//D83200 

R-PLACE1003605//Homo sapiens BAC clone RG331C24 from 7q21, complete sequence .//2.9e- 19:302:71// 

AC002081 V ' V 

R-nnnnnnnnnnnn 

R-PLACE1 00361 8//Human DNA sequence *** SEQUENCING' fivj PROGRESS *" from clone 191 E19. WORKING 
45 DRAFT SEQUENCE.//8.3e-57:469:80//AL034451 ' , /V '[ 

R-PLACE1003625//Plasmodium falciparum 3D7 chromosome '12 - PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE. 4 unordered pieces .//2.1e-05:339:62//AC 004688 ■ 

R-PLACE1 003638//Human DNA sequence *** SEQUENCING INPRQGRESS *" from clone 1 1 04E1 5, WORKING 
DRAFT SEQUENCE.//2.5e-38:279:84//AL022312 ' ; ' ' . . • 

50 R-PLACE1003669//HS_3054_A2_E07_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone PIate=3054 Col=14 Row=l, genomic survey sequerice.//b!0i4:265:61//AQ132713 
R-PLACE1003704//HS_3213„A1_D12_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3213 Col=23 Row=G, genomic sun/ey sequence.//0.80:195:61//AQ1 76784 
R-PLACE1003709//Human BAC clone RG126M09 from 7q21-q22, complete sequence.//0.01 8: 152:61// 

55 AC002067 

R-PLACE1 00371 1//Human endothelial nitric oxide synthase gene, complete cds.//1 .7e-61 :366:89//D26607 
R-PLACE1 003723//Homo sapiens DNA sequence from clone 78F24 on chromosome 22q 12.1-12.3. Contains one 
exon of an Oxysterol-binding protein (OSBP) LIKE gene. Contains GSSs and an STS, complete sequencey/2.78- 
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44:505:73//AL022336 

R-PLACE1 003738//H.sapiens DNA sequencey/0.93:1 85:60//Z22357 
R-PLACE1003760//Human globin gene.//5.9e-97:538:91//M69023- 

R-PLACE1003762//Homo sapiens chromosome 17, clone HCIT39G8. complete sequence.//4.6e-1 3:1 34:79// 
5 AC003070 

R-PLACE1003768//Homo sapiens chromosome 17, clone hRPK.l42_H_l9, complete sequencey/5.4e-l2:l89: 
71//AC005919 

R-PLACE1 003771 //Homo sapiens BAG clone GS1 64B05 from 7p2l -p22, complete sequenceV/l .7e-1 19:61 9:95// 
AC004160 
10 R-PLACE1 003783 

R-PLACE1003784//Homo sapiens chromosome 19, CIT-HSP-87m17 BAG clone, complete sequencey/5.6e-15: 
204:74//AG004659 

R-PLAGE1003795//GIT-HSP-2374C8.TR GIT-HSP Homo sapiens genomic clone 2374C8, genomic survey se- 
quence.//7.0e-37:234:89//AQ1 1 4933 
15 R-PLAGE1003833//Homo sapiens full-length insert cDNA clone ZE15G06.//4.4e-59:313:95//AF086558 

R-PLAGE1 003850 • • ' ./ " 

R-P1_AGE1 003858 '.v ' 

R-nnnnnnnnnnnn 

R-PLAGE1003870//Homo sapiens Chromosome 22q11.2 Gosmid Glone 15a10 In DGGR Region, complete se- 
20 quence.//8,7e-33:285:81//AG000072 ' :? • . 

R-nnnnnnnnnnnn 
R-PLACE1 003886 

R-PLACE1 003888//Homo sapiens chromosome 4 clone 871 Mi2 map 4q25, complete sequence.//0.73: 127:65// 
AG004069 ' ' 

25 R-PLAGE1 003900//Homo sapiens ADP/ATP carrier protein (ANT-2) gene, complete cds.//1 .9e-05:239:59//L7881 0 

R-PLAGE1003903//Homo sapiens fulWength insert cDNA clone ZD7BD11 .//8.1e-74:369:97//AF086422 
R-PLAGE1 00391 5//MUS musculus bone morphogenetic protein-6 (BMP-6) gene, exons 6 and 7 and complete 
Cdsy/0.56:247:61//U73520 

R-PI_ACE1003923//Caenorhabditls elegans cosmid Y57G11G, complete sequencey/0.67:213:63//299281 
30 R-PLAGE1003932//Human DNA sequence from cosmid U90B3, on chromosome Xp11 , contains ESTsy/8.7e-49: 

342:85//Z74022 

R-PLACE1003936//H.sapiens gene for ventricular myosin light chain 2y/2.6e-09:394:61//Z15030 

R-PLAGE1 003968//Plasmodium falciparum DNA *** SEQUENCING iN PROGRESS *** from contig 4-62, complete 

sequencey/1.3e-07:245:65//AL010247 

35 R-PLACE1004104 " V 

R-PLACE1 00411 4//Human PAC Clone RG212D03, complete sequencey/5.0e-07:336:61//AC002485 
R-PLAGE1004118//HS_3092_B1_B01_MR GIT Approved Human; Genomic Sperm Library D Homo sapiens ge- 
nomic clone Piate=3092 Col=1 Row=D, genomic survey sequencey/p.8b:207:60//AQ1 281 51 
R-PLAGE1 0041 28//Rattus norvegicus guanine nucleotide binding protein beta 4 subunit mRNA, partial cds.//1 .8e- 

40 06:193:66//AF022085 • 

R-PLAGE1004149//HS_2253_A2_F11_MR GIT Approved Humarii Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plale=2253 Gol=22 Row=K, genomic survey sequencey/2.4e-59:3l 5:95//AQ1 2971 1 
R-PLACE1004156//Homo sapiens Xp22 bins 3-5 PAC RPCI4-617A9 (Roswell Park Cancer Institute Human PAG 
Library) containing Arylsulfatase D and E genes, complete sequencey/8.3e-53:299:76//AG005295 

45 R-PLACE1004161 

R-PLACE1 0041 83//Homo sapiens for TOM 1 -like protelny/1 .3e-80:434;93//AJ01 0071 
R-PLAGE1004197//RPCI11-69N15.TK RPCI11 Homo sapiens genomic clone R-69N15, genomic survey se- 
quencey/0.0078:1 70:65//AQ26551 5 

R-PLACE1004203//Homo sapiens semaphorin L (SEMAL) mRNA, complete cdsy/3.4e-1 05:501 :98//AF030698 
50 R-PLACE1004242//Homo sapiens DNA sequence from PAG .1,2406 on chromosome 6q21. Contains genomic 
marker D6S1603, ESTs, GSSs and a STS with a GA repeat polymorphism, complete sequencey/6.1e-65:373:86// 
AL021326 ' • 

R-PLAGE1004256//Homo sapiens BAG Clone NH0044G14 from 7ql1. 23-21.1, complete sequence y/0.01 1:383: 
61//AG006031 -^V; 
55 R-PLAGE1004257//Homo sapiens Xp22 BAG GSHB-433024 (Genome Systems Human BAG library) complete 

sequencey/3.4e-09:576:59//AC004470 • i ; • ; 

R-PLAGE1004258//HS_3034_A1_B12_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3034 Col=23 Row=:C, genomic survey sequence://l .4e-35:359:77/^^ 
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R-PLACE1 004270//CITBI-E 1 -2504K1 4.TR CITBI-E1 Homo sapiens genomic clone 2504K14. genomic survey se- 
quence.//2.7e-06:150:74//AQ261108 

R-PLACE1004274//Homo sapiens BAG clone NH0436H22 from 2. complete sequence.//0.025: 11 6:72//AC005234 
R-PLACE1004277//Homo sapiens two pore domain K+ channel (TASK-2) mRNA, complete cds.//4.4e-1 06:581: 
5 91//AF084830 

R-PLACE1004284//Plasmodium falcipamm 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE. 5 unordered pieces.//0.59:23l :60//AC005308 

R-FLACE1 004289//Homo sapiens Chromosome 1 7, clone hRPK.700_H_6. complete sequence7/5.8e-3l :340:75// 
AC005920 

10 R-PLACE1 004302//Homo sapiens clone RG332P12. WORKING DRAFT SEQUENCE. 1 unordered pieces .//6.4e- 

90:572:86//AC005095 

R-PLACE1 00431 6//H. sapiens mRNA for apoptosis specific proteinV/1 .9e-1l3:590:94/A'11586 
R-PLACE1 004336//Human DNAsequence *** SEQUENCING IN PROGRESS *** from clone 1 01 3A1 0. WORKING 
DRAFT SEQUENCE.//2.3e-65:292:82//AL033383 
15 R-PLACE1004358//Homo sapiens connector enhancer of KSR-like protein CNK1 mRNA, complete cdsy/2.4e-70: 
379:93//AF100153 

R-PLACE1004376//CIT-HSP-2287M8.TF CIT-HSP Homo sapiens genomic clone 2287M8, genomic survey se- 

quence.//0.47:173:61//AQ000837 

R-PLACE1004384//CIT-HSP-2316J11 TP CIT-HSP Homo sapiens genomic clone 2316J11, genomic survey se- 
20 quence.//0.035:109:69//AQ037817 

R-PLACE1 004388//Plasmodlum falciparum DNA *** SEQUENCING IN PROGRESS ***from contig 3-82, complete 
sequence.//4.2e-06:381 :60//AL010149 

R-PLACE1004405//Homo sapiens clone GS51 2121, WORKING DRAFT SEQUENCE. 9 unordered piecesy/0.20: 
270:60//AC005027 

25 R-PLACE1004425//Homo sapiens PAC clone DJ0733B09 from 7pl4-pl3, complete sequence.//l .3e-96:5l6:94// 
AC005532 ' - 

R-PLACE1004428//Human DNA sequence from clone 888M10 on chromosome 1p36.1l-36.31 Contains part of 
gene KIAA0453, EST, STS, GSS, complete seq uence 7/5 .8e-ip:279:65//AL03 1296 

R-PLACEl004437//HumanNAD+-specific isocltrate dehydrogenase beta subunit precursor, mRNA, nuclear gene 
30 encoding mitochondrial protein, complete cdsy/2.9e-88:516:88//U49283 

R-PLACE1 004451 //HS_2258_B2_F01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2258 Col=2 Row=L, genomic survey Sequence //0.82:172:61//AQ221189 
R-PLACE1 004460 

R-PLACE1004467//Syrian hamster carbamoylphosphate synthetase-aspartate transcarbamylasedihydroorotase 
35 (CAD)gene. exonsi and2.//1.2e-24:311:62//M31621 . ' . * ' 

R-PLACE1 004471 //Homo Sapiens Chromosome X clone bWXD75, complete sequence7/2.le-34:333 :70// 

AC004389 

R-PLACE1 004473 

R-PLACE1004491//Drosophila melanogaster Oregon-R mitochondrial A-i-T region.//1 .0e-08:485:60//U11584 
40 R-PLACE1 004506 ; 

R-PLACE1 00451 0//Plasmodium falciparum chromosome 2, section :64 of 73 of the complete sequence.//0.0094: 
543:56//AE001427 

R'PLACEI 00451 6//Homo sapiens BAC clone BK085E05 from 22ql2.l-qter, complete sequence.//0.00011 :343: 
59//AC003071 

45 R-PLACE1004518 , ' ■ 

R-PI_ACE1004548//Homo sapiens Xp22 BAC GS-551019 (Genome Systems Human BAC library) and cosmids 
Ul 99A7 and U209F2 (Lawrence Livermore X chromosome cpsmid'lit)rary) containing part of human chloride chan- 
nel 4 gene, complete sequence.//4.9e-40:245:80//AC003666 \ li.i 
R-PLACE1 004550 ; ' 

so R-PLACE1 004564//B.taurus mRNA for cleavage and polyaderiylation- specif icity factor.//2.7e-82:532:86//X75931 
R-PLACE1004629//Homo sapiens chromosome 7 clone UWGC:g3586a230 from 7pl4-l5, complete sequence.// 
0.015:437:59//AC004800 

R-PLACE1004645//CIT-HSP-2370D6.TR CIT-HSP Homo sapiens 'genomic clone 2370D6. genomic survey se- 
quence7/0.033:76:75//AQ110136 " 
55 R-PLACE1004646//Homo sapiens cosmid 120C12 from Xq28, complete sequence7/2.0e-23:237:79//AF036876 

R-PLACE1004658//Homo sapiens Chromosome I2pl 3.3 BAC RiPCIii-2i K20 (Roswell Park Cancer Institute Hu- 
man BAC Library) complete sequencey/7.1e-09:94:87//AC005343 ' 

R-nnnnnnnnnnnn//RPCI11-79G23.TV RPCI11 Homo sapiens genomic clone R-79G23, genomic survey se- 



2027 



EP1 074 617 A2: 



quence.//2.2e-81:433:94//AQ283692 J.^ ; 

R-PLACE1004672//Human ABL gene, exon lb and intron lb, and putative M8604 Met protein (M8604 Met) gene, 

complete cds.//2.7e-24:263:74//U07561 / •• - 

R-PLACE1004674//Homo sapiens calcium binding protein (ALG-2) mRNA, complete cds.//1.1e-89:513:91// 
5 AF035606 . • ; . ' 

R-PLACE1004681//Homo sapiens genomic DNA of 8p2l.3-p22 antl-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 3/1 1 7/1 .3e-96:498:95//AB020860 
R-PI-ACE1 004686 

R-PLACE1 004691 //Homo sapiens genomic DNA of 8p2l.3-p22 ant'i-oncogene of hepatocellular colorectal and 
10 non-small cell lung cancer, segment 2/11 7/2.1 e-33:290:80//AB020859 . 

R-PLACE1004693//Caenorhabditis elegans cosmid Y2H9A, complete sequence7/1.0:195:60//AL021448 
R-PL7\CE1 00471 6//CITBI-E 1 -251 9C1 4.TR CITBI-E1 Homo sapiens genomic clone 251 9C1 4, genomic survey se- 
quence7/5.0e-43:245:93//AQ276965 

R-PLACE1004722//Plasmodium falciparum 3D7 chromosome 12 PFrACB8-628 genomic sequence, WORKING 
15 DRAFT SEQUENCE, 9 unordered pieces 7/0.0022:360 :60//AC005507 

R-PLACE1 004736 
R-PLACE1 004740 

R-nnnnnnnnnnnn//Homo sapiens ubiquitin-protein ligase E3-alpha (UBR1) mRNA, partial cds 7/5. 4e- 105:575:92// 
AF061556 

20 R-PLACE1 004751 //Homo sapiens Xq28 BACs 360 F12, GSHB-555C13, complete sequence7/9.0e-26:317:76// 

AC002523 ^ ^- ' ■/ 

R-PLACE1004773//Homo sapiens inversin protein mRNA"! complete . cds7/8.5e-88:437:96//AF084367 
R-PI_ACE1004777//Homo sapiens genomic DNA, chromosome 2 jq22:2 (Down Syndrome region), segment 3/1 5, 
WORKING DRAFT SEQUENCE7/0.050:138:65//AP000010 : \ 
25 R-PI_ACE1004793//Human endogenous retrovirus HERV-K(HML6) proviral clone HML6.1 7 putative polymerase 

and envelope genes, partial cds, and 3'LTR7/5.1e-58:313:80//U60269 . 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0606 protein, partiarcds7/5.8e-98:580:88//AB01 11 78 
R-PLACE1004813//Plasmodlum falciparum 3D7 chromosorhe'l2 PFYA'CB8-42d genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces7/5.3e-09:256:64//ACpb5140. 
30 R-PI_ACE1 0048l4//Homo sapiens okadaic acid-inducible phosphoprotein (OA48-1 8) mRNA, complete cds7/3.5e- 

107:358:99//AF069250 I 

R-PLACE1 00481 5//Human Chromosome 11q12.2 PAC clone pDJ6b6g6, complete seq u e nee .//3.8e-6 1:353: 89// 
AC004126 

R-PLACE1004824//Homo sapiens chromosome 17, clone hCIT.468_F_23, WORKING DRAFT SEQUENCE, 3 
35 unordered pieces7/5.7e-42:364:79//AC004666 

R-PLACE1004827//Homo sapiens Xp22 BAC GS-594A7 (Genome Systems Human BAG library) contains Bmx 
gene, complete sequence7/2.7e-1 4:1 56:79//AC003669 *' 

R-PLACE1004836//HS_2270_/V2_H10_MR CIT /Approved Human Genomic Sperm Library 0 Homo sapiens ge- 
nomic clone Plate=2270 Col=20 Row=0, genomic survey sequence.//8.6e-51:267:96//AQ164ll0 
40 R-PLACE1 004838//CIT-HSP-2343E1 0.TR CIT-HSP Homo Sapiens" genomic clone 2343E1 0. genomic survey se- 
quence V/0.071 :168:63//AQ058544 

R-PLACE1004840//Sequence 4 from patent US 572881 97/j.6e-?6:i 50 :98//l 92820 
R-PLACE1004868//Human Chromosome X clone bWXD342. conhpiete sequence7/0.57:344:59//AC004072 
R-PLACE1004885//HS_3235_B2_E07_MR CIT Approved Human .Genomic Sperm Library D Homo sapiens ge- 

45 nomic clone Plate=3235 Col=14 Row=J, genomic survey sequence7/.l .;le-38: 175:78// AQ21 01 93 

R-PLACE1004900//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the alterna- 
tively spliced SMARCA1 gene for SWI/SNF related, matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein S26 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequence7/2.0e-44:334:84//AL022577 r . ? 

50 R-PLACE1 004902 . " 

R-nnnnnnnnnnnn//Human DNA sequence from clone J428A131 ; WORKING DRAFT SEQUENCE7/7.7e-58:377: 
87//282209 ' ^ ^ ' , 

R-PLAC El 00491 8//Homo sapiens Chromosome 16 BAC clone CIT987SK-A-248F7, complete sequence7/ 
0.00084:373:60//AC004605 

55 R-PLACE1004930//Homo sapiens MDC-3.13 isoform 1 mRNA, complete cds7/2.0e-100:532:93//AF099936 

R-PLACE1004934//Homo sapiens Clone RG062N11, WORKING DRAFT SEQUENCE, 2 unordered pieces7/ 
0.00030:1 98:66//AC005683 

R-PLACE1004937//Caenorhabditis elegans SEL-10 (sel-IO)'mRNA, complete cds7/1 .3e- 13:367: 6 1//AF020788 
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R-PLACE1004969//Human DNA sequence from clone LUCA7 on chromosome 3, complete sequencey/0.97:116: 
71//Z84494 

R-PLACE 1004972 

R-PLACE1004979//Plasmoclium falciparum MAL3P4, complete 'sequence.//0.74:304:60//AL008970 
5 R-PLACE1004982//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 

DRAFT SEQUENCE, 5 unordered pieces,//4.7e-05:495:57//AC005308 

R-PLACE1004985//Human DNA sequence *** SEQUENCING IN PROGRESS **' from clone 451 B21 . WORKING 
DRAFT SEQUENCE7/2.5e-10:410:60//AL033522 

R-PLACE1 005026//Homo sapiens PAC Clone DJ0907C1 0 from 7q31 -3q32, complete sequence.//2.7e-56: 1 58:99// 
10 AC004925 

R*PLACE1 005027 

R-PLACE1005046//Homo sapiens chromosome 19, cosmid F20237, complete sequence.//3.ie-63:438:86// 
AC005775 

R-PLACE1005052//Homo sapiens chromosome Xp22-135-136 clone GSHB-56711. WORKING DRAFT SE- 

15 QUENCE, 35 unordered pieces.//6.1 e-87:301 :98//AC005867 * 

R-PLACE1 005066//Human DNA sequence from clone 67K1 7 on chromosome 6q24.1 -24.3. Contains the HIVEP2 
(Schnurri-2) gene for HIV type 1 Enhancer-binding Protein 2, and a possible pseudogene in an intron of this gene. 
Contains STSs and GSSs and an AAAT repeat polymorphism, complete sequence.//l.1e-09:453:6l//AL023584 
R-PLACE1005077//H.sapiens genes forsemenogelin I and semenogelin ll.//2.6e-05:l99:66//Z47556 

20 R-PLACE1005085//Homo sapiens chromosome 17, clone hRPK.293_K_20, complete sequence.//2.1e-42:384; 

69//AC005495 " i 

R-PLACE1005086//RPCI11-30H10.TV RPCI-11 Homo sapiens genomic clone RPCI-11-30H10, genomic sun/ey 
sequence.//0.13:112:67//B87788 ' 

R-PLACE1005101//Homo sapiens (clone zap128) mRNA. 3' end of cds.//2.5e-97:531 :92//L40401 
2S R-PLACE1005102//Homo sapiens chromosome 19, cosmid R29388, complete sequence.//1 .36-91:504:92// 

AC004476 

R-PLACE1005108//Homo sapiens BAC129, complete sequence.//4.0e-28:232:84//U85l95 
R-PLACE1005111//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 566H6, WORKING 
DRAFT SEQUENCEy/3.0e-1 8:1 74:74//AL031 845 
30 R-PLACE1005128 

R-PLACE1005146 

R-PLACE1005162//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces7/2.4e-07:273:61//AC005140 
R-nnnnnnnnnnnn//Rat alternatively spliced mRNA.//8.1e-20:185:82//M93018 
35 R-PLACE1005181//HS_2182_B2_B05_MF CIT /approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=21 82 Col=1 0 Row=D, genomic survey sequence.//4.9e-05:1 93:65//AQ030787 
R-PLACE1005187//Arabldopsis thaliana chromosome II BAC T14A4 genomic sequence, complete sequence.// 
0.00073:264:60//AC0061 61 

R-PLACE1005206//Homo sapiens full-length insert cDNA YN66A06://6;3e-64:343:93//AF075043 
40 R-PLACE1005232//Human DNA sequence *** SEQUENCING IN- PROGRESS *** from clone 25J6, WORKING 

DRAFT SEQUENCE.//1.3e-34:286:81//284476 .•v■ 
R-PLACE1 005243 

R-PLACE1005261//Caenorhabditis elegans cosmid ZK666, confipjete sequence.//0.66:180:60//Z49132 
R-PLACE1005266//Homo sapiens clone RG122E10, compile sequence .//1 .3e-15:166:78//AC005067 
45 R-PLACE1005277//CITBI-E1-2514D4.TF CITBI-EI Homo sapiens genomic clone 2514D4. genomic survey se- 

gue nee. //2.5e-34: 358 :74//AQ265720 ■ 

R-PLACE1 005287//Plasmodium falciparum DNA *** SEQUENCJNG IN PROGRESS "* from MALI P1 . WORKING 
DRAFT SEQUENCE.//4.1 e-07:495:60//AL031 744 

R-PLACE1005305//HS_3180_B2_D02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
50 nomic clone Plate=3l80 Col=4 Row=H, genomic survey sequence7/1 .1e-42:308:85//AQ 169443 
R-PLACE1 005308 

R-PLACE1005313//Human Chromosome 11 pac pDJ227b23, WORKING DRAFT SEQUENCE, 19 unordered 

piecesy/0.00048:320:60//AC000383 

R-PLACE1005327//chromosome 1 specific transcript KIAA0491.//5.4e-103:537:94//AB007960 
55 R-PLACE1 005331 //Homo sapiens chromosome 19, cosmid F20569, complete sequence.//2.2e-94:536:91// 

AC004794 : 

R-PLACE1 005335//Human Chromosome 3 pac pDJ70l1l , WORDING DRAFT SEQUENCE, 2 unordered pieces.// 
5.36-32:31 3:79//AC000380 • V . 

2029 



EP1 074 617 A2 



R-PLACE1005373//Homo sapiens BAC129, complete sequence.//8.8e-10:229:68//U85195 
R-PLACE1005374//Homo sapiens chromosome 1 7, clone hRPK:401_O_9, complete $equence.//3.0e-44:434:77// 
AC005291 , : 

R-PLACE1005409//Human BAG clone RGl 67805 from 7q21, complete sequencey/8.8e-105:529;96//AC003991 
5 R-PLACE1005453//Human PAC clone DJ327A19 from Xq25-q26, complete sequence.//4.7e-39:302:82// 

AC002477 

R-PLACE1005467//Human DNA sequence *** SEQUENCING INPROGRESS *** from clone 167P19, WORKING 
DRAFT SEQUENCEy/1 .1 e-40:328:81//Z93014 

R-PLACE1 005471 //Human DNA sequence from clone 395P12 on chromosome 1q24-25. Contains the TXGP1 
10 gene for tax-transcription ally activated glycoprotein 1 (34kD) (0X40 llgahd, OX40L) and a G0T2 (Aspartate Ami- 

notransferase, mitochondrial precursor, EC 2.6.1.1, Transaminase A, Glutamate Oxaloacetate Transaminase-2) 
pseudogene. Contains ESTs, STSs and GSSs, complete sequence;//6.4e-6B:409:90//AL0223l0 
R-PLACE1005477//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 32B1, WORKING 
DRAFT SEQUENCE.//0.020:216:66//AL023693 
15 R-PLACE1005480//Homo sapiens chromosome 19, CIT-HSP BAC 496923 (BC338531), complete sequence.// 
2.8e-44:327:70//AC005392 

R-PLACE1005481//Homo sapiens-chromosome 17, clone hRPC.-H64_0_3, complete sequence .//4.2e-23:284: 
74//AC004703 

R-PLACE1005494//Danio rerio homeobox protein LIM-3 (Iim3) gene, axon 4.//0.19:468:60//AF031631 
20 R-PLACE1 005502//Homo sapiens formin binding protein 21. mRNA, complete cds.//1 .6e-55:277:98//AF0711 85 

R-PLACE1005526//Human mRNA for alpha-1 type II collageny/b.i0:227:63//X16468 
R-PLACE1005528//Homo sapiens genomic DNA, chromosome 2lql1.l, segment 9/28, WORKING DRAFT SE- 
QUENCEy/2.3e-76:395:96//AP000038 v 
R-PLACE1005530//C.familiaris CA repeat sequence (isolate ).'//0.023:90:75//X86184 
25 R-PLACE1005550//Fugu rubripes GSS sequence, clone 048Ad8bH1 , genomic survey sequence.//2.0e-09:235: 

64//AL025928 ' 

R-PLACE1005554//Homo sapiens chromosome 17, clone hRPK.215_P_1 8, complete sequence.//0.069:3a5:60// 
AC005969 

R-PLACE1005557//Homo sapiens chromosome 17, clone hRPC. l 'l7_B_12, complete sequencey/4.3e-1 05:587: 
30 91//AC004707 

R-PLACE1 005574//Human BAC 367D1 7 from chromosomei S'.^cdmplete sequence.//1 .5e-1 7:274:67//ACa03971 
R-PLACE1005584//Homo sapiens PAC clone DJ1186C01 frbm 7ci21'.2-'q31 .1 , complete sequence.//2.7e-15:191 : 
77//ACQ04991 ' ^ / 

R-PLACE1005595//Human Chromosome Ilql2.2 PAC clone.pbj606g6. complete sequence.//6.4e-90:453:96// 
35 AC004126 V V . 

R-PLACE1005603//Homo sapiens cosmid clone U169D2 from •Xp22. 1-22.2, complete sequence.//0.69:322:61// 
U72788 

R-PLACE1 00561 i//BorreIia burgdorferi plasmid cpl8, OspE (ospE) gene, partial cds.//0.059:473:56//U42599 
R-PLACE1005623//Homo sapiens fulMength insert cDNA clone ZD76B03.//1.6e- 11 3:575:95//AF086405 
40 R-PLACE1005630//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE, 1 

ordered pieces.//5.6e-79:270:94//AC005840 ' •/ * 

R-PLACE1005639//Human BAC Clone RG022J17 from 7q21 ,'complete sequence.//8.2e-56:44l :83//AC002382 
R-PLACE1005646//Homo sapiens RNA helicase-related protein' mRNA, complete cds.//3,2e-11 0:585:93// 
AF083255 

45 R-PLACE1005656//Homo sapiens chromosome 17, clone hRPK^628_E_l2, complete sequence.//8.6e-08:505: 
58//AC005701 [ ] 

R-PLACE1005666//Human DNA sequence from PAC 360E1 8 'on chromosome X contains EST, CpG island and 
polymorphic CA repeat.//3.2e-27:307:72//Z82203 

R-PLACE1005698//344B22.TV CIT978SKA1 Homo sapiens genomic Clone A-344B22, genomic survey se- 
50 quence.//0.030:91:70//B15144 

R-PLACE1005727//Human variable number tandem repeat (VNTR) region, allele 17R1 3' to collagen type II 
(C0L2A1 ) gene.//5.2e-1 0:587:59//L1 01 71 

R-PLACE1005730//Homo sapiens ADP/ATP carrier protein (ANt-2) gene, complete cds.//0.0039:239:58//L78810 
R-PLACE1005739//MUS musculus IFN-gamma induced (Mg11) mRNA, complete cds.//2.2e-21:270:72//U 15635 
55 R-PLACE1 Q05755//Cae'norhabditis elegans cosmid M03F4.//6.9e:08:21 9:64//U64601 

R-PLACE1005763//Human mRNA for KIAA0118 gene, partial cds://1 :6e-45:268:87//D42087 
R-PLACE1005799//Human Xchromsome mRNA for CCG1 protein inv. in cell prol if eration.//0. 030:91 :78//X07024 
R-PLACE1005802//Homo sapiens PAC clone DJ044L15 from Xq23; complete sequence.//1 .4e-69:391 :92// 
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AC004827 
R-PLACE1 005803 

R-PLACE1005804//Human BAG clone RG341D10 from 7p15-p21. complete sequence.//! .8e-21:175:75// 
AC002530 

5 R-PLACE1005828//Homo sapiens chromosome 17, clone hRRC.?71_F_3. WORKING DRAFT SEQUENCE, 1 

ordered pieces.//2.9e-56:333:91//AC0041 50 ' ^ " \ 

R-PLAGE1 005834//Plasmodium falciparum DNA *" SEQUENGING IN PROGRESS *" from MALI P2, WORKING 
DRAFT SEQUENGE.//0.020:513:55//AL031745 * ' , 

R-PLAGE1005845//Rabbit mRNA for protein phosphatase 2A-beta7/1 .8e-10:182:69//Y00763 R-PLAGE 1005850 
10 R-PLACE1 005851 //Homo sapiens clone DJ0789I05. WORKING DRAFT SEQUENGE. 2 unordered piecesV/S.Se- 

06:31 8:63//AC004887 

R-PLACE1 005876//B.taurus mRNA for cleavage and polyadenylation specificity factory/6.7e-28:366:72//X75931 
R-PLACE1 005884//Human DNA sequence from cosmid V526F1 . between mariners DXS366 and DXS87 on chro- 
mosome X contains STS.//1 .0e-06:306:64//270281 
15 R-PLAGE1005898//Plasmodium falciparum 3D7 chromosonie 12 PFYAG336 genomic sequence, WORKING 
DRAFT SEQUENGE, 5 unordered pieces.//0.0094:449:59//AG005139 

R-PLACE1 005921 //GITBI-E1 -2509N21 TF GITBI-E1 Homo sapiens genomic clone 2509N21 ,-genomic survey se- 
quence. //4.8e-84:494:89//AQ26 1347 

R-PLACE1005923//RPCI11-65N9TJ RPGI11 Homo sapiens genomic clone R-65N9, genomic survey sequence.// 
20 8.30-97:520 :93//AQ237243 . ■ ^ 

R-PLAGE1005925//Human DNA sequence from clone 231 L4 on chromosome Xq27.l-27.3 Contains GSS, STS, 
complete sequehce.//5.2e-67:578:78//AL02271 9 

R-PLAGE1005932//Gaenorhabditis elegans cosmid Y52B11A, complete sequence.//0.0035:176:62//AL032654 
R-PLACE1 005934 . ... 

25 R-PLACE1005936//Arabidopsis Thaliana BAG F6A4. Ghromosome IV, near 60.5 cM, complete sequence.// 
0.00021 :272:62//AF06971 6 

R-PLACE1 005951 HV*: - 

R-PLAGE1005953//Gaenorhabditis elegans cosmid F09E5.//1 .3e-07:349:60//U37429 
R-PLAGE1005955//Human HepG2 3' region Mbol cDNA. clone hmdi|d0.1m37/8.3e-08:128:70//D17131 

30 R-PLAGE1005966//Pontia protodice large subunit ribosomal RNA^ehe; partial sequence; tRNA-Val gene, com- 
plete sequence; and small subunit ribosomal RNA gene, partial Sequence, mitochondrial genes for mitochondrial 
RNAs.//7.0e-09:549:59//AF044863 « ' ' 

R-PLACE1005968//Rattus norvegicus mRNA for p47, complete cds.//1 .1e-51 :394:8.1//AB002086 
R-PLAGE1 005990//Homo sapiens chromosome 1 2p1 3.3 clone' RPCI1 r-407G6. WORKING DRAFT SEQU ENGE , 

35 51 ordered piecesy/4.4e-63:369:9l//AC005866 

R-PLAGE1006002//Human cosmid GRI-JG2015 at D10S289 in iqsp13.//5.9e-27:299:74//U15177 
R-PLAGE1006003//MUS musculus clone OST18050, genomic survey sequence.//3.5e-07:164:67//AF046375 
R-PLACE1 00601 1//MUS musculus poly-(ADPribosyl)-transferase homolog PARP mRNA, complete cdsV/i .ie-32: 
266:83//AF072521 

40 R-PLACE1 00601 7//Homo sapiens Chromosome 22q11.2 Cosmid Clone 31e In DGCR Region, complete se- 

quence.//! .8e-1 7: 1 64:82//AG000077 ' * ' 

R-PLAGE1006037//MUS musculus B6D2F1 clone 2C1 IB mf:^NA,//2.0e-49:557:72//U01 139 
R-PLAGE1006040//Homo sapiens mRNA for alpha endosulfine.//4.3e-1 3:1 28:81 //X99906 
R-PLAGE1006076//Homo sapiens done DJ0781 A1 8, WORKING DRAFT SEQUENGE, 3 unordered pieces.//3.3e- 
45 18:220:74//AC004885 

R-PLAGE1006119//Plasmodium berghei (STRAIN ANKA) gamma-GCS gene, complete CDS.//0.0050:271:63// 
AJ005122 

R-PLACE1006129//Drosophila melanogaster, chromosome 2R; region 31 CI -31 D6, PI clone DS08879, complete 
sequence.//0.43:178:65//AC005454 '. 
50 R-PLAGE1 0061 39//Homo sapiens PAG clone DJ0659J06 from 7q33-q35, complete sequence.//7.5e-1 3:222:68// 
AG004849 • • - /: ' ' 

R-PLACE1006143//Plasmodium falciparum MAL3P6, complete sequence.//0.00019:455:59//Z98551 
R-PLACE1 0061 57//Plasmodium falciparum DNA SEQUENCING IN PROGRESS from MAL4P1 , WORKING 
DRAFT SEQUENCE.//0.0001 8:351 :60//AL034557 
55 R-PLACE1 0061 59//Homo sapiens chromosome 1 0 clone LAI ONCOI J1 24_D_3 map 1 0q25.1 , WORKING DRAFT 

SEQUENCE, 1 ordered pieces.//1.0e-113:586:96//AC0061 03 

R-PLAGE1 0061 64//Human hereditary haemochromatosis region, histone 2A-like protein gene, hereditary haemo- 
chromatosis (HLA-H) gene, RoRet gene, and sodium phosphate transporter (NPT3) gene, complete cds.//l.Oe- 
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28:342:75//U91328 

R-PLACE1006167//Homo sapiens full-length insert cDNA cloneZE14E04.//4.6e-77:426:93//AF086555 
R-nnnnnnnnnnnn//Mouse mRNA for alpha-adaptin (C).//3.0e-46:188:82//X14972 
R-PLACE1006187//Homo sapiens cyclin E2 mRNA, complete ccls7/1.6e-116:597:95//AF091433 
5 R-PLACE1006195//Homo sapiens Chromosome 19, fosmid 39554, complete sequence.//8.8e-1l:l48:74// 
AC004410 
R-PLACE1006196 

R-PLACE1 006205//Genomic sequence from Mouse 11, complete sequence.//8.4e-44:332:85//AC000398 
R-PLACE1006223//Human DNA sequence from cosmid U74C11. between markers DXS6791 and DXS8038 on 
10 chromosome X contains ESTs.//0.041 :215:61//Z73362 

R-PLACE1006225//Caenorhabditis elegans cosmid Y69H2. complete sequence.//9.7e-13:358:63//Z98877 
R-PLACE10Q6236//Plasmodium falciparum MAL3P4, complete sequence.//0.00019:538:58//AL008970 
R-nnnnnnnnnnnn//Homo sapiens BAG clone RG118D07 from 7q31, complete sequence.//3.1e-96:497:95// 
AC004142 

15 R-PLACE1006246//Homo sapiens clone NH0144M13. WORKING DRAFT SEQUENCE, 1 unordered pieces.// 
0.029:499:56//AC006034 

R-PLACE1006248//Homo sapiens mRNA for KIAA0648 protein; partial cds.//9.2e-96:499:95//AB0 14548 
R-PLACE1006262//Homo sapiens Xp22 GSHB-314C4 (Genome Systems Human BAG library) complete se- 
quence7/0.00043:160:66//AG004087 
20 R-PLACE1006288//Human DNA sequence *** SEQUENCING. IN PROGRESS *** from clone 20N2, WORKING 

DRAFT SEQUENCE7/3.5e-120:611 :96//AL031320 f, . 

R-PLACE1006318 

R-PLACE1006325//Plasmodium falclpamm MAL3P8, complete sequence.//1 .0:426:57//AL034560 
R-PLACE1006335//Human DNA sequence from PAG 849L7 oh'cHromo'some Xq21.//0.96:173:66//AL008987 
25 R-PLACE1 006357//Pfalciparum complete gene map of plastid-like DNA (IR-B).//1 .9e-07:491 :58//X95276 

R-PLACE1 006360//Plasmodium falciparum chromosome 2, section 35 of 73 of the complete sequence 7/0.25:484: 

56//AE001398 ' ' • ' • . . ' 

R-PI_ACE1006368//Gaenorhabditis elegans cosmid Y38H6G, complete sequence7/1.0:240:59//AL031630 
R-PLACE1006371//Homo sapiens chromosome 16, cosmid clone 360H6 (LANL), complete sequence7/3.7e-l0l : 
30 574:91//AC004232 
R-PLACE1 006382 

R-PLACE1006385//MUS musculus intersectin-EH binding protein . Ibp2 mRNA, partial cds7/1.4e-50:350:86// 
AF057286 

R-PLACE1 00641 2//Homo sapiens clone DJ0673M15, WORKING DRAFT SEQUENCE, 33 unordered pieces7/ 
35 5.1 e-51 :339:82//AC004854 

R-PLACE1 00641 4//Homo sapiens 12p13.3 PAC RPCI5-927J10 .(Roswell Park Cancer Institute Human PAC li- 
brary) complete sequence.//! .6e-38:297:84//AC004804 

R-PLACE1006438//Homo sapiens full-length insert cDNA YH73Hp6;//7.6e-73:422:90//AF074985 
R-PLACE1006445//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 101 8K9, WORKING 
40 DRAFT SEQUENCE7/3.0e-07:376:61//AL031726 ' ' • ;■' V 

R-PLACE1 006469 ' 
R-PLACE1006470//Mouse B1 repetitive sequence DNA7/1 .0:96:66//Wl24l 52 

R-PLACE1006482//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 447C4, WORKING 
DRAFT SEQUENCE7/3.0e-1 01 :535:94//AL021 977 

45 R-PLACE1006492//Homo sapiens chromosome 17, clone. hRP.K.i80_P_8, complete sequence7/0.78:44:95// 

AC005972 »f:S;';>7' 
R-PLACE1006506//R.norvegicus BSP gene7/1 .0:206:60//X86igO : 

R-PLACE1006521//RPCI11-13L8.TV RPCI-11 Homo sapiens genomic done RPCI-11-13L8, genomic survey se- 
quence7/9.0e-1 7:41 4:61 //B751 58 
50 R-PLACE1006531//Plasmodium falciparum coronin gene, isolate 3D77/0.98:186:63//AJ002197 

R-PLACE1008534//Anopheles gambiae complete mitochondrial genomey/0.051:412:61//L20934 
R-PLACE1006540//Homo sapiens clone UWGC:y55c025 from 6p2l, complete sequence7/7.5e-41 :470:70// 
AC004209 

R-PLACE1006552//Caenorhabditis elegans DNA *** SEQUENCING 1N PROGRESS *** from clone Y47D3, 
55 WORKING DRAFT SEQUENCE7/0.57:355:57//Z98865 

R-PLACE1006598//Plasmodium falcipamm 3D7 chromosome 12 PFYAC588 genomic sequence, WORKING 
DRAFT SEQUENCE, 2 unordered pieces. //0,01 6:291 :58//AC004710 

R-PLACE1 00661 5//Homo sapiens eukaryotic translation initiation factor elF3. p35 subunit mRNA, complete cds.// 
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2.9e-1 1 6:590:95//U97670 

R-PLACE1 00661 7//Homo sapiens chromosome 4 clone B207D4 Wap 4q25, complete sequencey/2.2e-45:209: 
88//AC004050 

R-PLACE1006626//C. elegans cosmid K12H4.//1.2e-16:344:6.4//L14331 
5 R-PLACE1006629//Homo sapiens chromosome 19, cosmid F20900, complete sequence.//2.8e-25:343:70// 

AC006128 • * 

R-PLACE1006640//CIT-HSP-2169L1.TF CIT-HSP Homo sapiens genomic clone 2169L1, genomic survey se- 
quence.//0.00020:201 :62//B90038 

R-PLACE1 006673//Homo sapiens clone DJ076B20, WORKING DRAFT SEQUENCE. 6 unordered pieces.//1 .4e- 
10 42:309:84//AC004882 

R-PLACE1006678//Homo sapiens PAC clone DJ1166G19 from 7p12-p11.2, complete sequence.//6.4e-09:454: 
59//AC006024 

R-PLACE1006704//Human DNA sequence from clone 249C1 on chromosome Xq21. 1-22.2 Contains GSS, com- 
plete sequence.//0.56:226:63//AL022154 • ' ; 
15 R-PLACE1006731//Homo sapiens Clone 23923 mRNA sequence.//6.0e-101 :486:98//AF038172 

R-PLACE1006754//Homo sapiens chromosome 19, cosmid ;R291 24, complete sequence .//1 .46-68:381:93// 
AC005626 

R-PLACE1006760//Homo sapiens Clone 24800 mRNA sequencey/6,2e-72:397;92//AF070622 
R-PLACE1006779//Rattus norvegicus intestinal trefoil factor gene, promoter and partial cds.//1 .66-11:420:61// 
20 U20984 ; Z 

R-PLACE1006782//Caenorhabditis elegans DNA *** SEQUENCINIS IN PROGRESS *** from clone Y47D3, 
WORKING DRAFT SEQUENCE.//0.60:321 :58//Z98865 

R-PLACE1 006792//Homo sapiens chromosome 4 clone C0026P05 map 4P1 6. complete sequence .//2.9e-40:379: 
77//AC005599 

25 R-PLACE1006795//Homo sapiens BAC clone RG281G05 from 7p15-p21 , complete sequence.//6.2e-07:291 :63// 

AC005083 • ; ; ^ • 

R-PLACE1006800//HS_2270_B1_D02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone P!ate=2270 Col=3 Row=H, genomic survey sequence.//4.l e-76:367:99//AQ085793 
R-PLACE1006805//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 

30 DRAFT SEQUENCE, 9 unordered pieces.//0.00058:354:59//AC005507 

R-PLACE1 00681 5//HS_3028_Bl„B04_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3028 Col=7 Row=D, genomic survey sequence.//1 .5e-33:251 :77//AQ120174 
R-PLACE1 00681 9//Human DNA sequence from PAC 1 21 G1 3 on'ch'romosome 6 contains flow sorted chromosome 
6 Hindlll fragment ESTs. polymorphic CA repeat, CpG island, CpG island genomic fragments.//1 .4e-76:544:84// 

35 Z86062 

R-PLACE1 006829 

R-PLACE1 006860 ' .. 

R-PLACE1 006867//Human DNA sequence *** SEQUENCING' IN* PROGRESS *** from clone 323M4, WORKING 
DRAFT SEQUENCE.//3.2e-1 07:549:95//AL033378 
40 R-PLACE1 006878//Homo sapiens full-length insert cDNA clohe'ZB55G05.//1 .4e-46:241 :97//AF086155 

R-PLACE1006883//Homo sapiens chromosome 16, cosmid clone'36dH6 (LANL), complete sequence.//1 .3e-38: 

283:85//AC004232 ' r 

R-nnnnnnnnnnnn 

R-PLACE1 006904//Human DNA sequence from PAC 360E18 on chromosome X contains EST, CpG island and 
45 polymorphic CArepeat.//4.1e-15:477:62//Z82203 ' f ; ' 

R-PLACE1 00691 7//Homo sapiens Xp22 bins 45-47 BAC GSHB-665N22 (Genome Systems Human BAC Library) 
complete sequence.//1.3e-42:305:87//AC0051 84 . , . . 

R-PLACE1 006932 • ] ! 

R-PLACE1006935//Human DNA sequence from PAC 117Pi9 on chromosome X.//0.0014:114:74/y286061 
50 R-nnnnnnnnnnnn//Mouse mRNA for germ cell specific protein APG-1 , complete cds.//9.5e-85:590:83//D49482 
R-PLACE1006961//Homo sapiens chromosome 17, clone hRPK.349_A_8, complete sequence.//6.7e-42:295:86// 
AC005544 ^ ; • 

R-PLACE1006962//Homo sapiens Xp22 PAC RPCI1-167A22 (from Roswell Park Cancer Center) complete se- 
quence 7/1.1 e-1 9:302:71 //AC002349 ; ;: ; 
S5 R-PLACE1006966//HS_221 9_B2_C02_MF CIT Approved Human denomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2219 Col=4 Row=F, genomic survey sequencer.//O.Ol 9:1 80:63//AQ1 45873 
R-PLACE1 006989 
R-PLACE1007014 
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R-PLACE1007021//Homo sapiens Chromosome I2p13.3 clone RPCI3-454B23, WORKING DRAFT SEQUENCE, 
48 unordered pieces.//1 .6e-23:362:70//AC005845 

R-PLACE1007045//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 32B1, WORKING 
DRAFT SEQUENCE.//2.3e-90:584:86//AL023693 ■ " 

5 R-PLACE1 007053//Homo sapiens clone DJ081 CEOe, WORKING DRAFT SEQUENCE. 8 unordered piecesy/2.4e- 

108:550:96//AC004895 

R*PLACE1 007097//Homo sapiens DNA sequence from BAC 55020 on chromosome 6. Contains a Spinal M uscular 
Atrophy (SMA3) LIKE gene overlapping with a beta-glucorontdase LIKE pseudogene. Contains a membrane pro- 
tein LIKE pseudogene, a Glyceraldehyde 3-phosphate dehydrogenase (GAPDH) LIKE pseudogene, five predicted 
10 tRNA genes. Contains ESTs. GSSs (BAC end sequences) and a CA repeat polymorphism, complete sequence.// 

1 .8e-1 03:552:93//AL021 368 

R-PLACE1007105//MUS musculus muskelin mRNA, complete cds,//2.7e-32:379:73//U72194 
R-PLACE1 00711 1//Plasmodium falciparum 3D7 chromosome 12 PFYAC69 genomic sequence. WORKING 
DRAFT SEQUENCE, 4 unordered pieces.//0.14:422:57//AC0C)4688 
15 R-PLACE1 0071 1 2//Cynips comifex cytb geney/0.020:427:58//AJ228479 

R-PLACE1007132//Homo sapiens full-length insert cDNA YH77E09,//5.7e-107:535:96//AF074987 

R-PLACE1 0071 4a//Homo sapiens clone RG030L05. WORKING.bRAFTSEQUENCE, 3 unordered pieces 7/0.36: 

408:58//AC005050 '. ' . \ ' . 

R-PLACE1007178//Homo sapiens clone HEA4 Cri-du-chat region mRNA.//0.99:63:73//AF009283 
20 R-PLACE1 007226 

R-PLACE1 007238 

R-PLACE1 007239//Homo sapiens mRNA for transcription elongation factor S-ll, hS-ll-T1 , complete cdsy/2.0e-91 : 
534:89//D50495 ; ' 

R-PLACE1007242//CITB1-E1-2512M9.TF CITBI-E1 Homo sapienis genomic clone 2512M9, genomic survey se- 
25 quenceV/1.3e-05:117:76//AQ279454 ' - ; • 

R-PLACE1007243//Prototheca wickerhamii 263-11 complete mitochondrial DNA.//0.21 :284:58//U02970 

R-PLACE1007257//Homo sapiens mRNA for dla-12c protelny/6.9e-113:607:93//Y15908 

R-PLACE1007274//Homo sapiens chromosome 17, clone hRPK.394_K_lO, complete sequencey/4.4e-i0:i35: 

74//AC006080 * , . 

30 R-PLACE1 007276//Homo sapiens BAC clone 255A7from 8q2rcohtalnlng NBS1 gene, complete sequencey/1 .7e- 

36:435:72//AF069291 ' • . ■ V; 

R-PLACE1007282//B.garinii (strain TIsI) p83/100 gene (partial)y/0.95:183:60//X81533 

R-PLACE1007286//RPCI11-13L8.TV RPCI-11 Homo sapiens genorriic Clone RPCI-11-13L8, genomic survey se- 

quencey/6.1e-55:519:76//B75158 ' " ; 

35 R-PLACE1007301//Human DNA sequence from PAC 106H8 oh chromosome iq24. Contains PHOSPHATI- 

DYLINISITOL-GLYCAN class C (PIG-C) and DYNAMIN-3 gene^slf Cpntalns ESTs and STSs and a CpG islandy/ 

0.75:180:62//Z97195 ' j . : 

R-PLACE1 00731 7//Drosophila dasycnemia 1 6S ribosomal RNA gene,=mltochondria! gene for mitochondrial RNA, 
partial sequencey/0.59:236:59//U94253 ' ; 

40 R-PLACE1 007342 

R-PLACE1 007346//Homo sapiens estrogen-responsive B box protein (EBBP) mRNA, complete cdsy/3.7e-65:367: 
91//AF096870 

R-PLACE1007367//Plasmodlum falciparum 3D7 chromosome 12 PFYACB8-628 genomic sequence, WORKING 
DRAFT SEQUENCE, 9 unordered pieces7/1 .0e-06:385:62//AC005507 
45 R-PLACE1007375//Plasmodium falciparum 3D7 chromosome 12 PFYAC1 122 genomic sequence, WORKING 

DRAFT SEQUENCE, 3 unordered piecesy/0.1 0:309:59//AC0047p9 . ' 

R-PLACE1007386//Reclinomonas americana mitochondrial DNA, complete genomey/0.0012:403:58//AF007261 
R-PLACE1007402//HS„2055_/V2_D03„MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2055 Col=6 Row=G, genomic survey sequencey/0.0046:88:79//AQ234824 
50 R-PLACE1 007409//Homo sapiens miloxantrone resistance proteiri 1. mRNA, partial sequencey/7.6e-1 1 2:590:94// 
AF093771 

R-PLACE1 00741 6//Homo sapiens chromosome 1 9, cosmid R26894,'complete sequencey/0.96:98:70//AC005594 
R-PLACE1007450//Human DNA sequence SEQUENCING IN PROGRESS *** from clone 54B20, WORKING 
DRAFT SEQUENCEy/1 .7e-39:308:82//Z98304 
55 R-PLACE1007452//Homo sapiens PAC clone DJ0320J15 from>Xq23. complete sequence 7/2. 6e-59:389:82// 

AC004081 

R-PLACE1 007460 ; ' ^'rS'.i • 

R-PLACE1007478//Homo sapiens I2q13.1 PAC RPCI3-197Bi7.(Rdswell Park Cancer Institute Human PAC li- 
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brary) complete sequencey/7.0e-08:335:60//AC004241 
R-PLACE1 007484 

R-PLACE1007488//G1osslna morsitans morsltans 16S ribosomal RNAgene, mitochondrial gene for mitochondrial 
RNA, partial sequence.//2.5e-05:421 :61//AF072373 
5 R-PLACE1 007507//Plasmodium falciparum MAL3P7, complete sequence.//2.3e-09:577:57//AL034559 

R-PLACE1 00751 l//Homo sapiens Chromosome 17, clone hRPC.l1lO_E_20, complete sequencey/l .2e-79:387: 
96//AC004231 

R-PLACE1007524//Homo sapiens chromosome 19, overlapping cositiids F18547, F11133, R27945, R28830 and 
R32804, complete sequencey/3.4e-09:148:73//AC003682 
10 R-PLACE1 007525//Homo Sapiens Chromosome 1 6 BAG clone .C1T987SK-44M2, complete sequence7/4.7e-38: 

297:82//AC004381 ' ■ " ' 

R-PLACE1 007544 

R-PLACE1 007547//Human laminin alpha 4 chain (LAMA4*-'l ):rnRNA, complete cds.//4.0e-1 7:1 08:97//U77706 
R-PLACE1007557//Human BAG Clone RG343P13 from 7q31 .'cbrhplete sequence y/2.2e-45:390:77//AG002465 
15 R-PLACE1 007583//Human DNA sequence *** SEQUENGING IN PROGRESS from clone 545L1 7, WORKING 

DRAFT SEQUENCEy/1 .Oe-56:302:95//AL031665 

R-PLACE1 007598//Homo sapiens clone 23939 mRNA sequencey/1 .5e-1 02:554:93//AF0381 79 
R-PLACE1007618 

R-PLACE1007621//Homo sapiens clone 23859 mRNA sequencey/1 .4e-1 03:537:94//AF0381 76 
20 R-PI_ACE1007632//Hlgh throughput sequencing of human chromosome 12. WORKING DRAFT SEQUENCE, 1 

ordered piecesy/3.3e-76:289:94//AC005840 

R-PLACE1 007645//Homo sapiens full-length insert CDNA clone ZD76G1 0y/0.0080:96:77//AF086408 
R-PLACE1007649//CIT-HSP-2308A18.TR CIT-HSP Homo sapiens genomic clone 2308A18, genomic survey se- 
quenceV/l . 1 9-82:41 2:97//AQ0221 49 
25 R-PLACE1 007677//Plasmodium falciparum chromosome 2, section 4 of 73 of the complete sequencey/0.0041 : 
470:57//AE001367 

R-PLACE1 007688 J 

R-PLy\GE1 007690//Human Chromosome 1 6 BAG clone CIT987SK-/V-41 8Gl 0, complete sequencey/1 .3e-22: 1 62: 
91//AC002044 ^ ' 

30 R-PU\GE1 007697 ' ' '''' 

R-PLACE1007705//Human DNA sequence *** SEQUENGING IN PROGRESS "* from clone 460J8, WORKING 
DRAFT SEQUENCEy/4.4e-1 21 :624:95//AL031 662 

R-PLACE1007706//Homo sapiens metalloprotease 1 (MPI) mRNA, complete cdsy/1.8e-73:374:96//AF061243 
R-PLAGE1007725//Caenorhabditis elegans cosmid F38A5y/0.q70:186:60//U70854 
35 R-PUVGE1007729//Human endogenous retrovirus HERV-K(HML6) proviral clone HML6.17 putative polymerase 
and envelope genes, partial cds, and 3'LTRy/3.8e-53:415:81//U6d269 

R-PLAGE1007730//Homo sapiens mRNA for KIAA0685 pro'teih/complete cdsV/2.1e-92:556:89//AB014585 
R-PLACE1007737//Homo sapiens clone Sb19.12 Alu-Yb8 sequence7/4.0e-43:302:77//AF015169 
R-PLACE1007743//Plasmodium falciparum MAL3P8, complete sequence./ZI .0e-06:533:59//ALO34560 
40 R-PLACE1007746//T.brucei mitochondrial maxicircle DNA encoding cytochrome c oxidase subunit I (COI), and 

NADH dehydrogenase subunits 4 and 5. complete cdsy/0.28:386:58//M 14820 
R-PI-ACE1 007791 //D.diSCOideum gene for protein kinasey/0.17:263:6b//Z37981 

R-PI_ACE1007807//Human DNA sequence from clone 87808 on chromosome Xq21.1-21,33. Contains an EST. 
STSs, a GSS and genomic marker DXS472, complete sequencey/1. Te-72:324:88//AL0311 16 
45 R-PLACE1 00781 0//Homo sapiens chromosome 7 common fragile site, complete sequencey/2.2e-l 4:325:67// 

AF017104 

R-PLACE1007829//Human BAG clone GS1 65104 from 7q21. complete sequence 7/0. 00052 :455:61//AG002379 
R-PLACE1007843//P.falciparum complete gene map of plastid-like DNA (IR-A)y/0.0050:447:57//X95275 
R-PLAGE1 007846//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 3/1 5 , 

50 WORKING DRAFT SEQUENCEy/2.2e-111:570:95//AP000010 ' : 

R-PLACE1007852//HS_3028_B2_F04_MR GIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3028 Gol=8 Row=L, genomic survey sequencey/l.3e-1 2:209:71 //AQ 131 021 
R-PLACE1 007858//Homo sapiens mRNA for KIAA0766 protein, complete cdsy/6.6e-11 0:574: 94//AB01 8309 
R-PLy\CE1007866//Homo sapiens DNA sequence from PAC 454M7 on chromosome Xq25-26.3. Contains the 

55 0CRL1 gene for Lowe Oculocerebrorenal Syndrome protein OCRL-l . Contains ESTs, STSs and GSSs, complete 
sequencey/1 .6e-43:551 :70//AL022162 ' V. ; | 

R-PLAGE1007877//Homo sapiens chromosome 5, BAG clohe'34jl5:;(LBNL HI 69), complete sequencey/1 .6e-22: 
222:78//AC005754 . . ; i v 
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R-PLACE1007897//HS_3113_B2_E04_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=31l3 Col=8 Row=J, genomic survey sequencer.//2.9e-72:381 :95//AQ1 86905 
R-PLACE1007908//Homo sapiens mRNA, chromosome ..1 specific transcript KIAA0487.//8.8e-88:460:95// 

AB007956 

R-PLACE1 007946//Human cliromosome Y cosmid 54E8 genomic sequence, WORKING DRAFT SEQUENCE.// 
4.9e-23:1 72:78//AC003095 . . 

R-PLACE1007954//Homo sapiens BAG clone NH0414G23 from Y. complete sequence.//! .7e-27:303:75// 
AG006157 ' . 

R-PLAGE1007955//Homo sapiens cyclin-D binding Myb-like protein mRNA, complete cds.//3.9e-1 02:51 3:95// 
AF084530 

R-PLACE1007958//Homo sapiens cAMP-specific phosphodiesterase SB (PDE8B) mRNA, partial cds7/2.2e-87: 
465:93//AF079529 

R-PLAGE1007969//l\/lus musculus myelin gene expression factor (MEF-2) mRNA, partial cds.//4.8e-72:556:8l// 
U13262 

R-PLAGE1007990//E,tenella antigen LPMC61 mRNA, partial cdsy/0;043:273:63//M30933 
R-PLAGE1008000//Human DNA sequence *** SEQUENGING IN PROGRESS *** from clone 668J24. WORKING 
DRAFT SEQUENCE.//8.8e-1 a:453:62//AL034346 

R-PLACE1008002//HomosapienscloneDJ0613C23, WORKING DRAFTSEQUENCE, 4 unordered pieces.//9.0e- 
114:563:96//AC005628 

R-PLACE1008044//Rattus norveglcus nuclear pore complex protein NUP107 mRNA, complete cds.//2.6e-44: 509: 
72//L31840 

R-PLAGE1 008045//Homo sapiens chromosome 5, BAG clone 79a6 (LBNL H1 72), complete sequence.//0.32:l 37: 
66//AC005592 • ^ 

R-PLACE10080B0//Arabidopsis thallana Chromosome II BAG F10A1 2 genomic sequence, complete sequence.// 
0.082:292:59//AG006232 ' . 

R-PLACE1008095//Homo sapiens BAG clone NH0364H22' frbm 2. complete sequence7/5.4e-27:260:76// 
AG005036 

R-PLAGE1008111//Human variable number tandem repeat (VNTR) region, allele 12R1 3' to collagen type II 
(G0L2A1 ) gene.//2.2e-07:444:59//L1 01 57 

R-PLAGE1008122//Homo sapiens chromosome 17, clone hRPK;142_H_19, complete sequence.//1.9e-1 1:384: 

63//AC005919 T'^^;'' " 

R-PLACE1008129//Homo sapiens clone DJ1087M19, WORKING^DRAFT SEQUENCE, 7 unordered pieces.// 
3.0e-10:189:66//AC004955 • ' 

R-PLACE1008132//Human HepG2 3' region cDNA, clone hmd5d06!//7.4e-47:32a:86//D 16939 
R-PLACE1008177//Mouse mRNA for meiosis-specific nuclear structural protein 1 (MNS1), complete cds.//2.6e- 
32:41 0:70//D14849 

R-PLACE1008181//Gaenorhabditis elegans cosmid G31H2.7/0.055:358:60//U41748 
R-PLACE1008198 " 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KI/\A0530 protein, partial cds.//4.8e-i 03:551 :93//AB0l 11 02 
R-PLACE1 008209//Human DNA sequence *** SEQUENGING IN PROGRESS *** from clone 1125A11 , WORKING 
DRAFT SEQUENGE.//4.6e-1 6:250:71//AL034549 

R-PLACE1008231//Plasmodium falciparum 3D7 chromosome 12' PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE. 4 unordered pieces7/0. 1 3:341 :60//AC004688 
R-PLACE1008244//Rfalciparum P195 gene.//0.11:212:66//A0456'2 
R-PLACE1008273//Human MEST mRNA. complete cds .//0. 0001 3:52:1 00//D786 11 
R-nnnnnnnnnnnn • .: 

R-PLACE1 008280//Homo sapiens chromosome 7 clone UWGC:g3586a160 from 7p14-15, complete sequence.// 
1 .5e-05:1 04:76//AC005272 

R-PLACE1008309//Human 'af-rich region adjacent to alpha sateHite DNAy/0.70:138:63//M80308 

R-PLAGE1 008329//Homo sapiens chromosome 1 0 clone CIY-HSPtI 240G1 6 map 1 0q25.1 , complete sequence.// 

0.00061 :1 50:68//AG005886 

R-PLACE1008330//Homo sapiens chromosome 19, cosriild;'F21431, complete sequence.//4.8e-74:252:98// 
AC005176 ' V; '- :^ 

R-PLACE100833//Genomic sequence from Human 13, complete-,sequehce.//1 .0:176:65//AC001226 
R-PLACE1008356//Homo sapiens meningioma-expressed antigen 5 (MEA5) mRNA, 3' UTR.//2.5e-98:556:90// 
AF036145 ..... 

R-PLACE1008368//HS-1 039-A1-C10-MF.abi GIT Human Genomic Spdrm Library C Homo sapiens genomic clone 
Plate=CT 821 Col=19 Row=E, genomic survey sequence.//1.2e-05:375:62//B36336 
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R-PLACE1008369//Homo sapiens genomic DNA, chromosome 2lq22.2 (Down Syndrome region), segment 4/15, 
WORKING DRAFT SEQUENCE.//2.8e-1 0:466:61//AP00001 1 • - 

R-PLACE1008392//Homo sapiens chromosome 17, clone hRPK.47l_L_13. complete sequenceV/l .Oe-46:282: 
82//AC005244 \ /. , . ^ 

5 R-PLACE1 008398//Human DNA sequence *** SEQUENCING IN PtoGRESS *** from clone 215D11 , WORKING 

DRAFTSEQUENCE,//4.1e-101:529:94//AL034417 . 

R-PLACE1 008401//*" SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAC clone C0366H07; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 28 unordered pieces.//0.18:379:58//AC004604 
R-nnnmnnnnnnn//Homo sapiens mRNA for p115, complete cdsy/1 .6e-101 :521 :95//D86326 
10 R-PLACE1008405//Human cosmidCRI-JC2015 at D10S289 in.10sp13.//6.8e-22:328:71//U15177 

R-PLACE1 008424 

R-PLACE1008426//Homo sapiens genomic DNA of 8p2i .3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer, segment 7/11 7/7.5e-lOl:505:96//AB020864 

R-PLACE1008429//Human DNA sequence from clone 20J23 on chromosome Xq26.2-27.2 Contains ras-related 
15 C3 botulinum toxin substrate 1 (P21-RAC1) (ras-like protein TC25) EST, CA repeat, STS, CpG island, complete 
sequence.//1 .2e-1 1 : 1 1 8:78//AL022576 

R-PLACE1008437//H.saplens genomic DNA (PAC 838L14) from chromosome 11. WORKING DRAFT SE- 

QUENCEy/2.2e-06:159:69//Y12335 
R-PLACEI 008455 

20 R-PLACEI 008457//Homo sapiens chromosome 17. Neurofibromatosis 1 locus, complete sequencey/l.2e-l09: 
588:93//AC004526 

R-PLACE1008465//CIT978SK-A-28A11 .TVE CIT978SK Homo sapiens genomic clone A-28A11 , genomic sun^ey 
sequence.//1 .1e-10:133:77//B78696 
R-PLACE1 008488 

25 R-PLACEI 008524//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 34B21 , WORKING 

DRAFT SEQUENCE.y/7.3e-1 20:61 2:95//AL031 778 '^i' 

R-PLACEI 008531//Homo sapiens wbscrl (WBSCR1 ) and replication factor C subunit 2 (RFC2) genes, complete 
Cdsy/8.5e-96:51 0:93//AF045555 ' " 

R-PLACEI 008532 

30 R-PLACEI 008533 ^. • " 

R-PLACE1008568//HS_3218_B2_D08_T7 CIT Approved Human Genomic Sperni Library D Homo sapiens ge- 
nomic clone Plale=3218 Col=16 Row=H, genomic survey sequencey/0.0042:295:62//AQ214623 
R-PLACEI 008584//Human PAC clone DJ0596009 from 7p1 5, complete sequence 7/5. 0e-26:254:66//AC003074 
R-PLACEI 008621//Homo sapiens chromosome 17, clone hRPK,346_K_10, complete sequencey/4.0e-78:498; 

35 86//AC006120 

R-nnnnnnnnnnnn 

R-PLACEI 008626//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 97P20, WORKING 

DRAFT SEQUENCEy/5.5e-06:228:67//AL031 297 

R-PLACEI 008627//Cricetulus griseus mRNA forZn finger factory/3.4e-20:335:71//Y1 2836 
40 R-PLACEI 008629//Homo sapiens clone DJ0309D19. WORKING DRAFT SEQUENCE. 12 unordered pieces.// 
0.55:326;58//AC004826 

R-PLACEI 008630//Homo sapiens genomic DNA, 2lq region, done: B175P11X96, genomic survey sequencey/ 
0.13:440:55//AG011096 

R-PLACE1008643//Human BAC clone RG083J23 from 7q31, complete sequencey/1.3e-58:356:82//AC004001 
45 R-PLACEI 008650//Homo sapiens pleiotropic regulator 1 (PLRGi) mRNA, complete cdsy/2.4e-88:434:97// 
AF044333 

R-PLACEI 008693//CIT-HSP-2025M9.TR CIT-HSP Homo sapiens genomic clone 2025M9, genomic survey se- 
quencey/1 .2e-41 :300:82//B64742 y\ 

R-PLACEI 008696//Homo sapiens NADH dehydrogenase-ubiquinone Fe-S protein 8 23 kDa subunit (NDUFS8) 
50 gene, nuclear gene encoding mitochondrial protein. comple.te*cdsy/i:8e-31 :320:75//AF038406 

R-PLACEI 00871 5//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 799N4, WORKING 
DRAFT SEQUENCEy/0.074:478:58//AL022147 

R-PLACEI 008748//CIT-HSP-2170P12.TR CIT-HSRHomo sapiens genomic clone 2170P12, genomic survey se- 
quencey/8.5e-42:160:86//B90841 
55 R-PLACEI 008757//Homo sapiens 12q24.2 PAC RPCI4-765Hl'3 (Rpswell Park Cancer Institute Human PAC Li- 

brary) complete sequencey/0.99:211 :61//AC005864 

R-PLACEI 008790//Rattus norvegicus clonel polymeric immunoglobulin receptor mRNA 3' untranslated region, 
GA rich region, and microsatellites with GGA-triplet and GAA-triplet repeats.//0.052:108:68//U00762 
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R-PLACE1008798//Homo sapiens full-length insert cDNA clone YZ86C05.//7.7e-58:285:100//AF086088 
R-PLACE1008807//CIT-HSP-2366014.TR CIT-HSP Homo sapienk genomic clone 2366014, genomic survey se- 
quence.//3.5e-35:223:89//AQ079210 

R-PLACE1008808//Homo sapiens exonuclease homolog RAD1 (RAD1) mRNA, complete ccls.//2.3e-97:499:95// 
5 AF030933 

R-PLACE1 00881 3//Rattus norvegicus rsecIS mRNA, complete cds.//9.7e-45:394:78//AF032668 
R-PLACE1 008851 //Human Chromosome 15q26.1 PAC clone pDJ460g16, WORKING DRAFT SEQUENCE, 3 un- 
ordered pleces.//2.9e-28:207:87//AC004581 

R-nnnnnnnnnnnn//CIT-HSP-2l72B3.TF CIT-HSP Homo sapiens, genomic clone 2172B3, genomic survey se- 
10 quence.//8.9e-30:166:97//B93289 

R-PLACE1008867//Homo sapiens BAG clone RG054D04 from 7q31, complete sequence.//3.5e-76:404:95// 
AC005058 

R-PLACE1 008887//Homo sapiens clone DJ0943F02, WORKING DRAFT SEQUENCE, 3 unordered pieces.//7.7e- 
37:585:67//AC004932 

15 R-PLACE1008902//Homo sapiens chromosome Y, clone hCIT494_G_l7, complete sequence.//0.0022:409:60// 
AC005820 

R-PLACE1 008920//Homo sapiens mRNA for KIAA0765 protein, partial cds.//8.2e-55:344:89//AB01 8308 
R-PLACE1008925//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y53F4, 
WORKING DRAFT SEQUENCE.//0.0014:398:58//Z92860 - ■ 
20 R-PLACE1 008934 

R-PLACE1 008941 //Homo sapiens Chromosome 17, clone hRPK.293_K_20, complete sequencey/9.8e-84:429: 
92//AC005495 

R-PLACE1 008947 ' ' ' ^ 

R-PLACE1 009020 i 
25 R-PLACE1009027//Human DNA sequence from clone 914P14 on chromosome Xq23 Contains calpain-like pro- 

tease gene, DCX (doublecortin) ESTs, CA repeat, GSS, complete,sequence7/l .3e-82:434:95//AL03lll7 
R-PLACE1 009039//Human DNA sequence from clone 276K20 on chromosome 6p22. 1-22.3. Contains STSs, . 
GSSs and a putative CpG island, complete Sequence.//O.000l6:297:58//AL031391 

R-PLACE1 009045//Homo sapiens chromosome 17, clone hRRC.li7iB_12, complete sequencey/2.9e-06:160: 
30 70//AC004707 

R-PLACE1009048//Human DNA sequence from clone 511E16 on chromosome 6p24.3-25.l. Contains the last 
coding exon of the gene for PI 8 component of aminoacyl-tRNA synthetase complex, part of an unknown gene 
downstream of a putative CpG island, and an STS with a CA repeat plolymorphism, complete sequencey/1 .3e-16: 
339:66//AL023694 

35 R-PLACE1 009050//Aedes aegypti gene sequence, primary transcript.//0.40:393:59//Ll 7023 

R-PLACE1009060//MUS musculus mRNA for Alix-SF (ALG-2-lnteracting protein X, short form, complete CDS7/ 
0.00075:79:83//AJ005074 

R-PLACE1 009090//Homo sapiens chromosome 1 , BAC CIT-HSP-292g8 (BC262482), complete sequencey/6.7e- 
13:212:73//AC004783 

40 R-PLACE1 009094//Caenorhabditis elegans cosmid C49F8, complete sequence.//0.49:221 :61//Z70206 
R-PLACE1 009099 

R-PLACE1009110//Homo sapiens Xp22 BAC GS-321G17 (Genome Systems Human BAC library) complete se- 
quence.//5.1e-1 7:301 :66//AC004025 • ; 

R-PLACE1009111//Plasmodium falciparum 3D7 chromosome 12 PFYACB8-420 genomic sequence, WORKING 

45 DRAFT SEQUENCE, 14 unordered pieces .//1 .20-06:234:6 1//AC0051 40 

R-PLACE1009130//Plasmodium falciparum l\/IAL3P6, complete seqLJence.//7.5e-06:426:58//Z98551 

R-PLACE1 0091 50//Homo sapiens "* SEQUENCING IN PROGRESS WORKING DRAFT SEQUENCE.//2.3e- 

118:614:95//AJ011929 

R-PLACE1009155//Homo sapiens genomic DNA, chromosome 21 q 11.1, segment 2/28. WORKING DRAFT SE- 
50 QUENCEy/1.4e-107:584:93//AP000031 / • - 

R-PLACE1009158//Homo sapiens full-length insert cDNA clone Vpi0Db3.//1.9e-105:539:95//AF085876 

R-PLACE1 0091 66//Homo sapiens chromosome 1 7, clone hRPK.1 80_P_8, complete sequence.//2.8e-44:360:7l// 

AC005972 ' ^- . ^ 

R-PI_ACE1009172//Human cosmid QLL2C9 from Xq28.//4.1e-37:401 :74//Z47046 
55 R-PLACE1009174//Homo sapiens PAC Clone DJ0907C10 from 7q31-3q32, complete sequence.//2.1e-17:140:81// 

AC004925 

R-PLACE1009183//Homo sapiens DNA sequence from PAC 418A9 on chromosome 6q2l. Contains the first (5') 
two exons of a CDK8 (Cell Division Protein Kinase 8) LIKE gene, a Neutral Calponin LIKE pseudogene. ESTs and 
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STSs, complete sequencey/1 .9e-46:572:69//Z84480 

R-PLACE1009186//Human Chromosome X, complete sequencey/0.016:322:61//AC004070 
R-PLACE1009190//Plasmocllum falciparum MAL3P8, compiefe sequence.//0.050:487:58//AL034560 
R-PLACE1009200//H.sapiens mRNA for sortilin.//1.0e-31:195:92//X98248 

R-PLACE1009230//Homo sapiens chromosome 19, CIT-HSP BAG 490g23 (BC338531), complete sequence.// 
1.8e-75:364:85//AC005392 ,. , - 

R-PLACE1009246//Cricetulus griseus SRD-2 mutant sterol regulatory element binding protein-2 (SREBP-2) mR- 
NA, complete cds.//6.6e-44:525:7l//U2281 8 
R-PLACE1 009308 

R'PLACEI 00931 9//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequence.//0.00010:132:75//AC00480l 

R-PLACE1009328//Homo sapiens chromosome 17, clone hRPK.346_k_l0, complete sequencey/3.3e-87:576: 
85//AC006120 

R-PLACE1009335//Borrelia burgdorferi (section 62 of 70) of the complete genome.//0.32:315:60//AE00il76 
R-PLACE1009338//Plasmodium falciparum 3D7 chromosome 12 PPirACB8-420 genomic sequence, WORKING 
DRAFT SEQUENCE, 14 unordered pieces.//6.8e-05:411 :59//ACp05140 

R-PLACE1009368//Homo sapiens PAC clone DJ1179J19 from 7q11.23-q21. complete sequencey/0.00040:280: 
61//AC004989 

R-PLACE1009375//D. yakuba mitochondrial DNA for origin of replication, small ribosomal RNA , transfer RNAs 
tRNA-fMet, tRNA-Gln. tRNA-lle and tRNA-Vaiy/1 .1e-08:444;60//X05915 
R-PLACE1 009388 / 

R-Pl-ACE1009398//Homo sapiens BAC clone GS011E15 from 5q3l, complete sequencery/0.065:279:6l// 
AC002427 

R-nnnnnnnnnnnn//Homo sapiens clone NH0486I22, WORKING DRAFT'S EQUENCE, 5 unordered piecesy/1 .Oe- 
06:253:64//AC005038 ' . / 

R-PLAC El 00941 0//Homo sapiens chromosome 17, clone hRPK.142l!H_19, complete sequencey/9.8e-1 12:561 : 
96//AC005919 

R-PLACE1009434//Human DNA sequence from clone 459L4 on chromosome 6p22.3-24.1 Contains EST, STS, 
GSS. complete sequencey/2.2e-21:126:79//AL031120 R-PLACElb0944i3//Homo sapiens nucleolar protein Nop30 
and cytoplasmic protein Myp (NOP) gene, alternatively spliced products, complete cdsy/4.5e-14:117:91// 
AF064598 

R-PLACE1009444//Homo sapiens phosphatidylinositol 4-kinase' mRNA, complete cdsy/9.6e-85:479:90//L36151 
R-PLACE1 009459 . 

R-PLACE1009476//Homo sapiens Chromosome 16 BAC clone Clt987SK-A-67A1, complete sequencey/5.6e- 
101:540:94//AC004531 

R-PLACE1009477//Homo sapiens, clone hRPK.15_A_1, compiete sequencey/3,4e-46:284:91//AC006213 
R-PLACE1009493//Human Chromosome 16 BAC clone CIT987SK-A-363E6, complete sequencey/5.5e-1 07:581 : 

92//U91321 " " 

R-PLACE1009524//Homo sapiens DNA sequence from PAC 63G5'on chromosome-22q 12.3-1 3.1 . Contains part 
of a gene for a human SEC7 homolog B2-1 (cytohesin-2, Arno, ARF exchange factor) LIKE protein, an unknown 
gene and a gene coding for a Leucine rich protein. Contains ESTs,;STSs and GSSs, complete sequence.//0.74: 
301:61//Z94160 v 

R-PLACE1009539//Human DNA sequence *** SEQUENCING IN PFiOGRESS *** from clone 167A19. WORKING 
DRAFT SEQUENCE.//5.7e-29:357:74//AL031 427 

R-PLACE1009542//CIT-HSP-2166P10.TRB CIT-HSP Homo sapiefri's genomic clone 2166P10, genomic survey 

sequence.//2.6e-10:145:75//B89614 * ''f > . 

R-PLACE1 009571 //RPCI11-61J16.TK RPCI11 Homo sapiens igeiipmic clone R-61J16, genomic survey se- 
quence.//0.016:68:80//AQ202146 

R-PLACE1 009581 • ; 

R-PLACE1009595//Homo sapiens clone DJ56J10, complete sequericey/l .8e-38:365:79//AC005006 
R-PLACE1009596//Human DNA sequence "* SEQUENCING IN f^ROGRESS *" from clone 501 A4. WORKING 
DRAFT SEQUENCE.//1 .2e-29:314:76//Z98051 

R-PLACE1 009607//cSRL-77g9-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic clone 
cSRL-77g9, genomic survey sequence.//2.1e-05:142:69//B06230' 

R-PLACE1 00961 3//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from contig 4-89, complete 
sequence.//3.6e-08:434:59//AL010266 

R-PLACE1009621//Sequence 50 from patent US 5691147.//1 .5e-20:235:73//l76222 

R-PLACE1009622//CIT-HSP-2023D13.TFB CIT-HSP Homo sapiens genomic clone 2023D13, genomic survey 
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sequence.//0.72:176:62//B81271 
R-PLACE1009637//P.falciparum complete gene map of plastid-like DNA {IR-B).//0.0068:396:59//X95276 
R-PLACE1009639//Arabidopsis thallana DNA chromosome AV. B^Q clone F10M6 (ESSAII project)y/0.0 13:521: 
5B//AL021811 

5 R-PLACE1009659//Homo sapiens mRNA for KIAA0587 protein, complete cdS.//1.0e-107:589:92//AB011159 

R-PLACE1009665//Human PAC clone DJ0658N05 from 7p21 , complete sequence.//8.4e-72:487:85//AC003075 
R-PLACE1009670//Homo sapiens genethonin 1 mRNA, complete cds.//2.0e-61:310:97//AF062534 
R-PLACE1009708//Homo sapiens clone DJ0935K16, complete sequencey/2.8e-103:542:94//AC005Q11 
R-PLACE1 009721 //Human Cosmid g0771a222 from 7q31.3. complete sequence.//4.6e-85:518:88//AC000109 

10 R-PLACE1009731//Homo sapiens DNA sequence from PAC 434014 on chromosome 1q32.3.-41. Contains the 

HSD11B1 gene for Hydroxysteroid (11 -beta) Dehydrogenase 1,» the AD0R/^2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs. 
complete sequencey/0.0033:215:65//AL022398 -1:' 

R-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA, complete cdsy/6.2e-11 6:598 :95//AF046024 

15 R-PLACE1 009794 - ■ ^ ■ 

R-nnnnnnnnnnnn//Human DNA sequence from clone 1 189B24'or{ chromosome Xq25-26.3. Contains NADH-Ubi- 
quinone Oxidoreductase MLRQ subunit (EC 1.6.5.3, EC 1.6.99.3, GI-MLRQ), Tubulin Beta and Proto-oncogene 
Tyrosine-protein Kinase FER (EC 2.7.1,112, P94-FER, C-FER, TYK3) pseudogenes, and part of a novel gene 
similar to hypothetical proteins S. pombe C22F3.14C and C. elegans CI 6A3.8. Contains ESTs, an STS and GSSs, 

20 complete sequence.//7.5e-88: 1 91 :96//AL030996 - 

R-PLACE1 009845//Homo sapiens DNA sequence from PAC 23i*H5 on chromosome 6q2l . Contains an unknown 
gene, ESTs and STSs, complete sequencey/8.7e-l 9:226:69//Z98l 72 

R-PLACE1 009879//Homo sapiens genomic DNA, 21 q region, clone: 1 49C3A68. genomic survey sequence .//2.1 e- 

29:230:76y/AG002672 ■ 71 ? • ' 

25 R-PLACE1009886//Homo sapiens PAC clone DJ0997N05lfrorh 7qii .23-q21 .1 , complete sequence.//0.99:203: 

61//AC004945 

R-PLACE1009888//Homo sapiens chromosome 19, BAC CIT-B-393i15 (BC301323), complete sequence.//5.3e- 
91:577:88//AC006116 

R-nnnnnnnnnnnn v f • 

30 R-PLACE1009921//Homo sapiens cosmid clone HDAB (1 SI 49)' insert DNA, complete cosmld.//4.7e-81:385:84// 

M63005 ' I 

R-PLACE1009924//HS_3151_B1_B10_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3151 Col=19 Row=D, genomic survey sequence.//5.5e-47:240:99//AQ 167412 
R-PLACE1009925//CIT978SK-A-931F6.TV CIT978SK Homo sapiens genomic clone A-931F6, genomic survey 
35 sequencey/0.0001 0:159:68//B51 673 

R-PLACE1009935//Plasmodium falciparum 3D7 chromosome-i^ PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE. 5 unordered piecesy/0.081 :238:65//ACo65308 

R-PLACE1009947//Homo sapiens PAC clone 248015 from ' l3qt2-qT3, complete sequence .//1 .0:353:58// 
AC002483 

40 R-PLACE1 009971 //Homo sapiens full-length Insert cDNA clone ZD38E12.//3.7e-11 :152:75//AF086247 

R-PLACE1 009992 

R-PLACE1009995//Plasmodium falciparum chromosome 2, section 4 of 73 of the complete sequencey/0.00i9: 
305:61//AE001367 "■][ . 

R-PLACE1009997//Homo sapiens chromosome 10 clone CIT987Sk-11 75G20 map I0q25.2-I0q25.3, complete 

45 sequence.//l.8e-43:462:76//AC005874 . v , i 

R-PLACE1010023//HS_30I8_B1_H10_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3018 Col=19 Row=P. genomic survey sequencey/0.0001 3:1 98:63//AQ09351 3 
R-PLACE101 0031 //Human DNA sequence from clone 30M3 on chromosome 6p22.1-22.3. Contains three novel 
genes, one similar to C. elegans Y63D3A.4 and one similar to (predicted) plant, worm, yeast and archaea bacterial 

50 genes, and the first exon of the KI/VA0319 gene. Contains ESTs, GSSs and putative CpG islands, complete se- 
quence.//7.4e-11 5:581 :96//AL031 775 

R-PLACE1010053//M.musculus Spnr mRNA for RNA binding proteih.//1 .9e-05:136:74//X84692 
R-PLACE1010069//CIT-HSP-2328B12.TF CIT-HSP Homo sapiens genomic clone 2328B12, genomic survey se- 
quence.//2.6e-60:324:94//AQ042094 
55 R-PLACE1 01 0074//Homo sapiens sorting nexin 2 (SNX2) mRNA/ complete cdsy/4.6e-87:543:88//AF065482 

R-PLACE1010076//*** SEQUENCING IN PROGRESS *** Homo'sapiens chromosome 4, BAC clone C0473M13; 
HTGS phase 1, WORKING DRAFT SEQUENCE, 4 unordered piecesy/6.3e-08:489:58//AC005699 
R-PLACE1010083 * 
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R-PLACE1010089//F19F22-Sp6 IGF Arabidopsis thaliana genomic clone F19F22, genomic survey sequence.// 
0.14:400:59/610583 

R-PLACE1010096//R.norvegicus mRNAfor 100 kDa protein. //4.3e-91 :562:87//X64411 

R-PLACE1010102//Apls mellifera tRNA-Leu cytochrome oxidase II intergenic spacer region, mitochondrial se- 
5 quence.//1.5e-08:357:60//AF039556 • • 

R-PLACE1 01 01 05//Plasmodium falciparum chromosome 2, section 1 1 of 73 of the complete sequence 7/4.06-09: 
510:59//AE001374 

R-PLACE1010106//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 54B20, WORKING 
DRAFT SEQUENCE.//1.4e-1 2:1 94:73//Z98304 . . 

10 R-PLACE1010134 

R-PLACE1010148//HS_3128_A1_D09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3i28 Col=l7 Row=G, genomic survey sequerice.//0.l 7:281 :6i//AQi 40790 
R-PL^CE1 01 01 52//Mouse mRNA for arylhydrocarbon receptor,. complete cdsy/3.1 e-45:35l :81//D3841 7 
R-PLACE1010181//Homo sapiens clone DJ0914M06. WORKING DRAFT SEQUENCE, 1 unordered pieces.// 

15 3.6e-06:207:66//AC004928 

R-PLACE1 01 01 941 1 HS_2232_B1 _H1 0_MR CIT Approved Human Genomic Spenn Library D. Homo sapiens ge- 
nomic clone Plate=2232 Col=19 Row=P, genomic survey sequence.//2.4e-08:134:74//AO1 85425 
R-PLACE1010202//Human DNA sequence from clone 227L5 on chromosome Xp1 1.22-11 .3. Contains a Keratin, 
Type 1 Cytoskeletal 1 8 (KRT1 8, CYK1 8, K1 8. CK1 8) pseudogene and an STS, complete sequence 7/0.00035:383: 

20 61//AL031585 

R-PLACE1010231//Human DNA sequence*** SEQUENCING IN PROG R ESS*** from clone 287G 14, WORKING 
DRAFT SEQUENCE.//1 .26-95:51 9:94//AL033377 , v , . 

R-PLACE1010261 " ' *. * ' "^^ 

R-PLACE1 01 0270//H. sapiens CpG island DNA genomic Msel fragment, clone 85a6, reverse readcpg85a6l rtl a.// 
25 0.068:1 71 :63//Z63482 

R-PLACE1010274//S.douglasii gene for cytochrome b.//4.5e-07:276:63//X59280 

R-PLACE1010293//Homo sapiens chromosome 2 PAC RPjCI3-417E16 (Roswell Park Cancer Institute Human 

PAC library) complete sequence.//4.7e-9i:522:90//AC004464; ' \. 

R-PLACE1010321 

30 R-PLACE1010324//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y38E10. 

WORKING DRAFT SEQUENCE.//5.7e-08:484:57//AL021149 

R-PLACE1010329//Homo sapiens Chromosome 22q11.2 Cosmid.Clpne 50dl0 In IGLC Region, complete se- 
quence 7/7. 9e-35:328:79//AC000024 ■ . ; ' 

R-PLACE1010341//Homo sapiens clone DJ1125K23, WORKING DRAFT SEQUENCE, 21 unordered pieces.// 
35 1.3e-31:418:66//AC004971 • ^ 

R-PLACE1010362 > ^ ' • 

R-PLACE1010364//MUS cookii mitochondrion DNA fragment7/0,23:1(B2':64//M77098 

R-PLACE1 01 0383//Homo Sapiens chromosome 1 7, clone hCIT.l'86_Hi2:, complete sequence.//l .4e-l 05:543:95// 
AC004675 ' ' 

40 R-PLACE1010401//Human Chromosome I5qll-ql3 PAC cloneppJ223c9 from the Prader-Willi/Angelman Syn- 
drome region, complete sequence.//0.00017:268:62//AC004l 37* . ' 

R-PLACE1010481//BOS taurus C5-glucuronyl epimerase mRNA, partial cds7/8.6e-79:556:83//AF003927 
R-PLACE1010491//Homo sapiens Cre binding protein-like 2 mRNA, complete cds.//7.3e-88:438:96//AF039081 
R-PLACE1010492//HS_3169_B2_B04_T7 CIT Approved Humah Genomic Sperm Library D Homo sapiens ge- 
45 nomic clone Plate=3169 Col=8 Row=D, genomic survey sequence.//0.98:171 :63//A01 69892 

R-PLACE1010522//WORKING DRAFT SEQUENCE, 6 unordered pieces.//0.34:407:62//AC006082 
R-nnnnnnnnnnnn 

R-PLACE1 01 0562//CITBI-E1 -2503B1 6.TF CITBI-El Homo sapiens genomic clone 2503B1 6, genomic survey se- 
quence.//6.4e-17:152:84//AQ265929 ■ I /, :. 

50 R-PLACE1 01 0579//Torulopsis glabrata mitochondrial gene for ribosomal protein varl.//1 .7e-05:271 :65//X02893 
R-PLACE1010580 
R-PLACE1010599 

R-PLACE1010616//Human BAC clone RG343P13 from 7q31, complete sequence.//3.0e-l3:15l :75//AC002465 
R-PLACE1010622//Arabidopsis thaliana BAC F11 047/0.00031 ;366:60//AF096370 
55 R-PLACE1010624//Homo sapiens chromosome 7q22 sequence, complete sequence.//8.2e-34:322:79// 

AF053356 ■ "V 0 

R-PLACE10l0628//Homo sapiens clone DJ0647C14, WORKING.DRAFT SEQUENCE, 21 unordered pieces.// 
2.3e-97:51 5:94//AC004846 
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R-PLACE1010629//HS_3003_A2_C08_MR CIT Approved Human- Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3003 Col=l6 Row=E, genomic survey sequence.//5.6e-60:321 :95//AQ130493 
R-PLACE1010630//Plasmoclium falciparum chromosome 2, section 19 of 73 of the complete sequence.//0.051: 
372:59//AE001382 > • 

5 R-PI_ACE1 01 0631//Homo sapiens mRNA for KIAA0530 protein, partial cds.//2.6e-92:497:93//AB0 111 02 

R-PLACE1010661//CIT-HSP-2008K15TR CIT-HSP Homo sapiens genomic clone 2008K15. genomic survey se- 
quencey^,7e-27: 1 60:95//B57089 

R-PLACE1010662//Caenorhabditi$ elegans cosmid C12C8, complete sequence.//9.4e-09:l5l:73//Z8l467 
R-PLACE1010702//CIT-HSP-2314C3.TR CIT-HSP Homo sapiens genornic clone 231 4C3, genomic survey se- 
10 quence.//1 .3e-90:459:96//AQ028536 

R-PLACE1010714//Saccharomyces douglasii mitochondrial tRNA-Ser and tRNA-Phe genes, partial sequence, 
and Varip (van) gene, mitochondrial gene encoding mitochondrial protein, complete cds.//5.3e-08:478:58// 
U49822 

R-PLACE1 01 0720//Homo sapiens chromosome-associated protein-G (hCAP-C) mRNA, partial cdsy/3.8e-55:300: 
15 95//AF092564 

R-PLACE1010739//Human DNA sequence from clone 393P23 on chromosome Xq21.1-21.33. Contains GSSs, 
complete sequence.//3.4e-89:507:90//Z95400 
R-PLACE1010743 ; . 

R-PLACE1010761//Homo sapiens chromosome 17, clone hi=iPKv294^J_22, complete sequencey/3.0e-l 03:511: 
20 97//AC005921 

R-PLACE1010771 7^: ; 

R-PLACE1010786 

R-PLACE1010800//Homo sapiens clone NH0084K19, WORkInG DRAFT SEQUENCE, 30 unordered pieces.// 
1.8e-43:545:71//AC005682 ; ■ : 

25 R-Pl_ACE1 01 0802//Phoebis agarithe large subunit ribosomal RNA gene, partial sequence; tRNA-Val gene, com- 
plete sequence; and small subunit ribosomal RNA gene, partial sequence, mitochondrial genes for mitochondrial 
RNAS.//1 .9e-09:492:59//AF044862 

R-PLACE1010811//Homo sapiens Xp22 BAG GSHB-257G1 (Genome Systems BAC Library) complete se- 
quence.//0.041:415:59//AC002524 * ' 

30 R-PLACE1010833 v r;-- ;. 

R-PLACE1010856//Plasmodium falciparum 3D7 chromosome 12 PFYAC812 genomic sequence, WORKING 
DRAFT SEQUENCE, 8 unordered pieces.//0.0022:512:55//AC004153 

R-PLACE1010857//Homo sapiens genomic DNA of 8p2l.3-p22 anti-oncogene of hepatocellular colorectal and 
non-small cell lung cancer , segment 11/11//4.9e-85:507:90//AB020868 
35 R-PLACE1Q10870//RPCI11-59K21:TK RPCI11 Homo sapiens genomic clone R-59K21, genomic survey se- 
quence.//8.2e-85:422:97//AQ1 95697 

R-PLACE1010877//Homo sapiens mRNA for KIAA0610 protein, partial cds.//7.0e- 100:501 :96//AB011182 
R-PLACE1 01 0891 //Homo sapiens chromosome X, clone 592, WORKING DRAFT SEQUENCE, 8 unordered piec- 
es. //0. 10:1 62:61 //AC002489 

40 R-PLACE1010896//Plasmodium falciparum 3D7 chromosome 12 PFYAC1 81 genomic sequence, WORKING 

DRAFT SEQUENCE, 8 unordered pieces.//0. 00032:40 9 :59//AG005505 
R-PLACE1010900//Homo sapiens DNA, trinucleotide repeats r:eglon.//3.2e-07:l 80:71 //ABOl 8488 
R-PLACE1010916//Plasmodium falciparum DNA*** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING 
DRAFT SEQUENCE.//0.041 :205:60//AL034557 

45 R-PLACE1010917 ' 

R-PLACE1010925//HS_2027_B2_B09_T7 CIT Approved Human Genomic Spemn Library D Homo sapiens ge- 
nomic clone Plate=2027 Col=18 Row=D, genomic survey sequenbeY/l .6e-46:404:77//AQ247031 
R-PLACE1010926//Homo sapiens mRNA for KIAA0554 protein.-'partial cds.//4.2e-65:402:89//AB011126 
R-nnnnnnnnnnnn//Homo sapiens intersectin short form mRNA, complete cds.//1 .9e-80:441 :93//AF064243 

50 R-PLACE1010944 / 

R-PLACE1010947//D.discoideum rasG gene.//0.00044:181:65/y(211533 

R-PLACE1 01 0954//Homo sapiens clone RG228D1 7, WORKING DRAFT SEQUENCE, 2 unordered pieces.//3.0e- 

51:518:74//AC005077 

R-PLACE1010960//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 451 B21. WORKING 
55 DRAFT SEQUENCE.//0.022:292:63//AL033522 ■ 

R-PLACE1010965//Human marineri transposase gene, complete consensus sequence.//i .06-64:444:84// 
U52077 ! V ; 

R-PLACE1011026//Rickettsia prowazekii strain Madrid E, complete genome; segment 3/4.//0.59:345:61// 
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AJ235272 

R-PLACE1011 032//Human DNA sequence from PAC 389A20 on chromosome X contains ESTs STS, CpG islands 
and polymorplilc CA repeaty/0.62:82:75//Z93242 ,. - 

R-PLACE1011041//H.sapiens DNA sequence.//0.051:162:66//Z22248 
5 R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0581 protein, partial cds.//2.9e-l 00:563:9 1//AB0111 53 

R-PLACE1 01 1 054//Human DNA sequence from PAC 46H23, BRCA2 gene region chromosome 1 3q1 2-1 3 contains 
Klotho. ESTs.//4.7e-29:280:73//Z84483 - . ■ 

R-PLACE1011 056//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 341 DIG. WORKING 
DRAFT SEQUENCE.//1 .7e-39:288:84//Z97985 
10 R-PLACE1011057//CIT-HSP-2014F10TF CIT-HSP Homo sapiens genomic clone 2014F10. genomic survey se- 

quence.//2.4e-60:370:90//B58896 

R-PLACE1011090//Homo sapiens chromosome 4 clone B200N5 map 4q25, complete sequence.//0.l 2:489:59// 
AC005509 

R-PLACE1011109//Homo sapiens chromosome Y, clone 486, 0, 2, complete sequence.//8.4e-43:427:76// 
15 AC002531 

R-PLACE1011114//Homo sapiens mRNA from HIV associated non-Hodgkin's lymphoma (clone hl1 -14)7/1 .7e-29: 
179:94//Y16709 

R-PLACE1 01 1 1 33//HS-1 058-B1 -H02-M F.abi CIT Human Genomic Sperm Library C Homo sapiens genomic clone 
Plate=CT 780 Col=3 Row=P, genomic survey sequencey/1 .0:133:63//44006 
20 R-PLACE1011143//H.sapiens CpG island DNA genomic Msel fragment, clone 127a4, forward read 

Cpg127a4.ft1a.//1 .0:127:67/7256550 

R-PLACE1011160//Homo sapiens HRIHFB2038 mRNA, partial cds.//2.4e-95:534:91//AB015333 
R-PLACE1011165//Human Cosmid g5129s232 from 7q31.3, complete sequence.//0.47:355:58//AC003968 
R-PLACE1011185//Homo sapiens Clone DJ0038I10, WORKING DRAFT SEQUENCE. 5 unordered pieces.//1 .3e- 

25 26:403:70//AC004820 ^ 

R-PLACE1011203//paramecium species 4.51 er mt dna dimen replication init. region, clone 1. //I .Oe-1 0:379:60// 
K00908 

R-PLACE1011219//HS_3036_B1_F08_MR CIT Approved Human' Gehomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3036 Col=15 Row=L. genomic survey sequ'eiricis.//2.6e-39:253:88//AQ1 04587 
30 R-PLACE1 Oil 221//Homo sapiens T-cell receptor alpha delta locus from bases 250472 to 501 670 (section 2 of 5) 
of the Complete Nucleotide Sequence.//0.32:279:60//AE000659 

R-PLACE1011229//HS_3002_B1_E10_MR CIT /Approved Hurnan Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3002 Col=19 Row=J, genomic survey sequence.//9.3e-3l:317:74//AQ303626 
R-PLACE1011263//Homo sapiens BAC clone GS166A23 from 7p21, complete sequence.//1 .2e-1 09:571 :94// 
35 AC005014 

R-PLACE1011273//Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit I (COXI) gene, com- 
plete Cds.//0.00027:337:61//M97514 
R-PLACE1011291 

R-PLACE1 01 1296//H. sapiens steroid reductase pseudogeney/4.2e-37:326:80//M68887 
40 R-PLACE1011310//H.sapiens 5' flanking sequence of gene for corticotropin.//0.001 7:41 6:60/7X67661 

R-PLACE10113257/Plasmodium falciparum chromosome 2. section 35 of 73 of the complete sequence.3.0e-10: 
511:59//AE001398 ' /' ^ ' .- 

R-PLACE10113327/Homo sapiens chromosome 17, clone HCIT3L16. WORKING DRAFT SEQUENCE, 7 unor- 
dered pleces.//8.3e-06:250:64//AC002344 ' ■ ' \ 
45 R-PLACE1011340//Human BAC clone RG341 010 from 7p1 5-p21 . complete sequencey/0.67:290:587/AC002530 
R-PLACE1011375/7MUS musculus Kv3.4gene, exon 4776.8e-23:'l9b:8677AJ010310 

R-PLACEl0ll39977Plasmodium falciparum 3D7 chromosome -1 2. PFYACB8-420 genomic sequence. WORKING 
DRAFT SEQUENCE. 14 unordered pieces./70.22:359:60//AC005 140 \ 

R-PLACE1011419//Human DNA sequence from cosmid U90'B3, on chromosome Xp11, contains ESTsy/5.1e-32: 
50 282:81/7274022 ' ' V 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0530 protein, partial cds.//1 .5e-112:600:94//AB011 1 02 
R-PLACE1011452//Homo sapiens clone DJ0945F02. WORKING DRAFT SEQUENCE. 7 unordered pieces.//3.9e- 
77:303:85//AC006013 
R-PLACE1011465 

55 R-PLACE1011472/7Homo sapiens mRNA for KIAA0712 protein, comjslete cds.//7.9e-1 03:51 5:96//AB0 18255 

R-PLACE1011492/7A-837A4.TP CIT978SK Homo sapiens genomib clone A-837A4. genomic survey sequence.// 
6.5e-37:234:82//B14085 

R-PLACE1011503//Homo sapiens chromosome 17. clone hRPC.1171J_10, complete sequence./0.99:267:60// 
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AC004687 

R-PLACE1 011 520//Homo sapiens clone DJ 1 1 1 9N05, complete' sequence.//2.0e-1 1 6:591 :96//AC004968 
R-PLACE1011563//Plasniodium falciparum 3D7 chromosome. 12 PFYAC69 genomic sequence, WORKING 
DRAFT SEQUENCE, 4 unordered pieces7/1.2e-13:566:59//AC004688 
5 R-PLACE1011567//Plasmodium-falciparum MAL3P6, complete ,sequence.//0.62:358:61//Z98551 

R-PLACE1 01 1 576//Homo sapiens DNA from chromosome 1 9, BAG 331 52, complete sequence.//8.7e-45:400:78// 
AC003973 

R-PLACE1011586//Homo sapiens chromosome 17, clone HRPC890E16, complete sequence.//2.2e-59:338:93// 
AC004477 

10 R-PLACE1 Oil 635//C.pasteurianum pfl gene and act gene.//0.71 :288:60//X93463 

R-PLACE1011641//Mycoplasma genitalium random genomic clone sgll, partial cds.//0.023:232:60//U02205 
R-PLACE1011643//Homo sapiens chromosome 19, cosmid R33590, complete sequence.//l .4e-2l :432:67// 
AC005620 

R-PLACE1011 649//Homo sapiens clone 24432 mRNA sequence.//7.8e-72:414:91//AF070535 
15 R-PLACE1011650//Human PAC clone DJ327A19 from Xq25-q26, complete sequence.//5.1 6-27:174:79// 
AC002477 

R-PLACE1 Oil 664//Human DNA sequence *** SEQUENCING iN PROGRESS *** from clone. 460D1 9. WORKING 
DRAFT SEQUENCE.//7.4e-05:238:65//AL031 905 • ■ ■ • 

R-PLACE1011 675//CIT-HSP-2370M1 6.TR CIT-HSP Homo sapiens genomic clone 2370M16, genomic survey se- 
20 " quence.//1 .3e-27:233:81//AQ1 08283 

R-PLACE1011682//H.sapiens HLA-DMB gene7/2.3e-22:390:67//X76776 

R-PLACE1011719//Homo sapiens 12q24.2 SAC RPCI11-360E11 (Rbswell Park Cancer Institute Human BAC Li- 
brary) complete sequencey/3.1e-24:409:66//AC004806 

R-PLACEloll725//Homo sapiens unknown mRNA downregulated by induced differentiation with 13-cis retinoic 
25 acidy/0.13:143:65//AF026526 ■ 

R-PLACE1011729//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y738F9, WORKING 
DRAFT SEQUENCE.//1.1e-1 5:1 57:82//AL022345 ' ' * 

R-PLACE1 01 1 749//Homo sapiens clone RG31 5H1 1 , WORKING DRAFT SEQUENCE, 5 unordered piecesy/1 .5e- 
38:31 4:81//AC005089 

30 R-PU^CE1011762//Homo sapiens BAC clone RG067E13 from 7q21, complete sequence7/1.9e-35:538:68// 

AC002383 

R-PLACE1 Oil 778//CIT-HSP-2326C1 7.TV CIT-HSP Homo sapiens genomic clone 2326C17, genomic survey se- 
quence 7/2. 8e-58:346:91//AQ028782 . . ; ' 

R-PLACE1011 783//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 229A8. WORKING 
35 DRAFT SEQUENCE7/4.6e-38:288:84//Z86090 

R-PLACE1011 858//Human DNA sequence from clone 496N17 on chromosome 6pll .2-12.3 Contains EST, GSS, 
complete sequence./4.1e-104:524:97//AL031321 

R-PLACE1011874//Homo Sapiens Chromosome X clone bWXD3i2, complete sequence.//2.ie-l 00:511:95// 

AC004478 ■ 1^ ; ' 

40 R-PLACE1011875 , / 

R-P1_ACE1011891//Human lens membrane protein (mp19) geh^; exon' 11 7/0.0011 :195:64//L041 93 
R-Pl-ACElOll896//Homo sapiens DNA sequence from PAC 434014 on chromosome Iq32.3.-41. Contains the 
HSD11B1 gene for Hydroxysterold (11-bela) Dehydrogenase 1;' the ADO RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two novel genes. Contains ESTs and GSSs, 

45 complete sequence.//0.01 0:11 0:74//AL022398 

R-PLACE1011922//Homo sapiens chromosome 21q22.3 PAG . i 71 F.1 5, complete sequence7/3.5e-1 0:1 52:74// 
AF042090 : , ; 

R-PLACE1011923//Homo sapiens serum-inducible kinase mRNA, complete cds.//7.0e-98:546:92//AF059617 
R-PLACE1011962//CIT-HSP-2294L24.TF CIT-HSP Homo sapieiis genomic clone 2294L24, genomic sun/ey se- 
50 quence.//0.31:131:63//AQ006352 ' ' . " 

R-PLACE1011954//Homo sapiens chromosome 17, clone HRPC987K16, complete sequence7/2.5e-08:393:63// 
AG002994 

R-PLACEioii982//Arabidopsis thaliana genomic DNA, chromosome 3, P1 clone: MDJ14, complete sequence 7/ 
9.6e-09:463:62//AB016889 ■ ,, :' 

55 R-PLACE1011995//Human Down Syndrome region of chromosbrhe 21, clone A12H1-2H4.//2.7e-39:294:82// 

U44738 ^-i* 

R-PLACE1012031//Homo sapiens mRNA for KIAA0713 protein, partial cds.//2.5e-104:540:95//AB018256 
R-PLACE2000003//Human PAC clone DJ404F18 from Xq23, complete sequence.//4.9e-10:439:63//AC004000 
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R-PLACE2000007//Human fibroblast growth factor receptor 3 (FGFR3) gene, intron 3.//1 .0:151 :66//L78722 
R-PLACE2000011//Homo sapiens cjone 614 unknown mRNA, complete sequencey/1.5e-103:524:95//AF091080 
R-PIJ\CE2000015//Honio sapiens PAC clone DJ269005 from Xq23, complete sequencey/0.94:372:57//AC0051 91 
R-PLACE2000017//Homo sapiens chromosome 17, clone hC IT. 162_E_12, complete sequence .//3.0e-55:299:86// 
5 AC006236 ' ^ ; 

R-PLACE2000021 //CIT-HSP-2343C1 8.TR CIT-HSP Homo sapiens genomic clone 2343C1 8, genomic survey se- 
quence.//4.5e-54:295:94//AQ0581 40 

R-PLACE2000033//H.sapiens gene for mitochondrial ATP synthase c subunit (Pi form) 7/6. 5e-38:298:82//X69907 
R-PLACE2000034//Homo sapiens clone DJ0613C23, WORKING DRAFTSEQUENCE, 4 unordered piecesy/5.3er 

10 34:200:79//AC005628 r v '; 

R-PLACE2000039//Homo sapiens BAG clone RG060N22 from^ 7q21. complete sequence 7/1 .86-49:274:89// 
AC003083 

R-PLACE2000047//CIT-HSP-2373C2.TR CIt-HSP Homo sapiens genomic clone 2373C2, genomic survey se- 
quence.//1 .8e-48:389:79//AQ1 1 2243 
15 R-PLACE2000050//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 11 7715, WORKING 

DRAFT SEQUENGE7/0.0027:95:76//AL02231 5 

R-PLACE2000061//Homo sapiens mRNA for KIAA0575 protein, complete cds.//2.9e-39:429:72//AB011147 
R-PLACE2000062//Homo sapiens clone DJ0539M06, WORKING DRAFT SEQUENCE, 10 unordered pieces7/ 
5.9e-40:31 0:84//AC004832 

20 R-PLACE2000072//Homo sapiens ZNF202 beta (ZNF202) mRNA. complete cds7/1 .9e-1 09:550:95//AF02721 9 

R-PI_ACE2000097//Homo sapiens chromosome 12p13.3 clone RPCI11-189M20, WORKING DRAFT SE- 
QUENCE. 39 unordered pleces7/1 .6e-l06:553;95//AC0a59ld . , ; ^ . 

R-PLACE20001 00//Human DNA sequence from clone 301 K23 on chromosome 1 p35.1 -36.21 . Contains the 5' part 
of a novel gene similar to predicted yeast and worm genes. Contaihs;ESTs and GSSs. complete sequenceV/l .8e- 
25 38:285:84//AL031730 ' ?' ; • 

R-PLACE2000103//Human DNA sequence "* SEQUENCING . IN PROGRESS *** from clone 20208, WORKING 
DRAFT SEQUENCE.//4.3e-1 1 3:559:97//AL031 848 

R-PLACE2000111//Rat MLC1V gene encoding alkali myosin ventricel light chain, exon 17/0.00041:347:61// 
XI 6325 

30 R-PLACE2000115//Cervus elaphus MHC class II DRB pseudogene. jntron 2 microsatellite.//0.50:165:63//U63067 

R-PLACE2000132 

R-PLACE20001 36//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS from contig 3-30, complete 
sequence7/0.0032:310:61//AL008974 

R-PLACE2000140//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 11703, WORKING 
35 DRAFT SEQUENCE7/1.1e-111:566:96//AL020995 '* 

R-PI-ACE2000164 . . 

R-PLACE2000170//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4. BAC clone C0024K08: 
HTGS phase 1 , WORKING DRAFTSEQUENCE. 5 unordered pieces.//3.9e-40:390:76//AC005598 
R-PL7\CE2000172 
40 R-PLACE2000176 

R-PLACE2000187//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 268H5. WORKING 
DRAFT SEQUENCE7/8.7e-45:298:87//AL008718 ^ \ 

R-PL7kCE2000216//Dog nonerythrold beta-spectrin mRNA. 3' end7/5.6e-88:495:92//L02897 
R-PLACE2000223 

45 R-PLACE2000235//HS_3159_B1_B06_T7 CIT Approved Hum'^h Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3159 Col=11 Row=D, genomic survey sequence.//1 .8e-88:454:96//AQ 179271 
R-PLACE2000246//Homo sapiens chromosome 3p clone RPC14;544D10, WORKING DRAFT SEQUENCE, 58 
unordered pieces.//9.1e-41:282:86//AC005902 " • ' ' * , 

R-PLACE2000264//Homo sapiens DNA sequence from PAC 95020 on chromosome Xpll .3-11 .4. Contains STSs 
50 and the DXS7 locus with GT and GTG repeat polymorphisms, complete sequence.//8.3e-35:305:80//Z971 81 

R-PLACE2000274//Human Chromosome 16 BAC clone CIT987SK-A-211C6, complete sequence.//3.5e-1 8:325: 
67//AC002394 . ' / r 

R-PLACE2000302//Homo sapiens chromosome 17, clone HRPGi,p67M6, complete sequence7/i .56-39:287:85// 
AC003043 ' 
55 R-PLACE2000305//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 1 6915, WORKING 

DRAFT SEQUENCE.//1 .2e-43:295:85//293015 . ,.' ^ , 

R-PLACE2000317//Human DNA sequence from clone 245Glb oh chromosome Xp22.11-22.2 Contains serine- 
threonine kinase (Txp3) gene, a pseudogene similar to ALPMArl PROTEIN ((CONNEXIN 43, CX43, GAP JUNC- 
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TION 43 KD HEART PROTEIN)), and the 3' end Of the RS1 (X-linked juvenile retinoschisis precursor protein) 
gene. Contains ESTs, STSs and GSSs, complete sequence.//4.0e-05:284:65//Z92542 

R-PLACE2000335//Homo sapiens clone DJ0755D09. WORKING DRAFTSEQUENCE. 3 unordered piecesV/l .5e- 
26:334:70//AC006147 

5 R-PLACE2000342//Fugurubripescosmid258N02 containing IGFIl.TH, NAP2 genes .//4.0e-05:254:64//AL02 1880 

R-PLACE2000347//Human DNA sequence *" SEQUENCING IN PROGRESS *" fronn clone 799N4. WORKING 
DRAFT SEQUENCE.//1 .6e-82:504:8a//AL022147 

R-PLACE2000359//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 40E16, WORKING 
DRAFT SEQUENCE.//2.0e-36:314:80//AL031963 
10 R-PLACE2000366//Human DNA sequence *** SEQUENCING IN^P-ROGRESS*** from clone 796F18. WORKING 

DRAFT SEQUENCE.//2.0e-48:389:80//AL031 291 
R-PLACE2000371 '/ ' ; 

R-PLACE2000373//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 324M8. WORKING 

DRAFT SEQUENCE.//0.61:231:61//AL008734 
15 R-PLACE2000379//Homo sapiens Clone DJQ892G19, complete.sequencey/3.5e-li :287:67//AC0049l7 

R-PLACE2000394//Human DNA sequence from clone 465N24 on chromosome 1 p35.1 -36. 1 3. Contains two novel 

genes, ESTs, GSSs and CpG islands, complete sequence7/6.8e-108:553:96//AL031432 

R-PLACE2000398//Homo sapiens clone RG074A24. WORKING DRAFT SEQUENCE. 25 unordered pieces.// 

2.9e-26:326:73//AC005059 
20 R-PLACE2000399 

R-PLACE2000404//Homo sapiens chromosome 5, BAC clone 282B7 (LBNL H192), complete sequenceV/e.Se- 

84:434:96//AC005216 

R-PLACE2000411//Rclarkli mRNA; repeat region (ID 2R).//0.47:'l64:70//Z54273 
R-PLACE2000419 ^ 
25 R-PLACE2000425//Homo sapiens X-linked anhidroitic ectodenmal dysplasia protein gene (EDA), exon 2 and flank- 

ing repeat reglons.//1 .9e-40:447:74//AF003528 ... . ; 

R-PLACE2000427 

R-PLACE2000433//Human Chromosome 15 pac pDJ24m8, complete sequence.//3.5e-40:286:85//AC000379 
R-PLACE2000435 

30 R-PLACE2000438//Homo sapiens full-length insert cDNA clone ZE04boi .//2.2e-1 07:523 :98//AF086521 

R-PLACE2000450 4.1e-42:328:79//AG006257 . . i ^ 

R-PLACE2000455 ' ' 

R-PLACE2000458//Homo sapiens chromosome 5p, BAC clone/50g2r (LBNL H1 54). complete-sequencey/5.1 e- 
116:570:97//AC005740 ' ' 

35 R-PLACE2000465//Human BAC Clone RG1 91 D1 6, complete seqijence'://6.3e-37:408:75//AC002460 

R-PLACE2000477//M.musculus lex264 mRNA (3'region).//7.5e-06:117:76//X80427 
R-PLACE3000004 ' \ 

R-PLACE3000029//Human DNA sequence from PAC 506G2 contains 'STSs and a CpG islandy/5.8e-34:30B:78// 
Z82976 

40 R-PLACE3000059//MUS musculus mRNA for ubiquitin conjugatihg.enzymey/l .1e-36:273:87//Y17267 

R-PLACE3000070//Homo sapiens chromosome 5, PAC clone 1 7e1 9 (LBNL HI 48), complete sequence y/2.3e-1 0: 
181:71//AC004648 

R-PLACE3000103//Human DNA sequence *** SEQUENCING IN- PROGRESS *** from clone 30A23. WORKING 
DRAFT SEQUENCE.//1.2e-48:495:74//AL0221 56 . 
45 R-PLACE300011 9//Homo Sapiens Chromosome 22ql2 BAC Clone,58b8 In Meningioma Deletion Region, com- 
plete sequence .//3.4e-39:283:85//AC000026 

R-PLACE3000124//Homo sapiens chromosome 5. Pi clone 793c5 (LBNL H57). complete sequencey/9.2e-23: 
171:76//AC005200 ..n;. , 

R-PLACE3000136//U.arctos microsatellite DNA, clone UarMU23.//0;00052:171:65//Y09645 

50 R-PLACE3000142//HS_3037„82_B02_MR CIT Approved Human/Genpmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3037 Col=4 Row=D, genomic survey sequencey/0.88:121:66//AQ097023 
R-PLACE3000147//MUS musculus DNA for ADAMTS-1 , complete cds.//3.3e-23:472:66//AB001 735 
R-PLACE3000148//Human DNA from cosmid L27h9, Huntington's Disease Region, chromosome 4pl 6.3 contains 
CpG island.//3.5e-11 :176:73//Z49237 ^ 

55 R-PLACE3000155//Homo sapiens chromosome 17, clone hRPK.597_Mi12, complete sequencey/6.9e-1 06:549: 

94//AC005277 " ■ . ■. ; .. 

R-PLACE3000156//Homo sapiens BAC Clone RG067E13 from ^7q21,' complete sequence.//7.0e-38:545:70// 
AC002383 
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R-PLACE3000157 

R-PLACE3000158//, complete sequencey/1,4e-33:283:81//ACp05500 
R-PLACE3000160 /. , 

R-PLACE30001 69//Homo sapiens chromosome 19, BAG CIT-B-191n6, complete sequence.//5.2e-43: 229:85// 
5 AC006130 

R-PLACE3000194 

R-PLACE30001 97//Homo sapiens chromosome 1 7, clone hRPI<.401_O_9, complete sequence .//7.2e-61 :394:89// 
AC005291 

R-PLACE3000199//Homo sapiens Xq28 genomic DNA in the regipn of the L1CAM locus containing the genes for 
10 neural cell adhesion molecule L1 (L1CAM), arginine-vasopressin receptor (AVPR2). C1 p115 (C1), ARD)1 N- 

acetyltransferase related protein (TE2), renin-binding protein (RbP),. host cell factor 1 (HCF1), and interleukin-1 
receptor-associated kinase (IRAK) genes, complete cds, and <Xq28iu2 gene.//0.23:309:57//U52il2 R- 
PLACE3000207//CIT-HSP-384B14.TR CIT-HSP Homo sapiens genomic clone 384B14, genomic survey se- 
quence.//! .1 e-1 5:1 56:81//B54637 
15 R-PLACE3000208//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 591 N1 8, WORKING 

DRAFT SEQUENCE.//1 .3e-16:139:87//AL031594 

R-PLACE3000218//HS_3185_B1_B01_T7 CIT Approved Human Genomic Spenm Library D Homo sapiens ge- 
nomic clone Plate=3l85 Col=l Row=D, genomic survey sequence.//3.5e-07:l20:75//AQl55720 
R-PLACE3000220//Homo sapiens chromosome 17, clone HRPC1096F1, complete sequence.//2.4e-44:363:80// 
20 AC004167 

R-PLACE3000226//Caenorhabditis elegans cosmid M01G5y/0:88:95:77//AF078786 

R-PLACE3000230//Homo sapiens ccr2b (ccr2), ccr2a (ccr2), ccr5 (ccrS) and ccr6 (ccr6) genes, complete cds, and 
lactoferrin (lactoferrin) gene, partial cds, complete sequence.//5.3e-69:536:8l//U95626 
R-PLACE3000242//Sequence 1 from patent US 559991 8.//3.2e'62:546:78//l35489 
25 R-PLACE3000244//M.musculus mRNA for 200 kO protein.//1 .7e-45;404:75//X80169 

R-PLACE3000254//Human mRNA for KIAA0309 gene, partiarcds.//7.5e-28:174:94//AB002307 
R-PLACE3000271 //Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 423B22, WORKING 
DRAFT SEQUENCE.//3.9e-54:492:77//AL034379 

R-PLACE3000276//Homo sapiens PAC clone DJ0320J15 frorTi'^Xq23, complete sequence.//5.4e-1 2: 176:69// 
30 AC004081 

R-PLACE3000304//Homo sapiens chromosome 19, cosmid '»R26660,' complete sequence.//5.7e-1 14:555:97// 
AC005328 : * 

R-PLACE3a00310//Human DNA sequence *** SEQUENCING iN>flOGRESS *** from clone 467L1 , WORKING 
DRAFT SEQUENCE.//6.2e-51 :314:84//298884 ' ; ■. ' i 

35 R-PLACE3000320//Homo sapiens elastin gene, exons 5-27 and alternatively spliced products, partial cdsy/2.5e- 
44:289:90//U93037 

R-PLACE3000322//Human argininosuccinate lyase (ASL) gene, exbn 37/5.9e-20:153:88//M21006 
R-PLACE3000331//Homo sapiens Clone DJ0592G07, WORKING DRAFT SEQUENCE, 3 unordered pieces.// 
1.1e-43:230:84//AC005480 * ' ' ' 

40 R-PLACE3000339 ' - 

R-PLACE3000341//Homo sapiens 3p22Contig 7 PAC RPCI4-672N11 (Roswell Park Cancer Institute Human PAC 
Library) complete sequence.//2.5e-1 11 :550:97//AC006055 . 

R-PLACE3000350//Human DNA sequence from clone 243E7 on chronioisome 22q12.1 . Contains ESTs, STSs and 
GSSs, complete sequence.//1 .5e-44:314:78//AL022323 
45 R-PLACE3000352//HS_3095_B1_E09_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=3095 Col=17 Row=J, genomic survey sequbhcey/8,5e-73:356:99//AQ123142 
R-PLACE3000353//Caenorhabditis elegans DNA *** SEQUENCING IN PROGRESS *** from clone Y22F5, 
WORKING DRAFT SEQUENCE.//0.21:194:63//Z99712 ' ' : 

R-PLACE3000362//Plasmodlum falciparum coronin gene. Isolate 3D7y/0.26:360:60//AJ002197 

50 R-PLACE3000363 

R-PLACE3000365//Human BAC clone RG343P13 from 7q31,'coinplete sequence.//4.6e-52:487:76//AC002465 
R-PLACE3000373//HS_3202_B1_G05_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3202 Col=9 Row=N, genomic survey sequence 7/2. 4e-75:437:90//AQ252699 
R-PLACE3000388//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 732E4, WORKING 

55 DRAFT SEQUENCE.//6.4e-61 :51 5:81//AL008722 • V \' , • 

R-PLACE3000399//Homo sapiens Clone DJ1186P10, WORKING DRAFT SEQUENCE, 6 unordered piecesV/ 
0.00098:444:60//AC005231 • ' ' ' 

R-PLACE3000400//Plasmodlum falciparum 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
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DRAFT SEQUENCE, 7 unordered pieces7/0.78:155:66//AC005506 

R-PLACE3000401//Homo sapiens clone DJ1147A01. WORKING DRAFT SEQUENCE, 25 unordered pieces.// 
8 . Oe-47 :223 :8 1 //AC006023 

R-PLACE3000402//Homo sapiens chromosome 17, clone 104H1 2, complete sequence 7/1 .0:1 79:63//AC000003 
5 R-PLACE3000405//Homo sapiens chromosome 7qtelo BAG F6. complete sequence7/2.4e-44:466:74//AFl 04455 

R-PLACE3000406//Human DNA sequence *** SEQUENCING IN PROGRESS from clone 268H5, WORKING 
DRAFT SEQUENCE.//7.7e-49:471 :75//AL008718 
R-PLACE3000413 - * ''i < 

R-PLACE3000416//Homo sapiens *** SEQUENCING IN PROGRESS *" from PAC 1577, WORKING DRAFT SE- 

10 QUENCEy/5.4e-42:416:77//AJ009612 V : ' 

R-PLACE3000425//Human DNA sequence from PAC 130G2 on chromosome 6p22.2-22.3. Contains hbosomal 
protein L29 pseudogene. ESTs and STSs.//1.1e-41:366:78//AL008627 * 

R-PLACE3000455//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 469D22, WORKING 
DRAFT SEQUENCE.//3.8e-98:549:92//AL031 284 
15 R-PLACE3000475//Human signal transducing adaptor molecule STAM mRNA, complete cds.//l.9e-82:440:92// 
U43899 

R-PLACE3000477 

R-PLACE4000009//R.norvegicus mRNA encoding 45kDa protein which binds to heymann nephritis antigen 
gp330.//6.6e-1 7:344:68//Z11 995 
20 R-PLACE4000014//Homo sapiens mRNA for KIAA0809 protein, partial cds.//2.7e-83:433:95//AB01 8352 

R-PLACE4000034//CSRL-51 C5-U cSRL flow sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone 
CSRL-51C5. genomic survey sequence.//0.54: 11 6:66//B04984 ■ 

R-PLACE4000049//Human BAG clone GS1 65104 from 7q21 , complete sequencey/0.29:313:59//AC002379 
R-PLACE4000052//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS *** from MAL4P1 , WORKING 
25 DRAFT SEQUENCE.//0.0058:466:57//AL034557 

R-PLACE4000063//Homo sapiens chromosome 7q22 sequence; complete sequenceV/0. 98:246:61 //AF053356 
R-PLACE4000089//RPCI11 -1511. TUB RPCI-11 Homo sapiens gengmic.clone RPCI-1 1-1 511, genomic survey se- 
quence.//3.2e-07:284:60//B82414 ■ !•':■■.?■ . . 

R-PLACE4000093//Plasmodium falcipamm 3D7 chromosome 12 PFYAC357 genomic sequence, WORKING 
30 DRAFT SEQUENCE, 7 unordered pieces.//2.4e-07:429:60//AC0b55G6 ' 

R-PLACE4000100 

R-PLACE4000106//Homo sapiens clone 24561 unknown mRNA, partial cdsy/9.3e-1 00:41 9:9 1//AF055010 
R-PLACE4000128//Human Chromosome 16 SAC clone CIT987Sk-A-6lE3, complete sequencey/9.6e-45:284: 
90//AC003007 " ; ' 

35 R-PLACE4000129//Homo sapiens mRNA, chromosome ' 1 sipecific transcript KIAA05007/1.6e-19:118:100// 
AB007969 

R-PLACE4000147//Homo sapiens BAC clone NH0342K06 from' 2', complete sequencey/8.9e-1 7:208:73// 
AC005034 

R-PLACE4000156//Homo sapiens DNA sequence from PAC 352A20 on chromosome 6q24. 1-25.1. Contains a 
40 pseudogene similar to yeast, bacterial, worm and slime mold hypothetical genes, and a gene coding for an aldehyde 

dehydrogenase family protein. Contains ESTs, STSs and GSSs, complete sequence .//3.7e-43:281 :90//AL02l 939 
R-PLACE4000192 ^ 

R-PUVCE4000222//Homo sapiens clone DJ1129J21, WORKING DRAFT SEQUENCE. 25 unordered piecesy/ 
5.4e-44:280:82//AC005631 
45 R-PLACE4000233//Homo sapiens full-length insert cDNA YH59Gp6://1 .8e-79:414:97//AF074981 

R-PLACE4000247//Homo sapiens chromosome 17, clone hRPK.i56_L_14, complete sequencey/5.7e-59:558: 
76//AC005821 ... , . 

R-PLACE4000250//CIT-HSP-2335L20.TR CIT-HSP Homo sapiens genomic clone 2335L20, genomic sun/ey se- 
quenceV/l .76-44:31 3:84//AQ037381 ^.^i-r'-'- 
50 R-PLACE4000252//Homo sapiens chromosome 1 7, clone hRPI<:700;.H_6, complete sequencey/1 .5e-39:31 1 :83// 
AC005920 ' :\; 

R-PLACE4000261//H. sapiens BF1P-g1H03np gene for imrtiund^lobuiin hjeavy chain variable reglony/0.33:197: 
61//Z80410 

R-PLACE4000269//Homo sapiens chromosome 4 clone B368A9;i:nap 4q25, complete sequencey/1 .4e-31 :327: 
55 68//AC005510 " ' . ' 

R-PLACE4000270//Homo sapiens DNA for amyloid precursor protein, complete cdsy/2.3e-32:345:74//D87675 
R-PLACE40003aO//Sequence 61 from patent US 5744300y/0.0017-5i:98//AR003339 
R-PLACE4000320//Human DNA sequence from clone 441 J1 on chromosome 6p24 Contains STS, GSS, complete 
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sequence.//8.2e-41 :295:85//Z99495 

R-PLACE4000323//Human chromosome 11 187a8 cosmld, complete sequence.//1 .3e-32:404:75//U73640 
R-PLACE4000326 

R-PLACE4000344//Homo sapiens PAC clone DJ0988G15 from. 7q33-q35, complete sequence.//0.32: 135:68// 
5 AC005587 

R-PLACE40Q0367//H.sapiens gene encoding RING finger protein.//0.6i:l46:67//Y07829 
R-PLACE4000369//HS_3181_A1_B02_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3l8l Col=3 Row=C, genomic survey sequence,//7.le-80:424:94//AQl 73222 
R-PLACE4000379//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 1 1 04E1 5, WORKING 
10 DRAFT SEQUENCE.//1 .7e-05:160:65//AL022312 

R-PLACE4000387//Homo sapiens clone DJ0876A24, WORKING DRAFTSEQUENCE. 6 unordered pieces.//2.4e- 
47:351 :81//AC00491 3 

R-PLACE4000392//Human DNA sequence from clone 751 H9 on chromosome 6q13. Contains part of an unknown 
gene, ESTs, STSs and GSSs. complete sequencey/8.5e-88:541:88//AL034377 
15 R-PLACE4000401 //Human Chromosome 11 overlapping pacs pDJ235kl0 and pDJ239b22, WORKING DRAFT 
SEQUENCE, 17 unordered pieces.//2.7e-17:143:83//AC000406 
R-PLACE4000411 

R-PLACE4000445//Homo sapiens clone DJ0613C23, WORKING DRAFT SEQUENCE, 4 unordered pieces.// 
0.028:91 :78//AC005628 

20 R-PLACE4000465//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 30/\23, WORKING 

DRAFT SEQUENCE.//1 .66-43:532:71 //AL022 156 

R-PLACE4000489//Plasmodium falciparum chromosome 2, section 64 of 73 of the complete sequencey/4.le-06: 
357:61//AE001427 . .| V y 

R-PLACE4000494//Homo sapiens 12p13.3 PAC RPCI5-1 063^23 (Roswell Park Cancer Institute Human PAC 
25 Library) complete sequence 7/2. 7e-37:4 16 :74//AC005865 
R-PLACE4000522 

R-PLACE4000548//Homo sapiens 12p13.3 PAC RPCI5-1096D14 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/0.0020:383:60//AC005342 ' 

R-PLACE4000558//Homo sapiens 12q24 BAC RPCI11-162P23'(Roswell Park Cancer Institute Human BAC li- 
30 brary) complete sequencey/2.9e-44:465:75//AC002996 * ' / 

R-THYRO1000026//Human DNA sequence "* SEQUENCING. IN PROGRESS *** from clone 37E16. WORKING 
DRAFT SEQUENCEy/2.2e-43:354:82//Z83844 

R-THYR01000034//Plasmodium falciparum chromosome 2, section 59 of 73 of the complete sequencey/0.022: 
327:60//AE001422 

35 R-THYR01000035//HS_3018_B2_F10_T7 CIT Approved Humah^Genbmic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3018 Col=20 Row=L, genomic survey sequencey/2.3e-36:228:91//AQ092318 
R-THYRO1000040//Plasmodium falciparum 3D7 chromosome 12 PFYAC293 genomic sequence, WORKING 
DRAFT SEQUENCE. 9 unordered piecesy/1 .0:367:56//AC004157 

R-THYR01000070//*"ALU WARNING: Human Alu-Sq subfamily consensus sequence. 1/1e-44:284:89//U 14573 
40 R-THYR01000072//***ALU WARNING: Human Alu-J subfamily consensus sequencey/6.6e-33:150:83//U14567 

R-THYROI 000085 

R-TH YR01 000092//Homo sapiens Chromosome 7qtelo BAC F6, complete sequencey/3.3e-36:30i :78//AFl 04455 
R-THYRO1000107//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 12513. WORKING 
DRAFT SEQUENCEy/1 .4e-35:282:82//AL033528 
45 R-THYROi 0001 1 1//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-279B1 0, complete sequencey/4.0e- 
32:351 :65//AC002300 ; " - 

R-THYROI 0001 21//Human chromosome 16 BAC clone CIT9b7SK-A-962B4, complete sequencey/6.6e-77:507: 
85//U91318 

R-THYROI 0001 24//High throughput sequencing of human chromosome 12, WORKING DRAFT SEQUENCE. 1 
50 ordered pieces7/0.66:334:59//AC005840 \ '/-]■" 

R-THYROI 0001 29//Homo sapiens TED protein (TED) mRNA. complete' cds.//2.3e-88:449:96//AF0871 42 
R-THYROI 0001 32//Human DNA sequence SEQUENCING^IN PROGRESS *** from clone 212A2, WORKING 
DRAFT SEQUENCE7/1.1e-40:298:84//Z95114 ' • 

R-THYROI 0001 56//Homo sapiens chromosome 17, clone hRPK:849_N„15, complete sequencey/3.4e-37:425: 
55 73//AC005703 

R-THYROI 0001 63//RPCI11-1B20.TVB RPCI-11 Homo sapiens genpmjc Clone RPCI-11-1B20, genomic survey 
sequencey/8.4e-38:276:84//B63536 " 

R-THYROI 0001 73//Human DNA sequence from PAC 323B6 on chromosome X contains ESTs CpG islandy/1 .1 e- 



2049 



EP1 074 617 A2. 



70:553:81//Z83841 

R-THYRO1000186//Human DNA sequence *** SEQUENCING INrPRGi3RESS from clone 41018. WORKING 
DRAFT SEQUENCE.//6.7e-41 :345:81//AL031732 

R-THYRO1000187//Human thymopoietin (TMPO) gene, partial exon 6, complete exon 7, partial exon 8, and partial 
5 cds for thymopoietin beta.//l .3e-43:356:80//Ul 8271 

R-THYRO1000l90//Homo sapiens chromosome 17, clone HRPC843B9. complete sequence7/2.6e-40:386:77// 
AC004139 

R-THYR01000197//Homo sapiens mRNA for poly(A)-specific ribonuclease.//l .le-l 08:535:97//AJ005698 
R-THYRO1000199//Homo sapiens mRNA for KIAA0652 protein, complete cdsV/l .4e-113:559:97//AB014552 

10 R-THYRO1000206//Rat PMSG-induced ovarian mRNA, 3'sequence. N4.//4.0e-43:318:86//D84482 

R-THYRO1000221//Human DNA from overlapping chromosome 19 cosmids R31396, F25451 , and R31076 con- 
taining C0X6B and UPKA, genomic sequence, complete sequence.//2.7e-44:452:76//AC002115 
R-THYR01 000241//Homo sapiens Cosmid Clone pl29dl 1 unknown chromosomal location, complete sequence.// 
4.8e-58:447:81//AC000039 . ./ 

15 R-THYR0 1000242 

R-THYR01000253//Homo sapiens DNA sequence from PAC 179N16 on chromosome 6p21,1-21.33. Contains 
the SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2 gene coding for CSaids binding protein 
GSBP2 and a MAPK p38beta LIKE protein. Contains ESTs, STSs. and two predicted CpG islands, complete se- 
quence .//3.4e-56:300;84//Z95 152 

20 R-THYR01 000270 

R-THYRO1000279//Human DNA sequence "* SEQUENCING IN PROGRESS *** from clone 531 HI 6, WORKING 
DRAFT SEQUENCE.//4.8e-113:584:96//AL031 664 

R-THYRO1000288//Homo sapiens mRNA for Hs Ste24p. complete cds.//1 .1e-98:566:91//AB016068 
R-THYR01000320//HS_2033_B1_A07_T7 CIT /Vpproved Human Genomic Sperm Library D Homo sapiens ge- 

25 nomic clone Plate=2033 Col=1 3 Row=B, genomic survey sequence.//0.97:211 :63//AQ233366 

R-THYRO1000327//Sequence 1 from patent US 5541 298 .//2.8e-52:289:93//l24058 
R-THYR01000343//Homo sapiens mRNA for KIAA0790 protein, partial cds.//1 .1e-11 1 :559:96//AB0 18333 
R-THYROl000358//Human selenium-binding protein (hSBP) mRNA, complete cds.//4.6e-47:317:87//U29091 
R-THYRO1000368//HS_3049_A1_E12_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

30 nomic clone Plate=3049 Col=23 Row=l, genomic survey sequence.//7.0e-11 :1 1 1 :83//AQ1 26777 

R-nnnnnnnnnnnn ' ', : 

R-THYR01000387//Homo sapiens PAC clone DJ1048B16 from 7q34-q36, complete sequence.//2.4e-101 :545: 
93//AC006019 

R-TH YR01 000394//Homo sapiens Chromosome 11q12.2 PAC clone pDJ688p12 containing uteroglobin gene, 
35 WORKING DRAFT SEQUENCE, 11 unordered pieces.//1 .6e-46:233:88//AC006078 

R-THYR01000395//Mouse MIPP mRNA for a placenta-expressed geney/2.3e-57:395:85//X58523 
R-THYRO 1000401 

3.3e-111:546:97//AF051907 ' k 

R-THYR01000438//Homo sapiens clone DJ1186P10. WORKING DRAFT SEQUENCE, 6 unordered pieces.// 
40 2.7e-44:289:89//AC005231 

R-THYR01000452//Homo sapiens chromosome 17, clone hRPk.243_K_l2, complete sequence.//6.7e-27:222: 
82//AC005668 

R-THYRO1000471//Human DNA sequence *** SEQUENCING IN F='RpGRESS *** from clone 102D24, WORKING 
DRAFT SEQUENCE.//2.4e-36:369:76//AL021 391 
45 R-THYR01000484//Homo sapiens Clone DJ1099N07, complete sequence.//1 .6e-43:288:81//AC004962 

R-THYR01000488//Homo sapiens chromosome 5p, BAG clone '50g2l (LBNL H154), complete sequence.//l .6e- 
95:51 2:94//AC005740 

R-THYRO1000501//HS _2208_A1_G11_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2208 Col=21 Row=M, genomic sun/ey sequence.//0.0063:189:63//AQ091 586 
so R-THYR01000502//Homo sapiens elF-1 A, Y isoform (EIF1 AY) mRNA. complete cds.//0.1 9:468:60//AF000987 

R-THYR01000505//Homo sapiens chromosome 19. cosmid R31546, complete sequence.//0.20:2 14:58// 
AC004798 

R-THYR01 000558 ' " 

R-THYRO 1000569 

55 R-THYRO1000570//Homo sapiens full-length insert cDNA clone ZD76G10.//4.3e-41 :209:100//AF086408 

R-nmmmnnnnn//Homo sapiens protein associated with Myc mRNA, 'complete cdsy/8.2e-l07:533:97//AF075587 
R-THYRO 000596//MUS musculus mitochondrial DNA polymerase accessory subunit (MtPolB) mRNA, nuclear 
gene encoding mitochondrial protein, partial cds7/0.36:170:67//AF0b6072 
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R-THYRO1000602//Homo sapiens DNA for amyloid precursor protein, complete ccls.//2.2e-53:289:92//D87675 
R-THYRO 1000605 

R-THYRO1000625//Homo sapiens chromosome 19, cosmid .R29425, complete sequencey/l .3e-31 :261 :82// 
AC005546 

5 R-THYR01000637//Human DNA sequence from clone 243E7 on chromosome 22ql2.l. Contains ESTs, STSs 

and GSSs, complete sequencey/4.0e-06:249:63//AL022323 ^ ! 

R-THYRO1000641//P.falclparum glutamic acid-rich protein gneri, complete cds.//3.1e-08:244:68//J03998 
R-THYRO100065a//***ALU WARNING: Human Alu-Sp subfamily consensus sequence.//3.9e-49:282:93//U 14572 
R-nnnnnnnnnnnn 

10 R-THYRO1000666//Homo sapiens DNA sequence from PAC 329E20 on chromosome 1p34.4-36.13. Contains 

endothelin-converting-enzyme 1 (ECE-1), EST, STS, CA repeat, complete sequence.//l .9e-20:215:77//AL03l005 
R-THYR01000676//Homo sapiens chromosome 4 clone B71M12:map 4q25, complete sequencey/l .2e-06:227: 
64//AC004069 ;;: I . 

R-THYR01 000684 ' - 

15 R-THYR01 000699 

R-THYRO1000712 

R-THYRO1000734//Human BAC clone RG191D16, complete sequence.//3.7e-14:468:64//AC002460 
R-THYRO1000748//Homo sapiens cosmid 123E15, complete sequence.//2.6e-11:182:73//AF024533 
R-THYRO1000756//Sequence21 from patent US 5552281 .//1.4e-1 5:1 06:98//l25660 
20 R-THYRO1000777//Plasmodium falciparum MAL3P2, complete sequenceV/1 .0:175:66//AL034558 

R-THYRO1000783//CIT-HSP-2335P6.TF CIT-HSP Homo sapiens genomic clone 2335P6, genomic survey se- 
quenceV/l .26-81 :391 :99//AQ038226 

R-THYR01000787//Homo sapiens chromosome Y, clon6 264fM;^0, complete sequence. //9.4e-07:494:58// 
AC004617 

25 R-THYR01 000793 ■ ' ' ; 

R-THYRO1000796//Human DNA sequence *** SEQUENCING IN PROGRESS "* from clone 167P19, WORKING 
DRAFT SEQUENCE.//1 .7e-42:379:79//Z93014 

R-THYRO1000805//Human Chromosome 11 pacpDJ610i20, WORKING DRAFT SEQUENCE. 18 unordered piec- 
es.//4.7e-40:362:76//AC002555 
30 R-THYR01 00081 5//Human DNA sequence *** SEQUENCING INPROGRESS "* from clone 316D5. WORKING 

DRAFT SEQUENCE.//4.0e-58:295:92//Z821 99 

R-THYRO1000829//Sequence 7 from patent US 5716622.//0.97:362:61//I87788 

R-THYR01000843//Homo sapiens Chromosome 15q11-q13 PAC clone pDJ351h23 from the Prader-Willi/Angel- 
man Syndrome region, complete sequence.//3.3e-57:522:76//ACp0'4738 
35 R-THYR01000852//Homo sapiens chromosome 11 clone CIT-HSPh1337H24, WORKING DRAFT SEQUENCE, 

9 unordered pieces.//4.2e-1 7:291 :69//AC005849 

R-THYRO1000855//Human DNA sequence from clone 366B10 on chromosome 22q1 2.2-1 2.3. Contains GSSs, 
complete sequence.//1 .1 e-41 :41 9:75//AL031 592 

R-THYRO1000865//Human DNA sequence *** SEQUENCING IN PROGRESS *" from clone 1125A11, WORK- 
40 ING DRAFT SEQUENCEy/9.0e-47:294:84//AL034549 ; ' • : ' 

R-THYRO1000895//Human DNA sequence SEQUENCING IN PROGfIeSS *" .from clone 380F5. WORKING 
DRAFTSEQUENCEy/3.7e-111:569:96//AL031719 I 

R-THYR01 00091 6//Homo sapiens clone DJ0965K10, WO RklNG DRAFT SEQUENCE. 6 unordered piecesy/ 
1 .0e-97:554:92//AC006015 . • , , . ^ 

45 R-THYR01 000926//Homo sapiens CAMP-specific phosphodiesteraseSB (PDE8B) mRNA, partial cdsy/9.6e-l09: 

566:94//AF079529 , . 

R-THYR01000934//Homo sapiens full-length insert cDNA clone ZD69A10y/1 .6e-104:539:95//AF086378 
R-THYRO1000951//Homo sapiens Chromosome 11q12 pac pDJ57l14, WORKING DRAFT SEQUENCE. 29 un- 
ordered pieces.//8.9e-61 :479:81//AC004229 
50 R-THYR01 000952//Human autoimmune thyroid disease-related antigen mRNAy/5.3e-1 6:11 6:93//M28639 

R-THYR01000974//Homo sapiens ribosomal protein L33-like protein mRNA, complete cdsy/3.2e-59:321 :95// 
AF047440 ' V- ^ ^ 

R-THYR01000975//Homo sapiens chromosome 19, cosmid F18718, complete sequencey/l .96-44:396:79// 
AC006126 

55 R-THYR01000983//Homo sapiens chromosome 17, clone 'hRPK:27l_K_ll, complete sequence.//0.99:7l :78// 

AC005562 

R-THYR01000984//Homo sapiens Chromosome 11q12.2 PAC clone pDJ688p12 containing uteroglobin gene, 
WORKING DRAFT SEQUENCE, 11 unordered piecesy/6.7e-42:320;84//AC006078 
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rqnrj 7q22-q31.1. complete sequence.//0.47: 102:73// 



R-TH YR01 000988//Homo sapiens DN A sequence from PAC 230G 1 on chromosome Xp1 1 .3. Contains EST, STS 
and GSS, complete sequencey/6.7e-39:292:78//Z84466 

R-THYRO1001003//HS_3051_B1_H01_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3051 Col=1 Row=P, genomic survey sequence.//2.5e-39:31 0:83// AQ253727 
R-THYRO1001 03l//Homo sapiens DNA sequence from PAC 230G1 on chromosome Xp11 .3. Contains EST, STS 
and GSS, complete sequence.//2.5e-50:300:88//Z84466 

R-TH YR01 001 033//GIT-HSP-2007J14.TF CIT-HSP Homo sapiens genomic clone 2007J1 4, genomic survey se- 
quence.//5. 1 e-26: 1 43:1 00//B56677 

R-THYRO1001062//CIT-HSP-2386P3.TF.1 CIT-HSP Homo sapiens genomic clone 2386P3, genomic survey se- 
quence.//1 .4e-48:31 6:87//AQ239882 
R-THYRO1001093 

R-TH YR01 001 100//Homo sapiens BAG clone RG152G171 
AC005070 
R-THYRO1001120 

R-THYR01 001 1 21//Homo sapiens mRNA for beta-tubulin folding cofjactor Dy/8.9e-81 :429:94//AJ00641 7 
R-THYRO1001133//CIT-HSP-2381 110.TR CIT-HSP Homo sapiens genomic clone 2381 110, genomic survey se- 
quence.//4.7e-1 2:237:67//AQ1 11 077 
R-THYRO1001134 

R-TH YR01 0011 42//H .sapiens CpG island DNA genomic MseVfragment, clone 81 dl , reverse read cpg8l dl .ni ay/ 
0.95:21 4:60//Z56037 . ; - • K' 

R-TH YR01 001 l73//cSRL-27cll-u cSRL flow sorted Chromosome 11 specific cosmid Homo sapiens genomic 
clone cSRL-27c11, genomic survey sequencey/4.6e-26:262:77//Bp4145 
R-THYRO1001177 ' ' ' ; 

R-THYR01001189//Homo sapiens DNA from chromosome 19, BAt 33152, complete sequencey/1 .Oe-41 :281 : 

87//AC003973 

R-TH YRO 1001204 

R-THYRO1001213//Human Alu repeat sequence A6y/3.8e-38:236:88//U 12581 

R-TH YR01 001 262//Homo sapiens, clone hRPK.l6_A_l , complete sequencey/8.7e-53:442:79//AC006227 
R-THYR01 001271//*** SEQUENCING IN PROGRESS *** Horrio sapiens chromosome 4, BAG clone C0224P12; 
HTGS phase 1 , WORKING DRAFT SEQUENCE, 13 unordered piecesy/0.53:330:61//AC004630 
R-THYRO 1001290 

R-THYRO1001313//H.sapiens CpG island DNA genomic . Msel fragment, clone 195h3, forward read 
cpg195h3.ft1by/0.046:126:66//Z57783 

R-TH YR01 001 320//Human DNA sequence *** SEQUENCING'IN PROGRESS *** from clone 424J12. WORKING 
DRAFT SEQUENCEy/3.0e-58:476:80//Z82207 . ' ; / ! 

R-THYR01 001 32//Plasmodium falciparum MAL3P2. complete sequencey/1 .0e-08:408:62//AL034558 
R-nnnnnnnnnnnn ' * ' 

R-THYR01001347//Homo sapiens mRNA for KIAA0745 protein; partial Cdsy/3.2e-08:266;64//AB01 8288 
R-THYR01 001 363//cSRL-72f5-u cSRL flow sorted Chromosome 1 1 specific cosmid Homo sapiens genomic clone 
cSRL-72f5, genomic survey sequencey/1 .7e-85:471 :92/B05884 

R-THYR01 001 365//Homo sapiens chromosome lOclone CiT987Skh l 63GlO map 10q25, complete sequencey/ 

1.8e-109:584:94//AC005660 W' 

R-THYRO1001374 

R-TH YR01 001 401//Human pigment epithelium-derived factor gene, complete cdsy/4.2e-51 :333:88//U29953 
R-TH YR01 001 403//Human PAC Clone DJ222H05 from Xq25-q26. complete sequencey/8.7e-38:307:82// 
AC002377 ^ ' ^ ' • 

R-THYRO1001405 

R-THYRO1001406//RPCI11-69F22.TK RPC11 Homo sapiens genomic clone R-69F22, genomic survey se- 
quencey/1 .9e-67:400:90//AQ238297 ' 

R-THYRO1001411//Human DNA sequence *** SEQUENCING IN'-PROGRESS *** from clone 80N2, WORKING 
DRAFT SEQUENCEy/2.2e-06:349:63//AL031123 ' 

R-THYRO1001426//*" SEQUENCING IN PROGRESS *** Homo sapiens genomic DNA (PAC 1118122) from chro- 
mosome 11; HTGS phase 1, WORKING DRAFT SEQU EN CEy/2.2e-89:506:86//AJ002553 
R-TH YR01 001 434//Microcentus caryae 12S mitochondriarribdsfprinal RNA. small subunit, mitochondrial gene, 
partial sequencey/1 .0:1 76:61//U77877 , 

R-TH YROl 001 458//Human DNA sequence from clone 453bV2/oh: chromosome 20ql2-i3.l2 Contains SDC4 
(syndecan 4 (amphiglycan, ryudocan)) predicts a gene like the mouse transcription factor RBP-L, MATN4 (matrilin- 
4) STS, GSS, CpG island, complete sequence.//3.3e-07:196:67//ALb21578 
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R-THYR01 001 480//Homo sapiens clone DJ0756H11 . WORKING DRAFT SEQUENCE, 5 unordered pieceV/l .2e- 
99:51 7:95//AC006001 

R-THYR01001487//Homo sapiens, WORKING DRAFT SEQUENCE, 97 unordered pieces 7/8. 5e- 14:221:70// 
AC004085 

5 R-THYROl000l534//HS_2242_B2_H04_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 

nomic clone Plate=2242 Col=8 Row=P, genomic sun/ey sequence.//0.0001 2:1 41 :68//AQ1 82326 
R-THYRO1001537//Human DNA sequence from clone 111F4 on cliromosome Xq23 Contains GSSs, complete 
sequence.//0.42:323:60//AL023876 . 

R-THYR01 001 541//Homo sapiens clone RG228D1 7, WORKING DRAFT SEQUENCE, 2 unordered pieces.//1 .7e- 

10 42:370:78//AC005077 L,,..; s; ^ / 

R-THYR01001559//Homo sapiens 12q24.2 PAC RPCI5-944M2 (Roswell Park Cancer Institute Human PAC Li- 
brary) complete sequencey/1.0:144:67//AC005868 

R-THYR0100I570//Plasmodium falciparum 3D7 chromosome 12 PFYAC492 genomic sequence, WORKING 
DRAFT SEQUENCE, 5 unordered pieces.//0.43:268:61//AC005308 ; • 
15 R-THYRO1001573//M.aviumrpsLgene.//0.98:131:66//X80120 . 

R-THYRO1001584//A.longa plastid genes for ribosomal proteins and tRNAsy/0.29:502:58//X75653 
R-THYR01 001 595//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone Y31 3F4. WORKING 
DRAFT SEQUENCE.//1 .50-33:31 9:78//AL023808 

R-THYROl001602//Homo sapiens chromosome 17, clone hRPK.142_H_19, complete sequencey/4.4e-1 3:320: 
20 67//AC005919 , - 

R-THYRO1001605//Human DNA sequence from PAC 358H7 on chrpmosome X.//1 .9e-32:391 :76//277249 
R-THYRO10016l7//Homo sapiens cDNA for dihydroxyacetone phosphate acyltransferase (DAP-AT)y/1.9e-81: 
448:92//AJ002190 

R-THYRO1001637//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 688G8, WORKING 
25 DRAFT SEQUENCE.//5.4e-41:381:78//AL031 671 

R-THYRO1001656//HS_2201_B2_A08_MF CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=2201 Col=16 Row=B, genomic survey sequence7/0.p96:162:63//AQ293168 
R-THYROl001661//Human immunoglobulin-associated (829) gene; promoter and exon 1, partial cdsV/l .0:229: 
62//U22954 

30 R-THYR01001671//Homo sapiens mRNA for 2'-5' oligoadeiiylate synthetase 59 kDa isoform.//4.8e-1 10:562:95// 

AJ225089 

R-THYR01 001 673//CIT-HSP-2327D1 2TR CIT-HSP Homo sapieris genomic clone 2327D1 2. genomic Survey se- 
quence.//1 ,5e-1 7:224:68//AQ042426 i ;: . 

R-THYR01001703//Homo sapiens clone 198 unknown mRNA.'partial sequence.//1.6e-44:251:93//AF091072 
35 R-THYROl001706//Homo sapiens Clone DJ0935K16, complete kequerice.//1.8e-26:378:68//AC006011 

R-THYR01 001 721//, complete sequence.//1 .3e-1 01 :571 :92//ACob5500 
R-nnnnnnnnnnnn 

R-TH YR01 001 745//Homo sapiens chromosome 5, PAC clone*247f3 (LBNL H85), complete sequenceV/i .1 e-i 5: 
193:70//AC004777 ' '. 

40 R-THYRO1001746//Human inter-alpha-trypsin inhibitor light chain (ITI) gene, exon 3 7/0.54:260: 6 1//M 88244 

R-THYRO1001772//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 30A23, WORKING 
DRAFT SEQUENCE7/1.6e-12:285:64//AL0221 56 
R-THYRO1001793 : :< 

R-THYROI 001 809//Human DNA sequence *** SEQUENCING IIVI PRO'GRESS "* from clone 1 071 N3. WORKING 
45 DRAFT SEQUENCE.//2.5e-43:486:74//AL031 728 

R-THYR01 001 854//Homo sapiens chromosome 1 7, clone hRPK.74_E_22, complete sequence.//5.0e-41 :245:87// 
AC005696 

R-THYROI 001 895//Human Chromosome llpl4.3 PAC clone fe-i06f23, complete sequence.//4.4e-l 2:41 9:61// 
AC005137 ; : •■ 

50 R-TH YR01 001 907//Homo sapiens Chromosome 22q11.2 Coshiid Clone 24b In DGCR Region, complete se- 
■ quence7/8.1e-35:340:78//AC000075 

R-VESEN1000122//Homo sapiens Luman mRNA, complete cds://ji3e-23:138:98//AF009368 
R-Y79AA1000013 

R-Y79AA1000033//Homo sapiens SAC Clone GS1 14109 from^7pl 4-pi5, complete sequence7/9.9e-1 12:551 :97// 
55 AC006027 . ■ 

R-Y79AA1000037//CIT-HSP-2334F3.TR CIT-HSP Homo sapiens; ge^ clone 2334F3, genomic survey se- 
quence7/0.16:308:60//AQ036673 • . 

R-Y79AA1000059//Homo sapiens Chromosome 16 SAC clone Clf987SK-A-279Bl 0, complete sequence7/6.1e- 
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56:31 4:88//AC002300 : • 

R-Y79AA1000065//Human carboxylesterase gene, exon 5y/0.64:203:63//D2l079 

R-Y79AA1000131//*** SEQUENCING IN PROGRESS *** Homo sapiens chromosome 4, BAG clone C0548N01; 
HTGS phase 1, WORKING DRAFT SEQUENCE. 31 unordered pieces.//7.0e-18:169:79//AC004795 
5 R-Y79AA1 000 181 //Human DNA sequence from clone 6i2Bi8,on;Chromosome lq24-25.3 Contains exon from 

gene similar to 40S ribosomal protein, first coding exon of dyriarfiin 2 (DYNIl). ESTs, STS, GSS, CpG Island, 
complete sequence.//l .1 e-1 06:474: 98//AL031 864 ^ 

R-Y79AA1000202//CIT978SK-A-518G2.TP CIT978SK Homo sapiens genomic clone A-518G2, genomic sun/ey 
sequence.//1.0e-10:78:97//B68074 ..^.v 
10 R-Y79AA1 00021 4//Homo sapiens clone DJ0673M15, WO RKiNG'- DRAFT SEQUENCE, 33 unordered pieces.// 

6.5e-59:386:90//AC004854 . : >■ . 

R-Y79AA1000230//Cytauxzoon felis 18S ribosomal RNA.//1 .0:1 67:62//L1 9080 

R-Y79AA1000231//HS_3009_A1_H03_T7 CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3009 Col=5 Row=0, genomic survey sequence.//6.4e-52:348:88//AQ090225 
15 R-Y79AA1 000258//Hepatitis C virus HCV-B9 gene for NS5. partial cdsy/0.65:1 27:65//D1 0558 

R-Y79AA1000268//Human DNA sequence from PAC 162H14 on chromosome 22. Contains 3' part of a FIBULIN 
1 like gene and ESTs. complete sequence.//4.7e-40:300:84//Z98047 

R-Y79AA1 00031 31//Human DNA sequence from PAC 1 7911 5, BRC/V2 gene region chromosome 1 3ql 2-q1 3 con- 
tains Klotho ESTs and CpG island.//5.0e-14:136:83//Z92540 > 

20 R-Y79AA1 000328 

R-Y79AA1000342//S,clavuligerus linear plasmid pSCL (complete sequence)y/0.55:l89:65//X54107 
R-Y79AA1000346//Human MEST mRNA, complete cdsy/0.00013:52:100//D78611 
R-Y79AA1000349//M.musculus Spnr mRNA for RNA binding protein7/8.8e-36:300:81//X84692 
R-Y79AA1000355//Human DNA sequence from clone 551 El 3' on chromosome Xpl 1.2-1 1.3 Contains farnesyl 

25 pyrophosphate synthetase pseudogene, VT4 protein pseud6gene,'EST, GSS, complete sequence7/5.7e-45:403: 
80//AL022163 

R-Y79AA1 000368 "• 

R-Y79AA1000405//RPCI11-16B12.TPB RPCM1 Homo sapiens genomic Clone RPCI-11-16B12, genomic survey 
sequence.//0.iO:i7i:65//B88000 
30 R-Y79AA1 00041 0//Human DNA sequence *" SEQUENCING IN PROGRESS *** from clone 92N15. WORKING 

DRAFT SEQUENCE.//4.1e-50:361:83//Z93097 . p ".s, 

R-Y79AA1000420//Plasmodium falciparum merozoite surface protein 4, merozoite surface protein 5, merozoite 
surface protein 2. and adenylosuccinate lyase genes, complete cdsy/0:07l :474:57//AF033037 
R-Y79AA1000469//Homo sapiens clone NH0140K04, complete sequencey/1.8e-86:221:90//AC005033 
35 R-Y79AA1 000480//Homo Sapiens chromosome 4 clone B240N9;map 4q25, complete sequencey/2.1e-14:179: 
72//AC004057 

R-Y79AA1 000538//Homo sapiens Clone DJ0826E1 8. WORKING DRAFT SEQUENCE. 4 unordered plecesy/4.5e- 
43:321 :83//AC005282 

R-Y79AA1000539//Homo sapiens PAC clone DJ0074M20 from X, complete sequence.//0.001 2:275:59// 
40 AC006143 ' ' • 

R-Y79AA1000540//2.diploperemnis repetitive DNA (clone ZEAR 260).//0.0017:258:62//X53609 
R-Y79AA1000560//Mouse mRNA for alpha-adaptin (C).//6.1e-32:390:70//X14972 

R-Y79AA1000574//Homo sapiens chromosome 9q34, clone 23B4, complete sequencey/0.96:224:61//AC002325 
R-Y79AA1000627//Homo sapiens full-length insert cDNA ZA77G02y/6.3e-100:533:94//AF075117 
45 R-Y79AA1 000705//RPC1 1 1 -76G7.TV RPCM 1 Homo sapiens genomic clone R-76G7, genomic survey sequencey/ 
4.6e-88:429:98//AQ268433 ■ 

R-Y79AA1 000734//Homo sapiens peroxisomal biogenesis factor (PEX11 b) mRNA, complete cdsy/2.7e-i 12:586: 
95//AF093670 . , ; . 

R-Y79AA1 000748 
50 R-Y79AA1 000752 

R-Y79AA1000774//CIT-HSP-2288K24.TF CIT-HSP Homo sapii?ns gehbmic clone 2288K24, genomic survey se- 
quence y/5.3e-45:3 16 :86//AQ0050 14 

R-Y79AA1 000782//Human mRNA for KIAA0246 gene, partial cds.//5;0e^1 7:1 07:1 00//D87433 
R-Y79AA1 000784//Plasmodium falciparum 3D7 chromosome 12 PFYACI 81 genomic sequence, WORKING 
55 DRAFT SEQUENCE, 8 unordered piecesy/0.00034:520:55//ACdb5505" 

R-Y79AA1 000794//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 989H1 1 , WORKING 
DRAFT SEQUENCEy/0.015:322:60//Z83851 \ ^ 

R-Y79AA1000800//M.musculus tex264 mRNA (3'region)y/1.1e-06:104:78//X80427 
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R-nnnnnnnnnnnn//CIT-HSP-2295G6.TF CIT-HSP Homo sapiens genomic clone 2295G6, genomic survey se- 
quence.//0.67:152:62//AQ007605 

R-Y79AA1000805//Human Chromosome 11 Cosmid cSRL30h11, complete sequence 7/3. 1e-26:423:68//U 73642 
R-Y79AA1000824//Human DNA sequence *** SEQUENCING IN PROGRESS *** from clone 329A5, WORKING 
5 DRAFT SEQUENCE.//1.1e-08:449:61//Z97832 >/, 

R-Y79AA1000827//Tritlcum aestivum heat shock protein 101 kDa (HSP101) mRNA, complete Cds.//1 .0:101:69// 
AF083344 

R-Y79AA1 000850//Homo sapiens small optic lobes homolog (SdLH):mRNA. complete cdsy/0.40:386:59//U85647 
R-Y79AA1000962//CIT-HSP-2298N11.TR CIT-HSP Homo sapiens genomic Clone 2298N11 , genomic survey se- 
10 quence.//0.00019:253:65//AQ013111 

R-Y79AA1 000968//Rattus norveglcus initiation factor elF-2B gamma subunit (elF-2B gamma) mRNA, complete 
Cds.//1 .7e-58:446:80//U38253 
R-Y79AA1 000969 

R-Y79AA1000976//CIT-HSP-2350C4.TF CIT-HSP Homo sapiens genomic clone 2350C4, genomic survey se- 
is quence.//3.3e-60:295:100//AQ061422 

R-Y79AA1000985//MUS musculus pericentrin mRNA, complete cds.//5.9e-38:348:76//U05823 

R-Y79AA1 001023 

R-Y79AA1001041 

R-Y79AA1001048 

20 R-Y79AA1 001 06l//Homo sapiens Chromosome 1 6 BAC clone CIT987SK-A-427H1 0, complete sequence.//l .2e- 
60:537:78//AC004626 - 

R-Y79AA1001068//Homo sapiens PI clone GSP13996 from 5q12, complete sequence 7/2. 3e-4 1 :405:77// 

AC005031 

R-Y79AA1001077 

25 R-Y79AA1001078//Homo sapiens 12q13.1 PAC RPCI1-228P16 (Roswell Park Cancer Institute Human PAC Li- 

brary) complete sequencey/2.0e-09:534:59//AC004801 

R-Y79AA1001105//Staphyloccous epidermidis trimethoprinn resistance plasmid pSK639//0.0072:309:63//U40259 
R-Y79AA1001145//RPCI11-59N12.TK RPCI11 Homo sapiens genomic clone R-59N12, genomic survey se- 
quence.//3.7e-07:256:64//AQ200068 
30 R-Y79AA1001167//Homo sapiens genomic DNA, chromosome.2l q22.2 (Down Syndrome region), segment 5/15, 

WORKING DRAFT SEQUENCE.//0.55:223:61//AP000012 

R-Y79AA1001177//Human gene for Gi3 alpha protein, intron 7 through exon 9, variant U6 gene, and snRNP E 

protein pseudogene LH877/7.0e-09:203:69//X54048 . * , 

R-Y79AA1001185 

35 R-Y79AA1001211//Homo sapiens I2pi3.3 BAC RPCI11-543P15 (Roswell Park Cancer Institute Human BAC Li- 
brary) complete sequencey/2.1e-32:277:81//AC0059l 2 

R-Y79AA1 00121 6//Human chromosome 12p13 sequence, complete sequencey/0.98:325:59//U47924 
R-Y79AA1001228//Arabidopsis thaliana genomic DNA, chromosonfie 5, Pi clone: MAB16, complete sequencey/ 
0.0034:378:59//AB018112 

40 R-Y79AA1 001 233//Homo sapiens clone DJ11 78G1 3. WORKING DRAFT SEQUENCE, 5 unordered piecesy/0.1 9: 

106:72//AC004988 

R-Y79AA1001236//Homo sapiens mRNA for JM23 protein, coniptete coding sequence (clone IMAGE 34561 and 

IMAGE 45355 and LLNLc110l133Q7 (RZPD Berlin))y/3.4e-109:549:95//AJ005892 

R-Y79AA1001281 

45 R-Y79AA1001299//Homo sapiens SNF5/INI1 gene, exon 97/6.36-24:1 33:1 00//Y1 71 26 

R-Y79AA1001312//Human immunodeficiency viais type 1 variant 43 polymerase pseudogene, partial cdsy/ 
0.0070:284:58//U45372 

R-Y79AA1001323//Fugu rubripes GSS sequence, clone 027L23aG3, genomic survey sequence7/0,l 1:125:70// 
AL025355 -.y 
50 R-Y79AA1 001 384//W.makrii mitochondrial CYTB and tRNA'genes://6.070:209:65//X66594 

R-Y79AA1 001 391//Plasmodium falciparum DNA *" SEQUENCING IN PROGRESS *** from MALI P2, WORKING 

DRAFTSEQUENCE7/0.80:163:62//AL031745 ■ ^ 

R-Y79AA1001394//Homo sapiens DNA from chromosome 19, cosmid R29144, complete sequence.//0.99:24l : 
63//AC004221 

55 R-Y79AA1001402//Homo sapiens Chr.14 PAC RPCI4-794B2 (Roswell Pkrk Cancer Institute Human PAC Library) 

complete sequence .//0.25 :8 1 :80//AC005924 

R-Y79AA1001493 ./ . .■■ 

R-Y79AA1001511//Human DNA sequence from clone 931K24 on chromosome 20p12 Contains ESTs and GSSs, 
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complete sequencey/1 .3e-35:207:95//AL034430 

R-Y79AA1001533//Mouse mRNA for RNA polymerase I associated factor (PAF53), complete cclsy/2.7e-44:285: 
81//D14336 

R-nnnnnnnnnnnn//Human DNA sequence from clone 113J7 ori ^chromosome Xpl 1.22-11 .4. Contains part of a 
5 putative Homeobox (pseudo?) gene. ESTs and an STS, complete sequence.//0.70:365:60//AL023574 

R-Y79AA1 001548//Homo sapiens phosphatidylinositol 4-kinase mRNA, complete cdsy/5.9e-95:51 7:91//L361 51 

R-Y79AA1001555 ' , ' 

R-Y79AA1001585 

R-Y79AA1001594//Human DNA sequence from PAC 60G11 on chromosome X; contains STS.//6.6e-1 9:241 :76// 
10 Z94722 

R-Y79AA1001603//H.sapiens CpG island DNA genomic Msel fragment, clone 72f8. forward read cpg72f8,ftl a.// 

3.30-21:131 :96//262766 

R-Y79AA1001613 

R-Y79AA1001647//Human DNA sequence from PAC 36J3, between markers DXS1192 and DXS102 on chromo- 
15 some X.//6.3e-08:338:63//Z82975 

R-Y79AA1001665//Homo sapiens genomic DNA, chromosome 21 q22.2 (Down Syndrome region), segment 1/15, 
WORKING DRAFT SEQUENCE.//3.2e-11:114:84//AP000008 

R-Y79AA1001679//O.cunlculus lambda-crystallin mRNA, complete cds7/3.9e-1 5:270 :68//M22743 
R-nnnnnnnnnnnn//RPCIl 1 -42M5TJ RPC111 Homo sapiens genomic clone R-42M5, genomic survey sequence.// 
20 0.013:64:89//AQ052792 

R-Y79AA1001696//Apis mellifera ligustica complete mitochondrial genome 7/9 .3e-09:428:58//L06 178 
R-Y79AA1001705 

R-Y79AA1001711//MUS musculus 60 kDa ribonucleoprotein Ro gene, partial cdsy/2.2e-45:554:75//AF042139 
R-Y79AA1 001 781 //Plasmodium falciparum chromosome 2, section 39 of 73 of the complete sequencey/1 .0:414: 
25 57//AE001402 

R-nnnnnnnnnnnn//Human DNA sequence *** SEQUENCING IN RRDGRESS *" from clone 51 0D11, WORKING 
DRAFT SEQUENCE.//2.8e-05:329:61//Z98044 ' * ; 

R-Y79AA1001827//Oryctolagus cuniculus PIUS mRNA, complete' 'cds.//2.3e-90:557:89//U 74297 
R-Y79AA1 001 846//Homo sapiens DNA sequence from PAC 1 79N1 6 on chromosome 6p21 .1-21 .33. Contains the 
30 SAPK4 (MAPK p38delta) gene, and the alternatively spliced SAPK2 gene coding foresaids binding protein CSBP2 
and a MAPK p38beta LIKE protein. Contains ESTs, STSs and two' predicted CpG islands, complete sequence.// 
2.1e-34:306:78//Z95152 

R-Y79AA1001848//Sequence 11 from patent US 54496167/1 ,0:221 :59//l 14369 

R-Y79AA1 001 866//Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: K23L20, complete sequence.// 
35 0.0089:527:58//AB016874 
R-Y79AA1001874 

R-Y79AA1 001 875//M .musculus mRNA for Rab7 protein.//5.8e-45: 1 70:92//X89650 

R-Y79AA1001923//Human DNA sequence from clone 353H6 on chromosome Xq25-26.2. Contains the altema- 
tively spliced SMARCA1 gene for SWI/SNF related, matrix associated, actin dependent regulator of chromatin, 
40 subfamily a, member 1 (SNF2L1 ) and a 40S Ribosomal Protein 526 pseudogene. Contains ESTs, STSs and GSSs, 
complete sequencey/1 .0:138:68//AL022577 ' * 

R-Y79AA1 002027//Llverwort Marchantia polymorpha chloroplast genome DNA.//0.71 :1 53:67//X04465 
R-Y79AA1002083//Human DNA sequence *** SEQUENCING INi PROGRESS from clone 172B20, WORKING 
DRAFT SEQUENCE.//1.0:178:64//AL022319 
45 R-Y79AA1 002089//Homo sapiens Clone GSlll G14, WORKIIsiG DRAFT SEQUENCE, 5 unordered pieces .//6.3e- 
49:377:81//AC005011 ' 

R-Y79AA1002093//Homo sapiens (clone SEL366) 17q YAC (368C7> RNAy/4.0e-32:174:99//L77612 
R-Y79AA1002103//CIT-HSP-2328I21 .TR CIT-HSP Homo sapiens; genomic Clone 2328121 , genomic survey se- 
quence.//1.9e-44:245:96//AQ044502 -v:.- 
50 R-Y79AA1002115//CITBI-E1-2514F10.TF CITBI-E1 Homo sapiens genomic clone 2514F10. genomic survey se- 

quence.//1.8e-24:249:78//AQ265752 . : • 

R-Y79AA1002125//RPCI11-15J6.TV RPCI-11 Homo sapiens genomic clone RPCI-11-15J6, genomic survey se- 

quencey/8.5e-21:147:91//B75354 ^ '•' ' 

R-Y79AA1002139 

55 R-Y79AA1 002204 . • - 

R-nnnnnnnnnnnn//Human ankyrin G (ANK-3) mRNA, complete Cdsy/0.040:319:59//Ul36l6 
R-Y79AA1002209//Psllotum nudum RT gene for reverse transcriptase (PT4)y/0.99:106:65//X65415 
R-Y79AA1 002210 
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R-Y79AA1002211//H.sapiensNGALgeney/1.0:311:59//X99133 

R-Y79AA1 002220//Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS from MAL4P1 , WORKING 
DRAFT SEQUENCEy/5.9e-07:535:57//AL034557 

R-Y79AA1 002229 i } - . ■ 

5 R-Y79AA1 002234//Homo sapiens mRNA for Kl AAQ692 protein, partial CClS.//6.1 e-1 1 7:564:98//AB01 4592 

R-Y79AA1 002246 . ^ . . 

R-Y79AAI002258//Homo sapiens mRNA for HIP3, complete cds.//1 .3^-92 :453:97//AB0 13384 
R-Y79AA1002298//HS_3071_B2_E08_MR CIT Approved Human Genomic Sperm Library D Homo sapiens ge- 
nomic clone Plate=3071 Col=16 Row=J, genomic survey sequencey/1 .9e-56:384:87//AQ 171331 

10 R-Y79AA1002307//Homo sapiens mRNA for KIAA0634 protein, partial cds7/2.5e-108:403:99//ABai4534 

R-Y79AA1 002311 //Homo sapiens chromosome 10 clone CIT987SK-1173I12 map 10q25, complete sequence.// 

1.le-07:368:61//AC005887 

R-Y79AA1 002351 

R-Y79AA1 002361//H.saplens CpG island DNA genomic Msel fragment, clone 65b9, reverse read cpg65b9.rtl a.// 
15 0.57:59:79//Z62206 

R-Y79AA1002399//Homo sapiens chromosome 17, clone hRPK.700_H_6, complete sequence.//2,0e-98:385:99// 
AC005920 

R-Y79AA1 002407//Homo sapiens chromosome 17, clone hRPC.842_A_23, complete sequence.//5.4e-59:490: 
76//AC004662 -^.w, 
20 R-Y79AA1 00241 6//Homo sapiens Xp22 GSHB-314C4 (Genome Systems Human BAG library) complete se- 

quence.//6.3e-08:103:80//AC004087 - k- . 

R-Y79AA1 002431 ' • ' 

R-nnnnnnnnnnnn//Mouse transcriptional control element.//0.064:84:71//M1 7284 

R-Y79AA1 002472//Homo sapiens chromosome 19, BAG CTY-B-i393i15'(BC301323), complete sequenceV/l .6e- 
25 103:525:96//AC006116 • ' ' ' 

R-Y79AA1 002482//Homo sapiens chromosome 18, clone hRPK.474lN_24, complete sequencey/9.7e-38:302: 
83//AC006238 

R-Y79AA1002487//Pfalciparum complete gene map of plastid-like DNA(IR-B).//0.23:266:61//X95276 

30 Homology Search Result Data 4. 

[0307] The result of the homology search of the Human Unigene using.the clone sequence of 5'-end. 
[0308] Data Include ' ' 

35 the name of clone. 

title of the top hit data, 

the P-value: the length of the compared sequence: identity (%), and. . 
the Accession No. of the top hit data, as in the order separated by //. 

40 [0309] Data are not shown for the clones in which the P-value was higher than 1 . 

F-HEMBA1 000005//EST//4.3e-87:422:97//Hs.1 47830:AI22206? 

F-HEMBA1 00001 2//Human endosome-associaled protein (EEAT). rTiRNA, complete cds//0.82:170:64//Hs.2864: 
L40157 

45 F-HEMBA1 000020//Homo sapiens beta 2 gene//4.0e-74:529:83//Hs;i 50244:083668 

F-HEMBA1000030//ESTs//1.1e-91:494:93//Hs.7958:W22078 ' ! V.- :* ^ 
F-HEMBA1 000042//ESTs//3.5e-22:228:77//Hs.1 45406: AI253247 : , 

F-HEMBA1000046//ESTS, Highly similar to PRE-MRNA SPLICING FACTOR RNA HELICASE PRP22 [Saccharo- 
myces cerevisiae]//0.0001 9: 1 92:65//Hs.7900:W2241 1 
50 F-HEMBA1 000050//EST//0.81 :74:72//Hs.1 56298:AI336759' . ;' ^. '.I : 

F-HEMBA1000076//ESTs//0.11:252:62//Hs.131939:AI417910 ' 

F-HEMBA1000111//ESTs//8.5e-89:449:96//Hs.41105:N66734 

F-HEMBA1 0001 29//Human phosphatidylinositol 3-kinase catalytic subunit pi 1 0delta mRNA, complete cds//0.27: 
342:61//Hs.14207:U86453 " J'- '^j " 

55 F-HEMBA1000141//Homo sapiens mRNA for KiAA0797 protein, partial cds//6.8e-169:791:98//Hs.27197: 

AB018340 

F-HEMBA1000150//Homo sapiens mRNA for KIAA0788 protein, partial cds//1 .4e-37:243:88//Hs.2397:Z70200 
F-HEMBA1000156//ESTS, Weakly similar to The KIAA0138 gene product is novel. [H.sapiens]//5.3e-80:383:98// 
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Hs.135552:AI215187 . ; / 

F-HEMBA1000158//Homo sapiens OPA-containing protein mRNA, complete cds//2.1e-07:265:63//Hs.85313: 

AF071309 • *•■'■ 

F-HEMBA1000168//ESTs//6.1e-35:257:85//Hs.13533:H23079'': 
5 F-HEMBA1000180//ESTS. Moderately sinfiilar to RETROVIRUS-RELATED POL POLYPROTEIN [H.sapiensl// 

1.3e-18:111:96//Hs.163863:W28729 . . - - . 

F-HEMBA1000185//H.sapiens ERF-2 mRNA//1.0:125:68//Hs.78909:U07802 

F-HEMBA1000193//EST//1.5e-48:266:95//Hs.160642:AI240133 - 

F-HEMBA1000201//Human Ini1 mRNA, complete CdS//6.5e-75:440:92//Hs.155626:U04847 
10 F-HEMBA1 00021 3//ESTs//0.21:239:62//Hs.26838:AA527529 

F-HEMBA1000216//Homo sapiens clone 23698 mRNA sequence//1 .1e-57:529:68//Hs.81 36:1)81984 

F-HEMBA1000227//Human RNA-binding protein CUG-BP/hNabsb (NAB50) mRNA, complete cds//1 .3e-05:311 : 

64//Hs.81248:U63289 

F-HEMBA1 000231 
15 F-HEMBA1000243//EST//5.9e-52:359:85//Hs.141433:N23377 

F-HEMBA1000244//H. sapiens mRNA for cytokine inducible nuclear protein//0.0022:350:60//Hs.740l9:X83703 

F-HEMBA1000251//ESTs//3.2e-84:443:95//Hs.21068:N47460':' 

F-HEMBA1000264//ESTs//0.76:227:61//Hs.5159:AA588562 ' > f V 

F-HEMBA1000280//EST//1.7e-12:149:75//Hs. 10341 8:AA035568 
20 F-HEMBA1000282//ESTS//1 Je-16:164:79//Hs.123111:AA81,3186 ^ ^ 

F-HEMBA1000288//ESTs//5.4e-06:154:68//Hs.54174:N64406 ■ 

F-HEMBA1000290//Human novel homeobox mRNA for a DNA binding protein//3.8e-07:41 2:61 //Hs.37035:U07664 
F-HEMBAl000302//EST/1.2e-41:238:94//Hs.147245:AI206095 ■ 
F-HEMBA1 000303 . " " ' ' ''^ 

25 F-HEMBA1000304//ESTs//3.5e-11:96:87//Hs.163057:AA728946 ' ; . . 

F-HEMBA1000307//EST//7.7e-05:280:62//Hs.146462:AI124898 
F-HEMBA1 000327//ESTs//5.3e-92:435:99//Hs. 1 00605: AA305965" " ' - 

F-HEMBA1000333//Human mRNA for KIAA0206 gene, partiarcds//0.84:395:56//Hs.79299:D86961 
F-HEMBA1000338//ESTS, Moderately similar to novel stromal cell protein [M.musculus]//2.4e-38:317:80//Hs. 
30 99189:X84712 

F-HEMBA1O0O351//Human Line-1 repeat mRNA with 2 open reading frames//0.020:334:59//Hs.23094:M 19503 
F-HEMBA100O355//Myosin, heavy polypeptide 11, smooth muscle//0. 1 1 :336 :61//Hs. 78344: AFO0 1548 
F-HEMBA10a0356//H.sapiens ERF-2 m RN A//0. 03 1 :31 7 :59//Hs. 78909 :U 07802 
F-HEMBA1 000357//Human mRNA for KIAA0118 gene, partial. Cds//1 .2e-50:441 :78//Hs. 154326:042087 
35 F-HEMBAl000366//ESTs//0.025:56:87//Hs.141629:H740l6 

F-HEMBA1000369//Homo sapiens PAC clone DJ0669B10 from 7q33-q35//0.99:433:58//Hs.159899:AC004853 
F-HEMBA1 000376//Oxytocin receptor//3.4e-43:569:70//Hs.2820:X64878 
F-HEMBA1000387//ESTs//8.2e-104:535:94//Hs.78110:AA741320' ' 

F-HEMBA1000390//Homo sapiens BAG clone RG119C02 from 7p15//2.3e-141 :712:95//Hs.22900:AC004520 
40 F-HEMBA1000392//Homo sapiens clone 24619 mRNA sequence//1 .7e-47:461 :74//Hs.1 39088: AF070533 

F-HEMBA1000396//ESTS, Weakly similar to hypothetical protein iH.sapiens]//1 .2e-26:351:70//Hs. 138992:01 4008 

F-HEMBA1000411//EST//2.8e-27:401:71//Hs.138719:N52915":''':.: 

F-HEMBA1000418//ESTs//0.0094:375:61//Hs.40140:AI079253 

F-HEMBA1000422//EST//6.2e-23:225:78//Hs.1 32635: A1 032875 / 1 
45 F-HEMBA1000428//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//7.6e-31:616:66//Hs. 

159897:AB007970 ^ ' . J ^Z, [ 

F-HEMBA1 000434//EST//0.0031 :1 57:64//Hs.1 62328: AA559034 ' ' ; 

F-HEMBA1000442//EST//1 .0:201 :61//Hs.162434:AA577398 : 

F-HEMBA1000456//Fanconi anemia complementation group C//0.58:362:59//Hs.37953:X66893 
50 F-HEMBA1000459//EST//9.2e-21 : 157:86//Hs.1 32635: AI03287.5 :: j,', 

F-HEMBA1000460//ESTs//2.9e-77:409:95//Hs.27135:W49590 "'^ i 
F-HEMBA1000464//ESTs//6.6e-17:365:65//Hs.150675:AA127853 
F-H EM BA1 000469 

F-HEMBA1000488//Homo sapiens HlV-1 inducer of Short transcripts binding protein (FBI1) mRNA, complete cds// 
55 0.15:253:58//Hs.1 04640: AF000561 ^ * ;* 

F-HEMBA1000490//Homo sapiens kinectin mRNA, complete Cds//0:71:539:56//Hs.82709:Z22551 
F-HEMBA1000491//ESTs//2.0e-21 :361 :65//Hs.1 52453: AA864970 

F-HEMBA1000501//Homo sapiens tapasin (NGS-17) mRNA. complete cds//2.5e-39:312:77//Hs.5247:AF029750 
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F-HEMBA1000504//Homo sapiens mRNA for osteoblast specific factor 2 (OSF-2os)//1 .3e-08:57:1 00//Hs.1 55095: 
D13666 

F-HEMBA1000505//Honio sapiens KE04p mRNA. complete cds//1 .0:197:62//Hs.l31962:AF064093 
F-HEMBA1 000508//EST//0.67:1 56:60//Hs.1 62898:AA659646 
5 F-HEMBA1000518 

F-HEMBA1 00051 9//EST//6.8e-52:300:91//Hs.1 49580: AI281 881. 

F-HEMBA1 000520//ESTS. Weakly similar to coded for by C. elegans cDNA CEESB82F [C.elegans]//2.9e-l 6:1 32: 
84//HS.1 55871 :AA533783 

F-HEMBA1000523//ESTS, Highly similar to TESTIS-SPECIFIC PROTEIN PBS13[IVIus musculus)//2.1e-25:192: 
JO 87//Hs.22383:R51067 

F-HEMBA1000531//ESTS. Weakly similar to heat shock protein [H.sapiens]//2.4e-57:288:97//Hs.l16022: 
AA455706 

F-HEMBA1000534//Homo sapiens PYRIN (MEFV) mRNA.'compiete.cds//2.8e-47:153:88//Hs.113283:AF018080 
F-HEMBA1000540//ESTs//8.6e-07:60:100//Hs.109755:AA180809 
15 F-HEMBA1 000542//Human lysyl oxidase-like protein mRNA, complete cds//0. 088:581 :57//Hs. 65436: U24389 

F-HEMBA1000545//Human kpni repeat mrna (cdna clone pcd-kpni-4), 3' end//7.8e-1 06:731 :83//Hs.1 391 07: 
K00629 

F-HEMBA1000555//Human mRNA for KIAA0242 gene, partial cds//0.75:283:58//Hs .77495:087684 
F-HEMBA1000557//ESTs//3.9e-27:389:71//Hs.125087:AA495729 
20 F-HEMBA1000561//Homo sapiens mRNA for KIAA076p p/otein. partial cds//3.8e-64:665:72//Hs.137168: 

AB018303 ^r- 
F-HEMBA1 000563//ESTs//3.8e-51 :257:98//Hs.47122:AI338977 
F-HEMBA1000568//EST//0.12:270:61//Hs.134833:A!091046 • 

F-HEMBA1000569//H.sapiens mRNA encoding GPI-anchored protein ,p137//3.8e-1 9 :409:62//Hs.119283:Z48042 
25 F-HEMBA1000575//EST//0.060:156:64//Hs.126277:AA826681 " • ' 

F-HEMBA1000588//ESTS, Weakly similar to weakly similar to myosin heavy chain [C.elegans]//7.7e-41:217:96// 
Hs.55084:AA479162 

F-HEMBA1000591//Homo sapiens mRNA for El B-55kDa'associated protein//2.3e-44:228:97//Hs.155218: 
AJ007509 

30 F-HEMBA1 000592//ESTS. Weakly similar to sorting nexin 1 [H.sapiens]//1 .7e-27:463:65//Hs.1 3794:AA203241 

F-HEMBA1000594//Human Clone 230971 defective mariner transposon Hsmar2 mRNA sequence//4.0e-68:574: 

79//Hs.159176:U92019 

F-HEMBA1 000604//ESTs//3.3e-21 :158:74//Hs.142924:AI092535 

F-HEMBA1000608//Homosapiens mRNA forKIAA0456 protein, partial cds//3.7e-120:561:99//Hs.5003:AB007925 
35 F-HEMBA1000622//Homo sapiens DEC-205 mRNA, complete^cds//5.2e-34:592:68//Hs.153563:AF011333 

F-HEMBA1 000636//ESTS, Weakly similar to 50S RIBOSOMAL' PROTEIN L20 [E.C0li]//7.4e-22:1 66 :84//Hs. 26252: 
AA643235 ; ' ' - '^ ; 

F-HEMBA1000637//Homo sapiens mRNA for KIAA0696 protein,' partial Cds//2.1e-138:639:99//Hs.60103: 
AB014590 

40 F-HEMBA1000655//ESTs//1.2e-54:503:77//Hs.140864:AA176174^ ' ' 

F-HEMBA1000657//Mucin 1 , transmembrane//0.99:219:61//Hs'.89603:J05582 
F-HEMBA1000662//ESTs//2.2e-52:257:99//Hs.63243:AI123912 ' ' - ' 

F-HEMBA1000673//H.sapiens mRNA for translin associated protein X//1.7e-47:366:79//Hs.96247:X95073 

F-HEMBA1000682//OxytOCin receptor//4.7e-59:673:72//Hs.2820:X64878 . 
45 F-HEMBA1 000686 

F-HEMBA1 000702 , ^ 

F-HEMBA1000705//EST//0.047:363:60//Hs.136379:AA521309 ' 

F-HEMBA1 00071 9//ESTs//2.7e-68:333:98//Hs.1 461 95:AI039850 

F-HEMBA1000722//ESTs//0.49:283:60//Hs.21108:N92630 
SO F-HEMBA1000726//EST//1.1e-45:183:87//Hs.149580:AI281881 ' ; 

F-HEMBA1000727//ESTs//4.8e-95:442:100//Hs.22119:AA885491 . 

F-HEMBA1 000747 

F-HEMBA1000749//ESTs//8.0e-14:108:77//Hs.154892:AI09i568 
F-HEMBA1000752//EST//1.3e-25:344:69//Hs.160992:H52716 
55 F-HEMBA1000769//ESTS//0.001 8:206:63//Hs.1 53268: AA887239 ' 

F-HEMBA1000773//ESTS//0.56:336:58//HS.105964:N35803 . - ; 
F-HEMBA1000774//EST//4.0e-38:312:79//Hs.162197:AA535ii^^ 
F-HEMBA1000791//ESTs//2.8e-87:413:99//Hs.112050:AA43Y300'* 
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F-HEMBA1 00081 7//ESTs//5.6e-1 24:61 7:96//Hs, 1 01 366:AA1 67536 
F-HEMBA1000822//ESTs//0.94:347:58//Hs.23905:AA928542 
F-HEMBA1000827//EST//0.064:133:60//HS.138738:N58367 - 
F-HEMBA1 000843 

5 F-HEMBA1000851//Fragile X mental retardation 1//0.014:219:62//Hs.89764:X69962 

F-HEMBA1 000852//AryIsulfatase D//6.7e-38:244:75//Hs.43887:X83572 
F-HEMBA1 000867 

F-HEMBA1000869//ESTS//5.1 6-33:1 66:77//Hs.1 411 86 :R99609i ' 
F-HEMBA1000870//EST//0.032:130:66//HS.157351 :AI367237 
10 F-HEMBA1000872//ESTs//2.4e-20:134:92//Hs.155982:AA406047-:. 
F-HEMBA1 000876//EST//5.3e-20:233:72//Hs.1 24339: AA829660' 
F-HEMBA1000908//ESTs//5.4e-28:219:84//Hs.12247:AI203154 ' ' " 

F-HEMBA1 00091 0//Human DNA sequence from clone 1 409 on chromosome Xp1 1 . 1 -1 1 .4. Contains a Inter-Aipha- 
Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced l\^elanpma-Associated Antigen MAGE LIKE gene 
'5 and a 6-Phosphof ructo-2-kinase (Fructose-2.6-bisphosphatase) LIKE pseudogene. Contains ESTs. STSs and ge- 
nomic marker DXS8032//2.8e-1 1 :309:65//Hs.4943:Z98046 
F-HEMBA1 00091 8//ESTS//0.1 1 :234:59//Hs.96499:AA252537 . 

F-HEMBA1 00091 9//Human mRNA for histone Hlx, complete cds//0.1 8:221 :64//Hs.1 09804:0641 42 
F-HEMBA1000934//Homo sapiens mRNA for KIAA0547 protein; complete cds//3.8e-09:360:62//Hs.36850: 
20 AB011119 

F-HEMBA1 000942//ESTS, Highly similar to PMS4 homolog mismatch repair protein [H.saprens]//9.4e-1 0:77:93// 
Hs.111445:H00596 

F-HEMBA1 000943//ESTS. Highly similar to ZINC FINGER PROTEIN 1 0 [Homo sapiens]//0.0039:54:92//Hs.58338: 
AA609476 

25 F-HEMBA1 000946//Phosphoribosylglycinamide formyltransferase - phosphoribosylglycinamide-synthetase, phos- 

phoribosylaminoimidazole synthetase//0.93:132:66//Hs.82285:X54199 

F-HEMBA1000960//ESTS, Moderately similar to Nil ALU SUBFAMILY SX WARNING ENTRY IN! [H.sapiens]// 
0.080: 1 28:71 //Hs. 1 1 8972:AA761 369 

F-HEMBA1000968//Human transposon-like element mRNA//2.8e-95:352:87//Hs.84775:M23161 
30 F-HEMBA1000971//ESTs//8.4e-88:417:98//Hs.128631 :AI1279b3 

F-HEMBA1000972//EST//0.75:134:64//HS.117228:AA682775 . . 
F-HEMBA1000974//ESTS//1 .3e-103:497:98//H$.126786:U7431.iJ V. ' 

F-HEMBA1000975//Homo sapiens diacylglycerol kinase iota (DGKi) mRNA, complete cds//1.3e-05:424:59//Hs. 
159564:AF061936 . 
35 F-HEMBA1000985//Homo sapiens mRNA, chromosome '1 specific transcript KIAA0492//0.0036:389:60//Hs. 

127338:AB007961 

F-HEMBA1000986//ESTs//0.00025:272:64//Hs.12364:H09132 ^ ** 

F-HEMBA1000991//Homo sapiens mRNA for Hrs, complete cds//j3.9e-24:193:84//Hs.24756:U43895 
F-HEMBA1001007//EST//0.96:70:71//Hs.163258:AA828835 • " 
40 F-HEMBA1001008//Human G protein-coupled receptor (STRL22) mRNA, complete cds//4.9e-43:472:74//Hs. 

46468:U45984 ■ '''' ' ' 

F-HEMBA1001009//lmmunoglobulin mu//0.18:367:59//Hs.75758:X58529 

F-HEMBA1001017//Homo sapiens mRNA for KIAA0468 protein, compilete cds//1.4e-140:661:98//Hs.1 58287: 
AB007937 

45 F-HEMBA1 001 01 9//EST//4. 1 e-1 4:251 :68//Hs.1 48769:AI239572 

F-HEMBA1 001 020/A/on Hippel-Lindau syndrome//2.2e-28:253:69//Hs.781 60:AF01 0238 
F-HEMBA1001022 

F-HEMBA1001024//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//6.8e-28:376:72//Hs. 
1 59897: AB007970 : ~: • 

50 F-HEMBA1 001 026//Homo sapiens klotho mRNA, complete cds//1 .3e-05:745:57//Hs.94592:AB005142 

F-HEMBA1 001 043//ESTS//2.1 e-28:448:67//Hs.1 1 2469:/VA59851 5 
F-HEMBA1 001 051//EST//3.1 e-48:31 0:87//Hs J 49580: AI281 88V 
F-HEMBA1001052//EST//0.94:149:67//Hs.312l6:AI017971 v.; . ^ ^ 

F-HEMBA1001059//N-ACETYLGALAeTOSAMINE-6-SULFATASE P R ECU RSOR//4.6e-1 65 :777:98//Hs. 159479: 
55 U06088 V' • 

F-HEMBA1001060//ESTs//6.8e-14:150:78//Hs.24821:AA04fJ813 , 
F-HEMBA1001071//Alpha-1 type 3 C0llagen//3.5e-32:181 :96//Hs.t1?57i :X14420 

F-HEMBA1001077//ESTS, Moderately similar to transcription intermediary factor 1 [H.sapiens]//1 .le-98:487:97// 



2060 



EP1 074 617 A2 



Hs.l47802:R71297 

F-HEMBA1001080//Human N-type calcium channel alpha-1 subuhit mRNA, complete cds//0.013:385:58//Hs. 
69949:M94172 

F-HEMBA1001085//Human hSIAH2 mRNA, complete cds//0.55:338:59//Hs.20191 :U76248 
5 F-HEMBA1001088//Human PINCH protein mRNA. complete cds//7.3e-73:303:78//Hs.83987:U09284 

F-HEMBA1 001 094//lnterleukin 8//0.092:530:58//Hs.624:IVI1 701 7 
F.HEMBA1001099 . ^ 

F-HEMBA1001109//Homo sapiens tapasin (NGS-17) mRNA. complete cdS//2.4-61:341:85//Hs.5247:AF029750 
F-HEMBA1 0011 21//EST//7.3e-13:265:64//Hs.142423:AA41 2497 
10 F-HEMBA1001122//Homo sapiens mRNA for KIAA0471 protein, complete cds//0. 066: 649 :56//Hs. 5347 :AB007940 

F-HEMBA1001123//Homo sapiens mRNA for KIAA0448 protein, , complete cds//1 .5e-1 0:231 :68//Hs.27349: 
AB007917 

F-HEMBA1001133//EST//0.50:222:63//Hs.131018:AI015747 • 

F-HEMBA1001137//Homo sapiens mRNA for KIAA0798 protein, complete cds//2.2e-73:527:77//Hs.1 59277: 
15 AB018341 

F-HEMBA1 001 1 40//Homo sapiens mRNA for Kl AA0682 protein, complete cds//0.020:1 41 :65//Hs. 7482: AB0 1 4582 
F-HEMBA1 001 1 72//EST//0.77: 1 58:60//Hs. 1 58894:AI378457 
F-HEMBA1 041 1 74//ESTs//1 .4e-63:363:92//Hs.1 32798 :AA922226 

F-HEMBA1001197//ESTS. Weakly similar to Rap2 interacting protein 8 [M.musculus]//5.0e-54:555:71//Hs.55165: 
20 AA573499 

F-HEMBA1 001 208//EST//6.2e-26:213:77//Hs.1 46964:AI1 83463 

P-HEMBA1001213//Human mRNA for KIAA0013 gene, complete cds//0.026:569:57//Hs.48824:D87717 

F-HEMBA1001226//ESTs/1.9e-11:407:65//Hs.157977:AI369694 ; 

F-HEMBA1001235//ESTs//0.0042:161:63//Hs.155170:AA167748 • ' 
25 F-HEMBA1001247//ESTS//1 .2e-91 :429:99//Hs.1 43304 :AI 084058 

F-HEMBA1001257//Human zinc finger protein (MAZ) mRNA//0.017:330:62//Hs.7647:M94046 

F-HEMBA1001265 ' 

F-HEMBA1001281 ' • 

F-HEMBA1001286//Natrluretic peptide precursor B//0.76:16i3:(53//Hs.937:AL021155 
30 F-HEMBA1 001 289//Homo sapiens Chromosome 1 6 BAC clone eiTi987SK-A-69G1 2//5.1 e-30:530:64//Hs.1 54050: 

AC004131 

F-HEMBA1001294//Homo sapiens mRNA for matrilin-3//0.06023:657:56//Hs.119534:AJ224741 
F-HEMBA1001299//Small inducible cytokine A5 (RANTES)//2.2e-27:27.1:77//Hs.1 55464: AF0882 19 
F-HEMBA1001302//ESTS. Moderately similar to Cab45a [M.musculusl//3.3e-53:272:97//Hs.1 54563: All 29590 
35 F-HEMBA1001303//ESTS, Weakly similar to RNA splicing-related protein [R.norvegicus]//2.6e-66:241:99//Hs. 

1 20847: AA731 201 ' 
F-HEMBA1 00 1 31 0//ESTs//2.0e-21 : 1 33:93//Hs.1 591 1 6:W55873 . 

F-HEMBA1001319//Homo sapiens mRNA for KIAA0758 protein, partial cds//0.23:562:58//Hs.22039:AB018301 
F-HEMBA1001323//Wingless-type MMTV integration site 5A, human homolog//2.5e-31:165:99//Hs.152213: 
40 L20861 

F-HEMBA1001326//ESTS. Highly similar to HYPOTHETICAL 55.1 KD PROTEIN IN FAB1-PES4 INTERGENIC 
REGION [Saccharomyces cerevisiae]//8.9e-08:185:68//Hs.l 08734: AI073427 
F-HEMBA1 001 327//ESTs//0.085:337:60//Hs.1 1 41 57:AA70301 3^ 
F-HEMBA1 001 330//EST//0.001 8:225:63//Hs.1 27987:AA97q569 
45 F-HEMBA1001351//Homo sapiens VAMP-associated protein of 3akDa (VAP-33) mRNA, complete cds//3.6e-105: 

516:97//Hs.9006:AF057358 

F-HEMBA1001361//ESTS//1 .26-62:31 7:97//Hs. 6639 :R39794 

F-HEMBA1001375//ESTs//0.93:180:60//Hs.148425 :AI198074. ; : ' 

F-HEMBA1001377//ESTs//9.2e-87:414:99//Hs.48469:N62156 
50 F-HEMBA1001383//ESTs//0.0023:336:60//Hs.140622:AA844353 . 

F-HEMBA1001387//ESTS. Highly Similar to RAS-LIKE PROTEIN TC10 [Homo sapiens]//1 .0e-132:643:97//Hs. 

124217:AA020848 -.S" 

F-HEMBA1001388 ; . )\ . 

F-HEMBA1001391//ESTs//5.6e-32:191:93//Hs.71628:N41660 '. '? 
55 F-HEMBA1001398 • ^ 

F-HEMBA1001405//EST//1 .0:135:63//HS.146833:AI151117 , 

F-HEMBA1 001 407//ESTS/1 0.53:390:57//Hs. 1 50447:AI01 7798. . 

F-HEMBA1 001 411//EST//8.8e-06:270:62//Hs.1 45386:AI2531 08 . 
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F-HEMBA1001413 

F-HEMBA1 00141 5//EST//1 .3e-1 2:1 76:75//Hs.1 331 72:AI051 605 
F-HEMBA1001432//RING3 PROTElN//0.57:345:59//Hs.75243:P42040 
F-HEMBA1001433//ESTs//1.3e-21:333:69//HsJ31648:Al025726-.' • 
5 F-HEMBA1001435//Cytochrome P450, subfamily I (aromatic compound-inducible). polypeptide 2//1 .2e-74:469: 
80//Hs.1361:M55053 

F-HEMBA1 001 442//EST//0.29: 1 81 :64//Hs.1 1 6883:AA663031 

F-HEMBA1001446//ESTS. Weakly similar to Rap2 interacting protein 8 [M.musculus]//6.8e-47:550:71//Hs.55165: 
AA573499 

10 F-HEMBA1001450//Homo sapiens GTPase-activating protein (SIPA1) mRNA, complete cds//0.82:312:58//Hs. 

7019:AB005666 

F-HEMBA1001454//ESTs//1.2e-46:297:80//Hs.152395:AA533107 
F-HEMBA1 001455//ESTs//7.3e-1 03:502:97//Hs.1 12860:AA442412 , 

F-HEMBA1 001 463//Human mRNA for KIAA0392 gene, partial cds//8.7e-51 :323:88//Hs.401 00:AB002390 
15 F-HEMBA1001476//Homo sapiens mRNA for KIAA0572 protein, partial cds//6.2e-104:489:99//Hs. 14409: 

AB011144 

F-HEMBA1001478//EST//0.013:205:61//Hs.157309:AI365451 

F-HEMBA1001497//Small inducible cytokine A5 (RANTES)//5.9e-45:307:84//Hs.1 55464: AF0882 19 
F-HEMBA1001510//H.sapiens mRNA for G13 protein//2.1e-71 :405:92//Hs.42853:X98054 
20 F-HEMBA1001515//Human Line-1 repeat mRNA with 2 open reading frames//4.5e-105:773:82//Hs.23094: 

M19503 

F-HEMBA1 001 51 7//EST//3.6e-09:271 :65//Hs.1 62347: AA564902 . 

F-HEMBA1001522//ESTs//4.3e-13:85:95//Hs.126707:A!376869 

F-HEMBA1001526 

25 F-HEMBA1001533/yEST7/1.0:75:73//Hs.145360:AI252476 '"j?^ * '\ _ 

F-HEMBAl001557//EST//3.5e-13:261:64//Hs.161496:N6658d'^'^'/ V • 
F-HEMBA1 001 566//EST//3.7e-07:354:64//Hs.43830:N26652 ;V " " ' ' 

F-HEI\^BA1 001 569//Homo sapiens mRNA for vesicle associated rnembrane protein 2 (VAMP2)//8.0e-68:338:97// 
Hs.91589:M36205 

30 F-HEMBA1001570//ESTs//1.5e-47:369:82//HsJ07657:AA126i314'^ ^ 

F-HEMBA1001579//Homo sapiens mRNA for NS1 -binding .protein (NS1-BP)//7.0e-175:678:99//Hs.159597: 

AJ012449 ' ... 

F-HEMBA1001581//ESTs//4.4e-07:237:67//Hs.152304:AA605184 

F-HEMBA1 001 585//ESTS//1 .1 e-1 1 :81 :1 OO/ZHs.l 6364:AI357228 
35 F-HEMBA1001589//Human mRNA for KIAA0166 gene, complete cds//0.82:210:64//Hs.11 5778:079988 

F-HEMBA1001595//Human mRNA for KIAA0128 gene, partiarcds//2.6e-1l0:855:78//Hs. 90998:05091 8 

F-HEMBA1 001 608//EST//1 .0:201 :60//Hs,1 36747: AA74921 0 

F-HEMBA1 001 620//ESTS//1 .5e-39:21 1 :98//Hs.1 31 063:AI01 6400 

F-HEMBA1 001 635//ESTs//4.0e-33:1 68:1 00//HS. 1 22655: AI361 870 
40 F-HEMBA1001636//ESTS. IVIoderately similar to!!!! ALU SUBI^AMILY SP WARNING ENTRY!!!! [H.sapiens]// 

0.038:1 98:64//Hs.34579:AI338536 

F-HEMBA1001640//ESTs//1.1e-24:315:71//Hs.34114:AA776899^ 

F-HEMBA1001647//Human plectin (PLEC1) mRNA, complete cds//0.00049:629:61//Hs.79706:U53204 
F-HEMBA1 001 65 1//EST//3.6e-07:285:63//Hs.1 32558: AA948560 
45 F-HEMBA1 001 655//ESTS//1 .46-95 :497:96//Hs. 59563 :AA203283 

F-HEMBA1 001 658//EST//0.1 8:251 :59//Hs.117724:H471 21 ^ ; 
F-HEMBA1001661 

F-HEMBA1001672//Homo sapiens methyl-CpG binding pro'teih;'iyiBD.3 (MBD3) mRNA, complete cds//7.9e-146: 
669:99//Hs.1 07254:AC005943 

50 F-HEMBA1001675//Homo sapiens mRNA, chromosome 1 sjD'ecifiG transcript KIAA0484//2.0e-57:447:79//Hs. 

1 58095: AB007953 

F-HEMBA1 001 678//ESTs//4.0e-50:360:83//Hs. 1 4681 1 :AA41 0788 ' 
F-HEIVIBA1001681//EST//1.0:165:58//Hs.136790:AA77606q 
F-HEMBA1001702//EST//0.015:312:61//Hs.162839:AA648760 
55 F-HEMBA1001709//EST//0.85:131:65//Hs.13145l:AI023995 " 

F-HEMBA1001711//ESTs//0.084:425:56//Hs.125346:AI302836 
F-HEMBA1001712//EST//0.26:214:59//Hs.159088:AI383114 * ' '-, 

F-HEMBA1001714//ESTS, Highly similar to ATPASE INHIBITOR, MiTOCHONDRIAL PRECURSOR [Rattus nor- 
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vegiCUSl//3.0e-30:195:92//Hs.1 32948: AA1 94452 v;.'; 
F-HEMBA1001718//EST//0.0044:275:60//Hs.125969:AA889554' *' 

F-HEMBA1001723//INTERLEUKIN ENHANCER-BINDING FACTOFV/0:24:501 :57//Hs.1 01 524:U581 97 
F-HEMBAl001731//EST//1.2e-06:261:63//Hs.132331:AI028363 *~ ' * ' 
F-HEMBA1001734//ESTS//0.018:177:63//HS.129631:AI000415 " • 
F-HEMBA1001744//EST//8.7e-77:420:92//HS.133226:AI052250 . 

F-HEMBA1001745//Homo sapiens mRNA for TSC403 protein, compiete cds//0.37:300:62//Hs. 10887: AB0 13924 
F-HEMBA1 00I746//ESTS//0.31 :1 68:66//Hs.27237:N68328 

F-HEMBA1001761//ESTS. Weakly similar to ZINC FINGER PROTEIN 91 [H.sapiens]//0.76:218:60//Hs.1 35553: 
N41598 

F-HEMBA1001781//Homo sapiens chromosome 19, cosmid R30953//0.98:219:60//Hs.98776:AC005622 
F-HEMBA1001784//Homo sapiens mRNA for KJAA0474 protein, complete Cds//6.4e-09:265:67//Hs.1 58232: 
AB007943 
F-HEMBA1001791 

F-HEMBA1001800//EST//3.1e-41:331:81//Hs.127142:AA937570 ; 
F-HEMBA1001803//EST//0.0062:269:59//Hs.49075:N64817 ' • 

F-HEMBA1001804//Human POU domain protein (Brn-3b) mRNA/complete cds//1 .8e-07:439:59//Hs.266:Ua6233 
F-HEMBA10018Q8//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0500//2.-5e-175:809:98//Hs. 
118164:AB007969 

F-HEMBA1 001 809//ESTs//6.0e-1 01 :497:97//Hs.1 551 27:AA625305 
F-HEMBA1001815 * . 

F-HEMBA1001819//Human kruppel-related zinc finger protein (ZNF184) mRNA, partial cds//4.9e-80:842:70//Hs. 
158174:U66561 ; v , ; 

F-HEMBA1001820//EST//0.057:214:62//Hs.148715:A1223845^ / 

F-HEMBA1001822//Homo sapiens intersectin short form' mRNA; Complete cds//6.7e-42:510:65//Hs.66392: 
AF064244 

F-HEMBA1001824//Homo sapiens OPA-containing protein mRNA, complete cds//5.2e-13:253:68//Hs.85313: 
AF071309 ^ . 

F-HEMBA1001835//Human mRNA for KIAA0235 gene, partial cds//d96:288:60//Hs. 6151:087078 
F-HEMBA1001844//ESTS//1 .1e-29:197:80//Hs.l55243:N70293 

F-HEMBA1001847//Human mRNA for KIAA0326 gene, partial Cds//2!.0e-23: 379 :68//Hs. 6833 :AB002324 
F-HEMBA1001861//Homo sapiens mRNA for KIAA0617 protein,, complete Cds//2.8e-185:865:98//Hs.78946: 
AB014517 '■ " ^ ' 

F-HEMBA1 001 864//EST//0.27:145:63//Hs.1 62585:AA593121 

F-HEMBA1001866//ESTS. Weakly similar to UDP-GLUCOSE:GLYCOPROTEIN GLUCOSYLTRANSFERASE 
PRECURSOR [D.melanogaster]//3.2e-39:293:84//Hs. 152332: All 41 922 

F-HEMBA1001869//ESTS. Weakly similar to ASH1 [D.melanogaster]//8.1e-70;367:95//Hs. 15423:784036 
F-HEMBA1001888//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//5.4e-86:835:76//Hs. 
1 58095: AB007953 
F-HEMBA1001896 

F-HEMBA1001910//Human calpain-like protease (htra-3) mRNA, complete cds//0.43:114:71//Hs.61 33:1194346 
F-HEMBA1001912//ESTs//4.le-79:398:97//Hs.26660:AI312633' 

F-HEMBA1001913//Homo sapiens TNF-alpha stimulated ABC protein (ABC50) mRNA, complete cds//0.00031 : 
200:62//Hs.9573:AF027302 * ^ V *' " 

F-HEMBAl001915//EST//0.082:128:64//Hs.126542:AA91651i;';- 

F-HEMBA1 001 91 8//Homo sapiens SEC63 (SEC63) mRNAi .complete cds//0.46:374:59//Hs.31575:AF100141 
F-HEMBA1 00 1 92l//Homo sapiens germinal center kinase related-prbteih kinase mRNA. complete cds//6.7e-1 86: 
855:99//Hs. 1 54934 :AF0001 45 

F-HEMBA1001939//ESTs//4.9e-34:342:77//Hs.132711:AI377295 ; 
F-HEMBA1001940//ESTs//8.6e-15:149:81//Hs.141129:R8622f ;; ' / 
F-HEMBA1 00 1 942//ESTS//0.001 4:271 :62//Hs.1 2451 4:AI21 9882 
F-HEMBA1001945//EST//0.98:142:64//Hs.161540:N85943 ■ 
F-HEMBA1001950//ESTs//0.99:188:64//Hs.28639:R78360 

F-HEMBA1 001 960//Homo sapiens methyl-CpG binding protein..MBD2 (MBD2) mRNA. complete cds//0.30:85:69// 
Hs.25674:AF072242 ' 
F-HEMBA1 001 962//ESTS//0.001 2:289:59//Hs.1 25492:AA938930 
F-HEMBA1 001 964//EST//0.73:1 53:64//Hs.1 12161 : AA477708 

F-HEMBA1 001967//Human DNA sequence from clone 341 El 8 oh chromosome 6p11 .2-12.3. Contains a Serine/ 
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Threonine Protein Kinase gene (presumptive isolog of a Rat gene) and a novel alternatively spliced gene. Contains 
a putative CpG island, ESTs and GSSs//4.6e-156:720:99//Hs.11050:AL031178 
F-HEMBA1 00 1 979//ESTS//0.86: 1 84:67//Hs77208: AA044732 ^ 

F-HEMBA1001987//ESTS, Moderately similar to hTAFII68 [H.sapiens]//2.8e-29:151 :100//Hs.124106:AA948100 
5 F-HEMBA1001991//Homo sapiens clone 24540 mRNA sequence//0.049:121 :70//Hs.1 53529 :AF070581 

F-HEMBA1002003//Keratln 10 (epidermolytic hyperkeratosis-keratosis palmaris et plantaris)//9.8e-09:294:63// 
Hs.99936:X14487 

F-H EMBA1 002008//ESTS//0.1 2:299:59//Hs. 1 32803 :W63582 

F-HEMBA1 00201 8//PR0TEIN-TYR0SINE PHOSPHATASE ZETA PRECURSOR//0.98:212:64//Hs.78867: 
10 M93426 

F-HEMBA1002022//Human p37NB mRNA, complete cds//0.00044:58:96//Hs.155545:U32907 

F-HEMBA1002035//EST//6.4e-07:145:68//Hs.135336:AI049827 

F-HEMBA1 002039//EST//0.99:79:67//Hs.98451 :AA426057 ' ' 

F>HEMBA1002049//ESTs. Weakly similar to III! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//4.5e-26: 
15 223:81//Hs.105292:AA504776 
F-HEMBA1 002084 

F-HEMBA1 002092 

F-HEMBA1002100//Homo sapiens zinc finger homeodomain protein (ATBF1-A) mRNA, complete cds//5.6e-21 : 
124:96//Hs.101842:L32832 

20 F-HEMBA1002102//ESTS, Highly similar to ANKYRIN [Mus.musc.ulus]//5.9e-09:434:62//Hs. 135 102: All 90276 

F-HEMBA1002113//ESTs//0.049:255:63//Hs.106137:AI129973V' . *f ' 
F-HEMBA1002119 

F-HEMBA1002125//H,sapiens ERF-2 mRNA//0.026:341 :59//Hs. 78909: U07802 
F-HEMBA1002139//ESTs//0.082:309:60//Hs.36383:W52393 ' *\ . 
25 F-HEMBA1002144//Human mRNA for KIAA0227 gene, partial Cds//5.6e-06:601 :60//Hs. 79170:086980 

F-HEMBA1 0021 50//Homo sapiens mRNA for KIAA0720 protein, partial cds//5.6e-06:353:62//Hs.23741 :AB01 8263 
F-HEMBA1002151 

F-HEMBA1002153//EST/10.014:328:60//Hs,149115:AI2446?5,V'\ -« ^: " 

F-HEMBA1002160//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0507//5.6e-49:303:79//Hs. 
30 158241 :AB007976 

F-HEMBA1002161//Myosln. heavy polypeptide 7, cardiac muscle, beta//1.2e-40:616:67//Hs.929:M57965 
F-HEMBA1002162//Homo sapiens mRNA for XPR2 protein//3.4e-48: 749 :67//Hs. 44766: AJ007590 
F-HEMBA1002166//Small inducible cytokine A5 (RANTES)//2.1e-60:485:79//Hs.155464:AF088219 
F-HEMBA1002177//Homo sapiens yotiao mRNA, complete cds//2.4e-19:15l:86//Hs.114808:AF026245 
35 F-HEMBA1002185//EST//0.00011:233:65//Hs.125552:AA884141 
F-HEMBAl 0021 89//EST//5. 1 e-24:1 93:81 //Hs. 1 631 61 : AA778363 

F-HEMBA1002191//Homo sapiens mRNA for KIAA0689 protein, partial cds//0.27:382:59//Hs.21992:AB014589 
F-HEMBAl 0021 99//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//1.2e-14:199:72//Hs. 
1 59897: AB007970 ' ' *• ;.■■ 

40 F-HEMBAl 002204//ESTs//0.46:312:59//Hs.61 21 0:AA024696 ■ "V; '* 

F-HEMBA1002212//ESTS//1 .0:191 :63//Hs.149752:A1285767 

F-HEMBAl 00221 5//ESTS, Highly similar to TESTIN 2 PRECURSOR [Mus musculus]//1 .6e-47:251 :96//Hs.59906: 
AA001281 

F-HEMBAl 002226//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//2.4e-57:375:71//Hs. 
45 67619:AB007957 

F-HEMBA1002229//Homo sapiens KIAA0395 mRNA, partial cdS//7.9e-47:377:80//Hs.43681 :AL022394 
F-HEMBAl 002237//EST//0.044:1 37:66//Hs.144448:AA812455^ 
F-HEMBA1 002241 

F-HEMBA1002253//EST//2.2e-41:219:96//Hs.137065:AA888887 ; . 
50 F-HEMBAl 002257//Homo sapiens diacylglycerol kinase iota (D.GKi) hriRNA, complete cds//1 .1e-1 52:731 :97//Hs. 
159564:AF061936 

F-HEMBA1002265//ESTs//5.4e-11:337:65//Hs.112639:Al125420 

F-HEMBA1 002267//Homo sapiens GDP-L-fucose pyrophosphorylase (GFPP) mRNA, complete cds//1 .0:395:60// 
Hs.150926:AF017445 
55 F-HEMBA1002270//ESTs//2.5e-87:504:89//Hs.124440:H95404 ^ 

F-HEMBAl 002321//Homo sapiens oxidized low-density lipofDrotein* receptor mRNA, complete cds//0. 17:338:60// 
Hs.77729:AB010710 

F-HEMBA1002328//ESTs//7.9e-103:480:99//Hs.123318:AI201982 
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F-HEMBA1002337//Human mRNA for KIAA0118 gene, partial CdS//0.93:220:61//Hs. 154326:042087 
F-HEMBA1 002341//Homo sapiens mRNA for KIAA0771 protein , partial cds//7.8e-1 87:872:98//Hs.61 62: AB01 831 4 
F-HEMBA1 002348 1/EST//1 .Oe-1 9:285:70/Ms.1 21 860:AA776692 , 
F-HEMBA1002349//EST//0.011:385:59//Hs.148533:AI200996 
5 F-HEMBA1 002363//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA. complete cds//2,4e-1 89: 

872:99//Hs.1 1 9023:AF092563 

F-HEMBA1002381//EST//7.9e-34:236:77//Hs.162197:AA535216 ' 
F-HEMBA1002389//ESTs//4.3e-59:342:92//Hs.133391 :AA535i44 , 

F-HEMBA1 00241 7//Homo sapiens chromosome 19, cosmid R28784//2.2e-1 59:775 :97//Hs.25527:AC005954 
10 F-HEMBA1 00241 9//EST, Moderately, similar to ROD CGMP-SPECIFIC 3',5'-CYCLIC PHOSPHODIESTERASE 

BETA-SUBUNIT[H.sapiens]//1.0:144:65//Hs.136096:W27141 

F-HEMBA1002430//Human clone 23695 mRNA sequence//2.7e-06:563:59//Hs.90798:U79289 
F-HEMBA1002439//EST. Weakly similar to LINE-1 REVERSE TRANSCRIPTASE HOIVIOLOG [H.sapiensJ//0.11 : 
111 :67//Hs.162154:AA528561 

15 F-HEMBA1002458//ESTS, Weakly similar to hypothetical protein 3, 6.8K [H sapiensJ/ZI .3e-7l :346:98//Hs.136121 : 

W26490 i, 
F-HEMBA1002460//ESTS//2. 1e-94:484:96//Hs. 106441 :R53160' 

F-HEMBA1002462//HomosapiensN-methyl-D-aspartatereceptor2Dsubunit precursor (NMDAR2D) mRNA, com- 
plete cds//0.00024:240:64//Hs.113286:U77783 

20 F-HEMBA1002469//Human mRNA for KIAA0122 gene, partial Cds//1 .3e-109:603:92//Hs.1 54583:05091 2 

F-HEMBA1002475//RYANOOINE RECEPTOR. SKELETAL MUSCLE//0.025:261 :63//Hs. 89631 :U48508 
F-HEMBA1002477//Homo sapiens mRNA for KIAA0561 protein, partial cds//2.8e-45:331 :83//Hs.6189:AB01 1133 
F-HEMBA1 002486//EST//0.00039:1 74:67//Hs.96680:AA303235' 
F-HEMBA1 002495 , 

25 F-HEMBA1 002498//ESTs//1 .2e-91 :460:97//Hs.11 8327:W791 61 

F-H EM BA1002503//H. sapiens mRNA for MACH-alpha-2 protein//4.8e-13:164:74//Hs.19949:X98173 
F-HEMBA1002508//Homo sapiens PYRIN (MEFV) mRNA, complete cds//6.1e-79:460:83//Hs.l13283:AF018080 
F-HEMBA1 00251 3//Homo sapiens mRNA for histone deacetylase-like protein (JM2l)//9.0e-l 59:738 :98//Hs. 
6764:AJ011972 • / 

30 F-HEMBA1002515//ESTs//3.6e-08:185:69//Hs.118701:AA420795 
F-HEMBA1002538//ESTs//0.97:68:73//Hs.134672:A1087951 

F-HEMBA1002542//Homo sapiens mRNA for chemokine LEG precursor, complete cds//6.1e-46:238:87//Hs. 
10458:AF088219 \ 

F-HEMBA1002547//Homo sapiens agrin precursor mRNA, partial cds//1.1e-138:655:98//Hs.68900:AF01 6903 
35 F-HEMBA1002552//Human Hep27 protein mRNA. complete cds//2.8e-08:1 73:68//Hs. 1021 37:1131875 

F-HEMBA1 002555//Homo sapiens mRNA for APC 2 protein, complete cds//0.00020:603:57//Hs.2091 2:AB01 21 62 
F-HEMBA1002558//ESTs//6.0e-25:262:77//Hs.136304:AA431205 

F-HEMBA1002561//Humanclone 23574 mRNA sequence//4.7e-17:i268:72//Hs. 79385 :U90905 

F-HEMBA1002569//Homo sapiens protein associated with Myc mRNA, complete cds//4.3e-142:457:99//Hs. 
40 151411:AF075587 

F-HEMBA1002583//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds//2.8e-30:156: 

100//Hs.32170:AB015132 " ' ^ 

F-HEMBA1002590//ESTs//1.0e-30:277:77//Hs.139158:AA226159 * 

F-HEMBA1002592//ESTs//2.4e-20:233:75//Hs.159329:AI378363' : 
45 F-HEMBA1002609//Homo sapiens mRNA for KIAA0597 protein, .partial cds//1.4e-176:820:99//Hs.20141: 

AB011169 

F-HEMBA1002621//EST//0.99:208:60//Hs.159127:AI384013 

F-HEMBA1002624//Homo sapiens mRNA for KIAA0808 protein, complete cds//9.2e-189:632:97//Hs.91338: 
AB018351 

50 F-HEMBA1002628//Human mRNA for KIAA0336 gene, complete :cds//0.079:231 :65//Hs.1251 29:AB002334 

F-HEMBA1002629//Human density enhanced phosphatase 1 rnRNA, complete cds//1.3e-07:473:61//Hs.1177: 
U10886 ' ' ' ' • 

F-HEMBA1002645//ESTs//2.6e-32:209:88//Hs.141323:N80390 
F-HEMBA1 002651 

55 F-HEMBA1002659//Human vascular endothelial growth factor. related protein VRP mRNA, complete cds//0.74: 

223:60//Hs.79141:U43142 i - ; ^ 

F-HEMBA1002661//Human Line-1 repeat mRNA with 2 . open' reading frames//1.4e-1 22:781 :85//Hs. 23094: 
M19503 
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F-HEMBA1002666//ESTs//0.39:117:65//Hs.3794:T08497 , 
F-HEMBA1 002678//EST//0.0081 :148:64//Hs.1 56768:AI351368 

F-HEMBA1002679//Cyclic nucleotide gated Channel (photoreceptor), cGMP gated 1 (alpha)//0.00096:418:61//Hs. 

1323:842457 

5 F-HEMBA1002688//Homo sapiens hyperpolarization-actlvated channel i (IH1) mRNA, partial cds//l .8e-ll :541 : 

601/Hs.124161:AF065164 . ; 

F-HEMBA10026961/Homo sapiens DNA from chromosome 19. cosmid R29144//1.9e-06:345:61//Hs. 155647: 
AC004221 

F-HEMBA1002703//Homo sapiens mRNA for KIAA0455 protein, complete cds//6.0e-12:327:62//Hs.13245: 
10 AB007924 

F-HEMBA1002712 

F-HEMBA1002716//EST//1.2e-56:284:97//Hs.131329:AA922800 

F-HEMBA1002728//Homo sapiens mRNA for KIAA0621 protein, partial cds//3.7e-1 27:61 4 :97//Hs. 132942: 
AB014521 

15 F-HEMBA1 002730//Homo sapiens microsomal glutathione S-transferase 3 (MGST3) mRNA, complete cds//0.2l : 
157:66//Hs.111811 :AB007867 

F-HEMBA1 002742//EST//0,97:1 38:60//Hs.1 60545:71 596 

F-HEMBA1002746//Human H0X4C mRNA for a homeobox protein//0.72:347:58//Hs.74061 :X59372 
F-HEMBA1002748//ESTS, Weakly similar to C27H6.5 [C.elegans]//0.24:83:74//Hs.40806:AA018786 
20 F-HEMBA1 002750//ESTs//5.8e-37: 1 85:76//Hs. 1 40577:AA82781 7 

F-HEMBA1002768//Homo sapiens mRNA for KIAA0554 protein, partial cds//2.9e-178:834:98//Hs.74750: 
AB011126 

F-HEMBA1002770//ESTS, Highly similar to TIP120 [R.norvegicus]//8.ae:98:492:96//Hs.11833:AI299947 

F-HEMBA1 002777//Homo sapiens prostate apoptosis response protein par-4 mRNA, complete cds//3.9e-05:528: 
25 59//Hs.128208:U63809 

F-HEMBA1 002779//ESTS//8.1 e-1 34:662:96//Hs.1 07295: W80392 

F-HEMBA1002780//ESTs//3.8e-41:421:74//Hs.141576:N90326 

F-HEMBA1 002794//Protein kinase C, mu//4.8e-06:244:67//Hs.289i :X75756 

F-HEMBA1002801//ESTs//2.1e-24:182:87//Hs.124633:AA856938 • 
30 F-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA, complete cds//3.4e-169:820:97//Hs.28307: 

AF071185 . 

F-HEMBA1002816//ESTs//2.5e-91:387:94//Hs.8008:R52744 

F-HEMBA1 00281 8//Homo sapiens UPH1 (UPH1) mRNA. complete Cds//7.0e-122:733:89//Hs.6059:AF0931 19 
F-HEMBA1 002826//ESTS//0.0001 5:235:62//Hs.1 19383:M279904 
35 F-HEMBA1 002833 

F-HEMBA1 002850//EST//0.0014:201 :65//Hs.1 56235:AA770550 
F-HEMBA1002863//ESTs//1.2e-50:295:91//Hs.57980:W68823 

F-HEMBA1002876//ESTS, Weakly similar to HYPOTHETICAL 26:4 KD PROTEIN EEED8.8 IN CHROMOSOME 
ll[C.elegansJ//4.9e-18:110:94//Hs.13322:AA151730 
40 F-HEMBA1002886//EST//0.99:184:65//Hs.160684:AE79429 

F-HEMBA1002896//ESTs//2.1e-11:72:100//Hs.149215:AI051679 
F-HEMBA1 002921 

F-HEMBA1002924//EST//3.7e-05:291:64//Hs.134677:AI088001 
F-HEMBA1 002934//ESTs//2.3e-42:324:80//Hs.1 41 658:N7791 5 
45 F-HEMBA1002935//Homo sapiens mRNA for KIAA0576 • protein, partial cds//1.6e-174:803:99//Hs. 14687: 

AB011148 

F-HEMBA1002937//ESTS, Weakly similar to homologous to mouse gene PC326:GenBank Accession Number 
M95564 [H.sapiens]//8.1 e-36:256:85//Hs.36899:AA1 30053 ' 

F-HEMBA1 002939//H.sapiens mRNA for cytokine inducible nuctear protein//1 . 1 e-05:479:59//Hs.7401 9:X83703 
50 F-HEMBA1002944//Human putative endothelin receptor type B-like protein mRNA, complete cds//0.83:326:58// 
Hs.27747:U87460 

F-HEMBA1002951//ESTs//6.1e-08:137:70//Hs.26762:AA913925. 
F-HEMBA1002954//ESTs//9.3e-39:249:89//Hs.146185:R19099 
F-HEMBA1002968//ESTs//0.73:142:64//Hs.1 36371 :AA506092 
55 F-HEMBA1002970//EST//2.9e-10:103:82//Hs,162580:AA593828 ' 

F-HEMBA1002971//ESTs//3.5e-21:190:81//Hs.61170:AA454219 

F-HEMBA1 002973//Phosphodiesterase 4B, cAMP-specific (dunce (bro$ophlla)-homolog phosphodiesterase E4) 
//1 .5e-37:247:89//Hs. 1 88:L20971 
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F-HEMBA1 002997//Homo sapiens chromosome-associated protein-C (hCAP-C) mRNA. partial cds//1 .7e-05:797: 
58//Hs.50758:AF092564 

F-HEMBA1 002999//EST//9.9e-38:453:70//Hs.1 61 635:W22525 

F-HEMBA1003021//Small inducible cytokine A5 (RANTES)//4.6e-49:373:81//Hs.155464:AF088219 
5 F-HEMBA1003033//ESTs//5.0e-64:340:95//Hs.154270:N26486. ' 

F-HEMBA1003034//Homo sapiens PYRIN (MEFV) mRNA. complete cds//7.4e-70:330:78//Hs.113283:AF01 8080 
F-HEMBA1003035//Homo sapiens mRNA for testlcan-3//0.041 :623:57//Hs.1 59425: AJ001 454 
F-HEMBA1003037//EST//0.53:59:74//HS.148011:M268003 . . . 

F-HEMBA1003041//ESTS, Weakly similar to F58G11 .6 [Ceiegans)//! .7e-64:337:95//Hs.l05907:AA186514 
10 F-HEMBA1 003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA, complete cds//3.2e- 
166:777:98//Hs.44097:AF054182 

F-HEMBA1 003064//ESTs//3.2e-07:320:65//Hs.23466:AI223438 
F-HEMBA1 003067 

F-HEMBA1003071//Homo sapiens hyperpolarization -activated channel 1 (IH1) mRNA, partial cds//1.5e-1 5:611: 
'5 59//Hs.124161:AF065164 

F-HEMBA1003077//Homo sapiens KIAA0405 mRNA, complete cdS//2.2e-29:542:62//Hs.48998:AB007865 

F-HEMBA1003078//CYTOCHROME P450 IVF3//2.0e-29:452:67//Hs.106242:AB002454 

F-HEMBA1003079//EST//2.0e-20:273:73//Hs.138001:AI034461 

F-HEMBA1 003083//EST//2.0e-48:31 4:86//Hs.1 49580:AI281 881 
20 F-HEMBA1 003086//ESTs//2.6e-20:237:73//Hs. 1 29331 : AI090721 

F-HEMBA1003096//ESTS. Weakly similar to HMG-box transcription factor [M.musculus]//0.98:216:61//Hs.97865: 

AA405872 

F-HEMBA1003098//EST//2.9e-19:239:73//Hs.1 52366: AA4867i2i " 
F-HEMBA1 00311 7//H.sapiens ERF-2 mRNA//0.0048:447:59//Hs.78909:U07802 
25 F-HEMBA1003129//Homo sapiens Clone 24407 mRNA sequence//1 .9e-06:507:58//Hs.12432:AF070575 

F-HEMBA1003133//Homo sapiens mRNA for KIAA0771 protein, partial cds//0.038:288:63//Hs.6l62:AB018314 
F-HEMBA1 003136 

F-HEMBA1 0031 42//ESTs//3.6e-1 1 2:526 :99//Hs.55982:AA284279f * ' 

F-HEMBA1 003148//Homo sapiens mRNA for dachshund proteih//2.2e-1 84:850:99//Hs.63931 :AJ005670 
30 F-HEMBA1003166//Homo sapiens mRNA for KIAA0688 ;. protein, complete cds//1.1e-24:171:83//Hs.l41874: 

AB014588 

F-HEMBA1003175//EST//0.91:168:60//Hs.123335:AA810740 . . / ' ' 

F-HEMBA1003179//EST, Weakly similar to hypothetical protein in purB 5' region [E.coIi]//4.7e-20:118:97//Hs. 
118831 :AA21 1895 

35 F-HEMBA1 0031 97//ESTS//0. 049 :265:58//Hs. 15371 8:AI21 5523 

F-HEMBA1 0031 99//SOX-3 PROTEIN//0.00034:383:60//Hs.i 57429 :X71 1 35 
F-HEMBA1 003202//ESTS//7.1 e-84:408:98//Hs. 1 301 34: AA90541 2 . 

F-HEMBA1003204//Homo sapiens PYRIN (MEFV) mRNA, complete Cds//4.6e-33:154:85//Hs.11 3283 :AF01 8080 
F-HEMBA1003212//ESTs//1.0e-31:159:84//Hs.134067:AI076765 ' 
40 F-HEMBA1 003220//EST//8.6e-29:31 7:73//Hs.1 50552: AI053784 

F-HEMBA1 003222//ESTs//0.77:208:62//Hs.85451 :AA1 81310 
F-HEMBA1003229//EST//0.084:233:60//Hs.98176:AA417012 ' 

F-HEMBA1003235//Homo sapiens antigen NY-CO-16 mRNA, complete cds//0. 00054:432 :58//Hs. 132206: 
AF039694 
45 F-HEMBA1 003250 

F-HEMBA1 003257//Homo sapiens fibroblast growth factor 1 8 (FGFI 8) mRNA, complete cds//4.3e-08:426:64//Hs. 
49585:AF075292 

F-HEMBAl003273//EST//0.00078:195:65//Hs.158019:AA867991 
F-HEMBA1 003276//EST//6.6e-09: 1 59:74//Hs.1 62664: AA60'5020 
50 F-HEMBA1003278//ESTs//0.89:257:63//Hs.23207:R42864 • 'V 

F-HEMBA1003281//ESTs//2.6e-33:175:98//Hs.122278:AA781^67 v ' 

F-HEMBA1 003286//Homo sapiens chromosome 3q1 3 beta- l ,4-ga!actosyltransf erase mRNA, complete cds//2.9e- 
146:539:97//Hs.13225:AF038662 ' 

F-H EM BA1 003291 //Homo sapiens mRNA for KIAA0537 protein, complete cds//1.6e-167:799:98//Hs. 12836: 
55 AB011109 

F-HEMBA1003296//EST//0.0013:49:97//Hs.137157:R44912 , . • 
F-HEMBA1003304//ESTS//0.047:164:64//HS.94448:AA770160 ' 
F-HEMBA1003309//ESTs//7.8e-123:589:98//Hs.l05486:A/V521012' ' 
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F-HEMBA1 003314//Homo sapiens mRNA for leucine zipper bearing kinase, complete cds//1 .5e-1 89:865:99//Hs. 
1 24224: AB001 872 

F-HEMBA1003322//H.sapiens mRNA for sigma 38 protein//4.5e-49:399:80//Hs.154782:X99459 
F-HEMBA1003327//EST//7.7e-10:165:72//Hs.114826:AA056254 
5 F-HEMBA1003328//EST//0.00023:128:67//HS.126467:AA91,3328 . 

F-HEMBA1 003330 

F-HEMBA1003348//Human mRNA for KIAA0331 gene, complete cds//4.8e-26:256:78//Hs.146395:AB002329 
F-HEMBA1003369//Homo sapiens DNA from chromosome 19p13.2 cosmids R31240, R30272 and R28549 con- 
taining the EKLF, GCDH. CRTC, and RAD23A genes, genomic sequence//0.37:187:65//Hs.80265:AD000092 

10 F-HEMBA1003370//ESTs//8.2e-36:196:79//Hs.139158:AA226159 
F-HEMBAl003373//ESTs//1.0:195:61//Hs.127307:AI263819 

F-HEMBA1003376//Clathrin, light polypeptide (Lcb)//2.3e-29:606:64//Hs.73919:X81637 
F-HEI\/1BA1 003380//ESTs//2.5e-21 ;303:70//Hs,37528:H5801 7 . 
F-HEMBA1003384//ESTs//0.14:281:61//Hs.159650:N95552. 
15 F-HEMBA1 003395//ESTS//0.53: 1 21 :70//Hs. 1 44873: AI202488 

F-HEMBA1003402//EST//0.029:148:66//HS.116798:AA633813 ' 

F-HEMBA1003403//Adducin 2 (beta) {alternative products }//5.0e-05:445:61//Hs.90951:U43959 
F-HEMBA1003408//ESTs//9.0e-12:87:98//Hs.70266:Z78309 

F-HEMBA1 00341 7//Glutamate-cysteine ligase (gamma-glutamylcysteine synthetase), regulatoiy (30.8kD)//9.5e- 
20 05:541 :58//Hs.89709:L35546 

F-HEMBA1 00341 a//ESTs//3.5e-85:399: 1 00//HS.1 54489 :AA564962 . 

F-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA, complete cds//2.0e-149:686:99//Hs.25812:AF058696 
F-HEMBA1003447//Human mRNA for KIAA0380 gene, complete cds//0.43:271 :60//Hs.47822:AB002378 
F-HEMBA1003461//Glycoprotein lb (platelet), beta polypeptide//4.8e-08:775:58//Hs.3847:U59632 
25 F-H EM BA1 003463//ESTS//3 .3e-22 : 1 2 1 : 991/Hs. 1 30847 :AA058578 ' 

F-HEMBA1003480//Homo sapiens mRNA for KIAA0700 prdtein; partial Cds//0. 1 6 :321:60//Hs. 13999: AB0 14600 
F-HEMBAip03528//ESTs//3.8e-53:315:91//Hs.129688:AA057443 ■ 

F-HEMBAl'003531//Human mRNA for KIAA0033 gene, partial cds//4.9e-51 :451 :78//Hs.22271 :D26067 
F-HEMBA1 003538//ESTS//1 .2e-82:415:96//Hs.1 62075: AI3928'l 1 . ; 
30 F-HEMBA1003545//ISL1 transcription factor, LIM/homeodomain, (isTet-i)//5.0e-75:736:73//Hs.505:U07559 

F-HEMBA1003548//ESTs//8.7e-77:411:95//Hs.163443:R23311 ;V' - 

F-HEMBA1003555//Human nucleotide-binding protein mRNA, complete cds//3.6e-33:562:64//Hs.81 469:1)01833 
F-HEMBA1 003556 ^ 
F-HEMBA1003560//EST//3.7e-29:202:86//Hs.136858:AA767122 ^ 
35 F-H EM BA1 003568//ESTs//2.4e-06 :2 1 4:65//Hs. 1 43371 : AI342327 . . /. 

F-HEMBA1003569//Human metastasis-associated mtal mRNA, complete cds//2.0e-58:455:66//Hs.101448: 
U35113 

F-HEMBA1 003571//ESTs//0.0025:1 98:63//Hs.11 6448:AA648972 
F-HEMBA1 003579//ESTs//6.0e-1 1 0:51 3 :99//Hs. 97372: AA398546 
40 F-HEMBA1003581//ESTS. Highly similar to TALIN [Mus musculus]//3.6e-19:108:99//Hs.18420:AA599232 

F-HEMBA1003591//ESTS, Weakly similar to R74.5 [C.elegans]//5,2e-85:487:92//Hs. 57937: W68285 
F-HEMBA1 003595//Membrane cofactor protein (CD46, trophoblast-lymphocyte cross-reactive antigen)//2.8e-06: 
439:62//Hs.83532:X59405 

F-HEMBA1 003597//ESTs//0.0025:200:64//Hs.8473:T40827' ' 
45 F-HEMBA1003598//ESTs//0.18:187:63//Hs.98641:AA429916 

F-HEMBA1 00361 5//ESTS, Highly similar to phosphorylation' regulatory protein HP-10 [H.sapiens]//2.4e- 133:644: 
97//Hs.3566:AA314782 | 

F-HEMBA1 00361 7//Homa sapiens mRNA for HRIHFB2157; paijial cds//7.9e-171:501:97//Hs.124956:AB015344 
F-HEMBA1003621//Homo sapiens protein inhibitor of activated STAT protein PIASx-alpha mRNA, complete cds// 
50 4.46-16:161 :78/IHs.111323:AF077954 ^ ' 

F-HEMBA1003622//EST//0.0085:251:62//Hs.97343:AA401750;^/ : 
F-HEMBA1003630//ESTs//7.5e-05:304:61//Hs.87131:AA233159 

F-HEMBA1 003637//Homo sapiens homolog of the Aspergillus nidulans sudD gene product mRNA, complete cds// 
7.9e-26:546:63//Hs.109901:AF013591 . ' 

55 F-HEMBA1003640//ESTs//1,1e-11:267:661/Hs.34359:AI122791 
F-HEMBA1 003645 
F-HEMBA1 003646 
F-HEMBA1 003656 
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F-HEMBA1 003662 

F-HEMBA1 003667//ESTS//1 .56-27:235:81 //Hs.55855:AA62'l 381 . 
F-HEMBA1 003679//ESTs//4.3e-49:251 :97//Hs J 5281 1 :AA630906.' . 

F-HEMBA100368a//Human plectin (PLECl) mRNA. complete cds//3.4e-06:464:61//Hs.79706:U53204 
5 F-HEMBA1003684//ESTS, Weakly similar to zinc finger protein C2H2-1 71 [H.sapiens]//I.6e-100:478:98//Hs. 

118866:AI017072 ' j > 

F-HEMBA1003690//Homo sapiens mRNA for KIAA0600 protein, partial cds//9.5e-74:606:77//Hs.9028:AF039691 
F-HEMBA1 003692//ESTs//4.2e-43:252:92//Hs.39748:AA4871 87 ' 

F-HEMBA1003711//Homo sapiens mRNA for KIAA0544 protein, partial cds//0.81:254:62//Hs.32316:AB011116 
10 F-HEMBA1 00371 4//ESTs//6.4e-98:495:95//Hs.43846:N49995l 

F-HEMBA1 00371 5//ESTs//1 .3e-1 1 :228:69//Hs.1 01 237:AA7p8760 

F-HEMBA1003720//Homo sapiens Clone 23892 mRNA sequence//5.5e-45:692:68//Hs.91916:AF035317 
F-HEMBA1 003725//EST//2.5e-46:228:1 00//Hs.160069:AA926921. 
F-HEMBA1 003729//ESTS//4.1 e-48:253:96//Hs.26270: AA258839 
15 F-HEMBA1003733//Human Line-1 repeat mRNA with 2 open reading frames//8.6e-102:753:81//Hs.23094: 
Ml 9503 

F-HEMBA1 003742//Homo sapiens chromosome 1 9, cosmid 
R31 1 80//0.1 6:242:62//Hs. 1 53325:AC005390 
F-HEMBA1003758//ESTs//9.3e-12:408:61//Hs.148459:A1 198946. 
20 F-HEMBA1 003760//Homo sapiens Clone 23698 mRNA sequence//9!7e-35:430:69//Hs.81 36:U81 984 

F-HEMBA1003773//EST//0.76:191:61//Hs.127020:AA934920 

F-HEMBA1 003783//ESTS, Weakly similar to C01 H6.7 [C.elegans]//1 .7e-24:224:81//Hs. 1 81 71 : AA524327 

F-HEMBA1 003784//ESTS//0.1 3: 1 20:67//Hs. 1 61 993: AA503t 72 , 

F-HEMBA1 003799//lnterleukin 9 receptor//2.0e-1 7:263 :70//fls:17P2:L39064 
25 F-HEMBA1003803//Homo sapiens calcium-activated potassium cliannel (KCNN3) mRNA, complete cds//0.13: 

222:61//Hs.89230:AF031815 Vv--^" ' 

F-HEMBA1003804//ESTs//14e-112:275:98//Hs72132:AF03923^^^ ; *^ ' ' 

F-HEMBA1003805//Human p62 mRNA, complete Cds//1.1e-11:523:60//Hs.119537:M881 08 

F-HEMBA1 003807//ESTS//4.1 e-08:279:6a//Hs.11 5679:AI37972i; V *- ' . 
30 F-HEMBA1 003827//Homo sapiens mRNA for KIAA061 6 protein ■•partial cds//3.3e-85:586:87//Hs.6051 :AB01 451 6 

F-HEMBA1003836//EST//6.8e-06:98:74//Hs.l45447:Al204220^ / 

F-HEMBA1003838//ESTS, Moderately Similar to I!!! ALU SUBFAMILYSC WARNING ENTRY !!!! [H.sapiens]//3.8e- 
40:151 :88//Hs.139007:H74314 

F-HEMBA1 003856//ESTs//8.6e-53286:95//Hs.1 1 6645:AI0051 67^ 
35 F-HEMBA1003864//Human mRNA for KIAA0369 gene, complete Cds//0.11:1 44:66//Hs.21 355: AB002367 

F-HEMBA1003866//Homo sapiens semaphorin F homolog mRNA, complete cds//4.3e-30:580:63//Hs.27621 : 
U52840 

F-HEMBA1003879//Nuclearcap binding protein, 80kD//6.7e-10:87:95//Hs.89563:D32002 
F-HEMBA1 003880 

40 F-H EM BA1 003885//Homo sapiens mRNA for Kl AA0752 protein . partial cds//4.2e-1 8:302:67//Hs.2371 1 :AB01 8295 

F-HEMBA1003893//ESTS, Weakly similar to HYPOTHETICAL 27.8 KD PROTEIN IN VMA7-RPS31 A INTERGEN- 
IC REGION [S.cerevisiae]//1.2e-49:295:92//Hs.114673:W72675 
F-HEMBA1 003902//ESTS//1 .1 e-11 :1 65:74//Hs. 54632 :AA976236 

F-HEMBA1003908//Homo sapiens mRNA for KIAA0525 protein; partial cds//0.081 :345:58//Hs.78494:AB011097 
45 F-HEMBA1 003926/1 EST//2.5e-32:253 :83//Hs.132635:AI032875 ' 

F-HEMBA1003937//Human mRNA for KIAA0391 gene, complete;Cds//2!9e-38:313:69//Hs.154668:AB002389 
F-HEMBA1003939//ESTs//34e-07:150:71//HsJ48926:R59562-; ; ' 

F-HEMBA1 003942//EST, Weakly similar to 24 KD PROTEIN [Xenbpus laevis]//0.0029:222:61//Hs.l44236:W52380 
F-HEMBA1003950//ESTs//0.98:200:62//Hs.163912:W20055' ; T • ' r 
50 F-HEMBA1 003953//Zinc finger protein 7 (KOX 4, clone HF1 6)V/0.0'0C)1 4:271 :66//Hs.2076:M29580 

F-HEMBA1003958//ESTS. Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY I!!! [H.sapiensl//2.1e- 
44:243:76//Hs.91 1 46:N73230 

F-HEMBA1003959//ESTs//0.067:251:59//Hs.39915:H78567 . ' 

F-HEMBA1 003976//EST//6.7e-09: 1 09:81//Hs.1 54635: AM 38965' 
55 F-HEMBA1 003978 

F-HEMBA1003985//EST//0.32:115:69//Hs.102617:N47009 " 
F-HEMBA1003987//ESTs//7.8e-07:60:100//Hs.66058:AA424456 : ' 

F-HEMBA1003989//Homo sapiens HI V-1 inducerof short transcripts binding protein (FB1 1) mRNA, complete cds// 
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0.022:349:58//Hs.104640:AF000561 - V • ' ■ 

F-HEMBA1004000//EST//7.2e-07:200:66//Hs.119082:AA358468. /' 
F-HEMBA1004011//EST//0.019:241:62//Hs.116989:AA676493 ' '\" 
F-HEMBAl004012//ESTs//3.6e-09:177:68//Hs.106132:AA812573 ' 
5 F-HEMBA1 00401 5//ESTs//3.0e-86:407:99//Hs. 11 5679:AI379721,\^' 

F-HEMBA1004024//Homo sapiens mRNA for KfAA0772 protein, complete cds//5.2e-51:359:84//Hs.l5519: 
AB018315 

F-HEMBA1 00403a//ESTs//1 .26-58:324: 94//HS. 61 658:AI239930 . 
F-HEMBA1 004042//EST//0.00088:272:6l//Hs.1 55763:A131 2281 
10 F-HEMBA1 004045//EST//2.7e-20:408;66//Hs.l62529:AA5841 60- 

F-HEMBA1004048/yTransforming growth factor beta//0.026:462:57//Hs.6101:M60315 
F-HEMBA1004049//ESTs//8.le-68:430:86/JHs.146307:AA58463B 

F-HEMBA1004055//Human chromosome 3p21 .1 gene sequence//1.5e-10:457:58//Hs.82837:L13435 
F-HEMBA1004056//Homo sapiens mRNA for alpha(1 .2)fucosyltransferase, complete cds//1.5e-46:199:80//Hs. 
15 46328:087942 

F-HEMBA1 004074//ESTs//3.0e-23:21 9:74//Hs.70279:AA757426 
F-HEMBA1 004086//EST//0.36:1 89:62//Hs.1 5621 8:AA7701 07 

F-HEMBA1004097//NADH-CYTOCHROME B5 REDUCTASE//1 .0:302:57//Hs.75666:M28713 
F-HEMBA1004111//Human G protein-coupled receptor (STRL22) mRNA, complete cds//4.3e-39:335:79//Hs. 
20 46468:U45984 

F-HEMBA1004131//Human mRNA for KIAA0202 gene. partial,:cds//1 .90-24:61 0:61//Hs.8071 2:086957 
F-HEMBA1004132//EST//3.5e-06:143:70//Hs.136799:AA78'0064'..r .;. 
F-HEMBA1 0041 33//ESTs//1.0:157:68//Hs. 161 226: AI41 9759 : \ 

F-HEMBA1 0041 38//H.sapiens mRNA for RanGTPase activatlng''pr6teih. 1//0.00055:343:62//Hs.5923:X82260 
25 F-HEMBA1004143 "* , .\ 

F-HEMBA1004146 , ; ■ ■ 

F-HEMBA1 0041 50//EST//0.0046:402:57//Hs.147027:AI1 86056 ' " ' 

F-HEMBA1004164//Homo sapiens mRNA for KIAA0798 proteih, complete cds//1.8e-1 5:591 :60//Hs.1 59277: 
AB018341 

30 F-HEMBA1 0041 68//Homo sapiens geminin mRNA. complete cds//1 .5e-1 34:649:97//Hs.59988:AF067855 

F-HEMBA1004199 

F-HEMBA1 004200//ESTs//0.0083:1 50:66//Hs.1 1 6424:AI375427 

F-HEMBA1004202//ESTS. Weakly similar to GTP-BINOING PROtEIN YPTM1 [Zea maysJ/ZI .2e-35:205:94//Hs. 
10092:A1 189282 

35 F-HEMBA1004203//ESTs//3.9e-14:237:70//Hs.118273:AA626040 

F-HEMBA1 004207//Leptin receptor//1 .1 e-1 67:791 :98//Hs.5451 5:U50748 
F-HEMBA1004225//ESTs//0.00087:231:64//Hs.13109:AA192514 

F-HEMBA1004227//ESTS, Weakly similar to F55A11.4 [C.elegansl//0.01 2: 156:67//Hs. 163588: AI073878 
F-HEMBA1 004238 *' . 

40 F-HEMBA1004241//ESTs//8.7e-05:51:96//Hs.162826:AA679571 
F-HEMBA1004246//EST//1 .2e-36:198:96//Hs,121343:AA758522 

F-HEMBA1004248//Homo sapiens insulin induced protein 1 (INSIGl) gene, complete cds//l.1e-28:295:72//Hs. 
56205:U96876 

F-HEMBA1004264//Human HCF1 gene related mRNAsequence//3,1e-q7:553:60//Hs.83634:U52112 
45 F-HEMBA1004267//Homo sapiens mRNA for KIAA0688 protein, complete cds//4.9e-73:490:77//Hs.1 41874: 
AB014588 .:. y'^- ' 

F-HEMBA1 004272 . . 

F-HEMBA1004274//EST//0.43:154:61//HS.125347:AA876444 ' . 

F-HEMBA1 004275//Human mRNA for KIAA0333 gene, partial cds//p.71 : 1 1 8:65//Hs. 1 5531 3: AB002331 
50 F-HEMBA1 004276//Homo sapiens mRNA for Kl AA0800 protein, complete cds//1 .0:364:56//Hs. 1 1 8738: AB01 8343 

F-HEMBA1004286//Homo sapiens TGF beta receptor associated protein-1 mRNA, complete cds//6.9e- 187:868: 
99//HS.101 766:AF022795 
F-HEMBA1 004289 

F-HEMBA1004295//EST//0.20:149:62//HS.162415:AA573484' ^ . . 
55 F-HEMBA1004306//ESTs//0.041:177:64//Hs.158234:AI270647 ^" 

F-HEMBA1 00431 2//ESTs//0.83:253:59//Hs. 1 21 898: AI33631 4 

F-HEMBA1004321//2inc finger protein 136 (clone pHZ-20)//2.3e-40:452:65//Hs.69740:U09367 
F-HEMBA1 004323//EST//0.44: 1 34:64//Hs. 1 45464:AI204532 
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F-HEMBA1004327//Homo sapiens SOX22 protein (S0X22) mRN A, complete cds//0.01 7:209 :64//Hs.43627: 
U35612 

F-HEMBA1004330//ESTs//4.5e-27:171:91//Hs.112838:AA614d62 ' 
F-HEMBA1 004334//EST//2.4e-53:556:75//Hs.1 39093:AA1 66888 
5 F-HEMBA1004335//Homo sapiens niRNAforKIAA0706 protein; campletecds//0.49:80:73//Hs.^ 

F-HEMBA1 004341 

F-HEMBA1004353//Homo sapiens mRNA for c-myc binding protein, complete cds//2.7e-39:270:86//Hs.80686: 
D89667 

F-HEMBA1004354//Human CHL1 potential helicase (CHLRI), complete cds//1 .3e-46:190:92//Hs.27424:U75968 

10 F-HEMBA1004356//Thyrotropin-releasing hormone receptor//0.1 5 :296:62//Hs. 3022:085376 

F-HEMBA1004366//ESTS, Weakly similar to transposon LRE2 reverse transcriptase homolog [H.sapiens]//7.8e- 
10:396:61//Hs.33688:AA020928 

F-HEMBA1 004372//ESTS//0.90: 1 72:62//Hs. 1 4561 1 : R68800 

F-HEiy/IBA1004389//Zinc finger protein 148 (pHZ-52)//8.0e-28:359:67//Hs.l12180:AF039019 
15 F-HEIVIBA1004394//ESTs//0.023:357:58//Hs.47212:N51250 

F-HEIVIBA1 004396//EST//3.4e-22:244:74//Hs.1 62554: AA58481 8 
F-HEMBA1 004405//EST//4.0e-43:21 4: 1 00//HS.331 00:H421 99 

F-HEI^BA1004408//ESTs, Weakly similar to The ha1539 protein is related to cyclophilin. [H.sapiens]/1 .4e-20:144: 
88//HS.121076:AI246426 ; ! : : ' 

20 F-HEMBA1004429//Fucosyltransferase 1 (galactoside 2-alpha:L-tucbsyltransferase, Bombay phenotype includ- 
ed)//4.8e-18:248:72//Hs.69747:M35531 ■ • • 

F-HEIS^BA1004433//Small inducible cytokine A5 (R ANTES)//8:2e-39:248:81//Hs.1 55464: AF0882 19 
F-HEP\^BA1004460//Homo sapiens PYRIN (IVIEFV) mRNA, complete cds//5.6e-87:650:81//Hs.113283:AF01 8080 
F-HEMBA1004461//ESTs//0.057:217:61//Hs.26989:Z41606 • . 
25 F-HEMBA1 004479//Homo sapiens clone 23698 mRNA sequence//4.9e-1 7:223:71//Hs.81 36:U81 984 

F-HEMBA1004482//EST//0.0056:261 :59//Hs.45012:N39450 
F-HEMBA1 004499//ESTS//4.1 e-68:340:97//Hs.1 34266:AA9926d0^ 
F-HEIVIBA1 004502//ESTs//7.7e-32: 1 95:91//Hs. 1 34906:893431 

F-HEMBA1 004506//Human Line-1 repeat mRNA with 2 open reading frames//9.0e-89:758:76//Hs.23094:M1 9503 
30 F-HEIVIBA1 004507//ESTS. Weakly similar to T1 9B1 0.6 [C.elegans]//1 .4e-61 :296:99//Hs. 1 1 4622:AA693492 

F-HEMBA1 004509//Homo sapiens suppressor of white apricot homolog 2 (SWAP2) mRNA, complete cds//0.014: 

265:61//Hs.43543:AF042800 

F-HEMBA1004534//Filamin 1 (actin-binding protein-280)//5.0e-74:678:74//Hs.76279:X53416 
F-HEMBA1004538//EST//0.00047:268:58//Hs.136870:AA805381 
35 F-HEMBA1 004542//Human butyrophilin protein (BT3.3) mRNA, partial cds//0.74:74:75//Hs.87497:U90552 

F-HEMBA1 004554 

F-HEMBA1004560//ESTs//3.1e-19:240:73//Hs.112637:AA805331 
F-HEMBA1 004573//EST//2.4e-59:290:99//Hs.1 1 2908:AA620802 

F-HEMBA1004577//ESTS. Weakly similar to UTR1 PROTEIN [S.cerevisiae]//1 .2e-17:334:67//Hs.24536: 
40 AA479825 ' 

F-HEMBA1004586/A/on Hippel-Lindau syndrome//5.1 e-35:337i78//Hs.781 60: AF0 10238 
F-HEMBA1004596//ESTs//3.3e-32:189:94//Hs.42530:N41661 >^ 

F-HEMBA1 004604//Human hindlimb expressed homeobox protein backfoot (Bft) mRNA, complete cds//0.42:1 86: 
66//HS.841 36:1 170370 • 
45 F-HEMBA1 00461 0/ZESTs, Moderately similar to !!!! ALU SUBFAMILV' J WARNING ENTRY !!!! [H.sapiens]//2.3e- 

16:297:68//Hs.106008:AA147606 

F-HEMBA1 00461 7//EST//0.027:188:61//Hs.l59094:AI3831 98 . :^ ^ 

F-HEMBA1 004629//ESTs//7.8e-09:348:63//Hs. 1 38358:T661 78"/ 

F-HEMBA1004631//EST//0.0012:268:60//Hs.150685:AA923416 
50 F-HEMBA1004632//ESTs//0.82:125:67//Hs.143619:AI360891... . . 

F-HEMBA1004637//ESTs//0.0034:229:64//Hs.157178:AI346780"', ^ 

F-HEMBA1004638//ESTs//2.0e-11:166:71//Hs.128657:AI017522 , . 

F-HEMBAl004666//EST//0.44:294:58//Hs.44780:N36083 

F-HEMBA1 004669//ESTS//1 .7e-28:200:86//Hs.8084:W22796 
55 F-HEMBA1 004670//Mucin 1 , transmembrane//0.060:41 6:57//Hs. 89603: J05582 

F-HEMBA1 004672//ESTs//0.27:44:95//Hs.86237:AA206141 : 

F-HEMBA1 004693//ESTs//5.3e-55:301 :95//Hs.1 59066: AI093252 \ . 

F-HEMBA1004697//H.sapiens mRNA for ribosomal protein L18a homologue//0.64:313:61//Hs.118578:X80821 
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F-HEMBA1 004705//Homo sapiens Kl AA0432 mRNA. complete Cds//4.5e-1 9:230:73//Hs.1 551 74:AB007892 
F-HEMBA1 004709//ESTS//3.1 e-31 :1 76:88//Hs. 1 5241 3: AA7805 1 5 

F-HEMBA1004711//Chollnergjc receptor, nicotinic, delta polypeptide//l.0:244:57//Hs.99975:X550l9 
F-HEMBAia04725//Homo sapiens agrin precursor mRNA, partial cds//0. 24:328: 60//Hs. 68900: AFC 16903 
5 F-HEMBA1004730//ESTS. Weakly similar to 0RF2-like protein [H.sapiensl//5.9e-32:476:70//Hs.1 16874: 

AA524909 

F-HEMBA1 004733//ESTs//3.8e-1 6:96:79//Hs. 1 5241 3: AA78051 5 

F-HEMBA1004734//Human epidermoid carcinoma mRNA for ubiquitin-conjugating enzyme E2 similar to Drosophi- 
la bendless gene product, complete cds//O.I6:329:58//Hs. 75355:083004 
10 F-HEMBA1004736//Human Line-I repeat mRNA with 2 open reading frames//2.0e-61 :663:71//Hs.23094:M 19503 

F-HEMBA1004748//ESTs//1.5e-05:343:63//Hs.42241:H96813 " 
F-HEMBAl004751//ESTs//3.7e-32:147:80//Hs.138788:N54504 

F-HEMBA1004752//Homo sapiens mRNA for KIAA0288 gene, complete cds//0.00020:521;59//Hs.91400: 
AB006626 

15 F-HEMBA1004753//Homo sapiens DEC-205 mRNA, complete cds//5.1 e-46:337:84//Hs. 153563 :AF01 1333 

F-HEMBA1004756//Human transporter protein (g17) mRNA. complete cds//3.1e-24:416:65//Hs.76460:U49082 
F-HEMBA1004758//Homosapiens transcription factor SL1 mRNA. complete cds//1 , 2e- 1 36 :769:91//Hs. 153088: 
L39060 

F-HEMBA1004763//Loricrin//0.0018:227:62//Hs.l55657:M6112b - 
20 F-HEMBA1004768//Human Line-1 repeat mRNA with.2 open, reading frames//4.5e-115:909:78//Hs.23094: 

M19503 

F-HEMBA1004770//Human Rad50 (Rad50) mRNA, complete cds//0.020:728:57//Hs.41587:U63139 
F-HEMBA1 004771 

F-HEMBA1004776//ESTS, Weakly similar to progesterone receptor-related protein p23 [H.sapiens]//1 .0:1 58:63// 
25 Hs.62004:AF039235 

F-HEMBA1004778//ESTs//1.2e-70:336:99//Hs.113052:AI222106 , 
F-HEMBA1 004795 

F-HEMBA1004803//ESTs//5.0e-75:454:88//Hs.138632:H97952 

F-HEMBA1 004806//EST//0.080:1 42:65//Hs.1 60268:AI1 48971 
30 F-HEMBA1 004807//Human HIV1 tata element modulatory factor niRNA sequence from chromosome 3//4.5e-48: 

1 71 :92//Hs.1 34510:101 042 ' 

F-HEMBA1 00481 6//EST//1 .Oe-1 7:1 75:71 //Hs.1 40680: AA873646 • 

F-HEMBA1004820//ESTS//1 .3e-136:629:99//Hs.1 60726: AI3p0481 

F-HEMBA1 004847//ESTS//2.1 e-09:66:98//Hs.1 581 61 :AA31 251 1 
35 F-HEMBA1004850//EST//0.033:253:64//HS.158782:A376601 

F-HEMBA1004863//Homo sapiens mRNA for KIAA0578 protein i partial cds//0.83:179:62//Hs.22998:AB011150 

F-HEMBA1004864//ESTS, Weakly similar to ANON-66Db' *[b.melanogaster]//1.7e-13:81:100//Hs.75884: 

AA446987 ' ' 

F-HEMBA1004865//ESTs//0.92:148:65//Hs.126980:AA934077'''' : ' 
40 F-HEMBA1004880//H.sapiens mRNA for retrotransposon//1 .26:30:264 :79//Hs.6940:Z48633 

F-HEMBA1004889//Growth arrest-specific l//0.20:146:68/Hs:65029:L1 3698 

F-HEMBA1004900//ESTs//1.6e-32:196:93//Hs.132032:R85304 ' ; ' 

F-HEMBA1 004909//ESTs//3.4e-1 3: 1 54:75//Hs. 1 51 467:N51 1 06 

F-HEMBA1 00491 8//EST//0.78:122:61//Hs.l45491:AI254348 ;. 
45 F-HEMBA1004923//ELK1, member of ETS oncogene family/Zl .6e-46:340:79//Hs.1l6549:AL009172 

F-HEMBA1004929//Cardiac gap junction protein//0. 0048: 588 :57//Hs. 74471 :X52947 

F-HEMBA1004930//ESTs//1.5e-17:227:74//Hs.1 48739: AI224959 

F-HEI^BA1004933//Human pseudoautosomal homeodomaih-containing protein (PHOG) mRNA, complete cds// 

0. 1 1 : 1 82:65//Hs. 1 05932:U89331 
so F-HEMBA1 004934 

F-HEfWBAI 004944//EST//1 .20-67:349: 96//HS.1 62281 :AA553981 

F-HEMBA1 004954//ESTs//O.Oi4:404:60//Hs.1 1 1 77: AA41 781 3 

F-HEMBA1 004956//EST//2.3e-05:208:64//Hs.1 46958:AI1 74478 

F-HEMBA1004960//ESTS//0.79:169:62//HS.11637:W03274 
55 F-HEMBA1 004972 ^ ' ' 

F-HEMBA1004973//Homo sapiens mRNA for KIAA0445 protein, complete cds//0.073:574:58//Hs.154139: 

AB007914 

F-HEMBA1004977//EST//4.4e-12:86:94//Hs.157819:AI36l946' . . 



2072 



EP 1 074 617 A2 



F-HEMBA1004978//ESTs//0.097:337:60//Hs.114157:AA703013 
F-HEMBA1004980//EST//3.2e-10:169:65//Hs.149l23:AI244750 
F-HEMBA1004983//EST//0.93:85:71//Hs.162267:AA553589 
F-HEMBA1004995//ESTs//0.46:296:61//Hs.135168:AI394026 
5 F-HEMBA1005008//ESTs//1.5e-20:156:85//Hs.114140:U35429 

F-HEMBA1005009//Homo sapiens Chromosome 7q22 sequence//1 .5e-52:379:72//Hs.151887:AF053356 
F-HEMBA1 00501 9//Homo sapiens mRNA for KIAA0648 protein, partial ccls//4.5e-148:693:98//Hs.31921: 
AB014548 

F-HEMBA1005029//Homo sapiens mRNA for KIAA0660 protein, complete Cds//1 .0:21 5:65//Hs.6727:AB01 4560 
10 F-HEMBA1005035//ESTS. Weakly similar to HYPOTHETICAL 82.8 KD PROTEIN B0303.4 IN CHROMOSOME III 

[C.elegansl//9.4e-106:503:98//Hs.21362:AF039237 

F-HEMBA1 005039//Human kpni repeat mma (cdna clone pcd-kpni-8), 3' end//5.8e-60:272:89//Hs.1 03948:K00627 
F-HEMBA1005047//Homo sapiens MAD-related gene SMAD7 (SMAD7) mRNA, complete cds//0.078:442:59//Hs. 
100602:AF010193 

15 F-HEMBA1 005050//H.sapiens ERF-2 mRNA//0.0025:251 :63//HjS.78909:U07802 

F-HEMBA1 005062//ESTs//0.020:268:59//Hs.1 461 81 :AI264462 

F-HEMBA1005066//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA. complete cds// 
1.5e-59:411:85//Hs.129727:AF035587 

F-HEMBA1005075//Human mRNA for KIAA0383 gene, partial cds//0.0001 0:395: 57//Hs.27590:AB002381 
20 F-HEMBA1005079//Dihydrolipoamide branched chain transacylase (E2 component of branched chain keto acid 

dehydrogenase complex)//3.5e-26:344:72//Hs.89479:X66785 

F-HEMBA1 005083//Homo sapiens centrosomal Nek2-associated protein 1 (C-NAPI ) mRNA, complete cds//0.59: 
631 :59//Hs.2791 0: AF0491 05 ^ 

F-HEMBA1 0051 01//Homo sapiens SYT interacting protein SIP mRNA, complete cds//4.1e-1 63:762:98//Hs.1 1 170: 
25 AF080561 

F-HEMBA1 00511 3//ESTs//0.52:1 09:68//Hs.1 06330:AI031 91 6 

F-HEMBA1005123//HomosapiensmRNAforKIAA0761 protein; partial cds//1 .3e-52:468:78//Hs.93121:AB018304 
F-HEMBA1 0051 33//ESTS//1 .6e-27:366:73//Hs. 1 51 467:N51 1 06 
F-HEMBA1005149//EST//3.3e-37:304:80//Hs.132635:AI032875 ' 
30 F-HEMBA1 0051 52//ESTs//3.9e-09:285:62//Hs.1 55876: AA593021 

F-HEMBA1005159//EST//8.4e-05:289:64//Hs.125563:AA884216 . . 
F-HEMBA1005185//ESTs//1.4e-22:129:96//Hs.14920:AA910914 ■ ^' 
F'HEMBA1005201//EST//4.0e-16:96:98//Hs.89002:AA282197 ' 
F-HEMBA1 005202 

35 F-HEMBA1 005206//Homo sapiens sox1 gene//0.0079:431 :58//Hs.1 44029: Y1 3436 

F-HEMBA1 00521 9//ESTs//4.3e-47:299:88//Hs.5019:W26547 . 
F-HEMBA1005223//ESTs//0.00030:168:66//Hs.76487:N37081 ' *• ' 
F-HEMBA1 005232//EST//0.0078:209:61//Hs.46852:N48302 

F-HEMBA1 005241//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//6.0e-54:399:79//Hs. 
40 129735:AF010144 

F-HEMBA1 005244//ESTs//2.5e- 1 4:85: 1 001 1 Hs,1 28744:AI1 91 922 
F-HEMBA1005251//ESTs//0.012:49:95//Hs.161554:AA393896 

F-HEMBA1005252//Homo sapiens mRNA for KIAA0585 protein, partial cds//4.7e-151:705:98//Hs.72660: 
AB011157 ■ • 

45 F-HEMBA1005274//ESTs//7.1e-09:298:64//Hs.145522:AI261380 
F-HEMBA1005275//ESTs//7.9e-13:375:63//Hs.148974:AA001777' 

F-HEMBA1005293//Homo sapiens clone 23662 mRNA sequerice//7.7e-22:338:65//Hs.12451:U97018 
F-HEMBA1005296//ESTs//0.055:299:60//Hs.86320:AI149232 

F-HEMBA1005304//Small inducible cytokine A5 (RANTES)//1 .7e^5:322:85//Hs.1 55464: AF0882 19 
50 F-HEMBA1 005311 ^. , . 

F-HEMBA1 00531 4//ESTS//8.1 e-39:1 99:98//Hs. 1 1 9974: AI27951 b 
F-HEMBA1005315//ESTs//1.9e-07:266:64//Hs.141440:N216l'5 '; 
F-HEMBAl005318//ESTs//5.3e-06:161:72//HsJ19411:AA937117. ' * 

F-HEMBA1005331//Human checkpoint suppressor 1 mRNA, complete Cds//0.00075:310:63//Hs.1 11597:1168723 
55 F-HEMBA1005338//Homo sapiens mRNA for matrilin-4, partial//4.4e-153:740:97//Hs.29361 :AJ007581 

F-HEMBA1 005353//EST//5.4e-09:2-22:68//Hs.1 1 9508:AA485732 

F-HEMBA1005359//Zinc finger protein 137 (clone pHZ-30)//5.7e-100:500:88//Hs.151689:U09414 
F-HEMBA1005367//Homo sapiens melastatin 1 (MLSNl) mRNA. complete cds//2.5e-70:572:73//Hs.43265: 
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AF071787 

F-HEMBA1 005372//ESTS//0 .00045:1 63:66//Hs. 1 64058:AI41 7905 

F-HEMBA1005374//Human melanoma antigen recognized by T-cells (MART-1) mRNA//6.1e-43:341:81//Hs. 

154069:U06452 

5 F-HEMBA1005382//EST//2.4e-32:167:99//Hs.147186:AI93653; • * 

F-HEMBA1005389//ESTs//0.0021:245:59//Hs.104463:AA8b4448 • =, 

F-HEMBA1005394//ESTS. Weakly similar to No definition line found [C.elegans]//1.0e'1 30:620: 98//Hs. 108990: 
N25951 

F-HEMBA1005403//ESTS. Weakly similar to No definition line "found [C.elegans)//7.7e-151:727:97//Hs.17118: 
10 AI033807 

F-HEMBA1005408//ESTs//3.2e-70:426:89//Hs.158a78:H24513 
F-HEMBA1005410//EST//2.5e-25:460:67//Hs.138765:N70347 . • 
F-HEMBA1 005411 ' " • ' . " 

F-HEMBA1 005423//Homo sapiens cyclin-dependent kinase! inhibitor (CbKN2C) mRNA, complete cds//3.3e-171 : 
15 537:99//Hs.4854:AF041248 

F-HEMBA1 005426//EST//1 .0:1 48 :64//Hs .44469 :N33323 

F-HEMBA1005443//Zinc finger protein 157 (HZF22)//9.0e-34:259:72//Hs.89897:U28687 
F-HEMBA1005447//EST//3.9e-1 0:211 :70//Hs.145960:AI276783 
F-HEMBA1005468//ESTs//8.4e-53:390:81//Hs.1 52395: AA5331 07 
20 F-HEMBA1005469//Human (clone E5.1) RNA-binding protein mRNA, complete cds//3.1e-29:155:99//Hs.75104: 

L37368 

F-HEMBA1 005472//Human Line-1 repeat mRNA with 2 open reading frames//1 .4e-88:481 :92//Hs.23094:M1 9503 
F-HEMBA1005474//Small inducible cytokine A5 (RANTESy/4.2eT29:257:78//Hs.155464:AF088219 
F-HEMBA1005475//Homo sapiens antigen NY-CO-16 mRNA, complete cds//5.3e-09:414:60//Hs. 132206: 
25 AF039694 

F-HEMBA1005497//Glucocorticoid receptor alpha { alternative products}//8.7e-41 :588:69//Hs. 102761 :U25029 
F-HEMBA1005500//Homo sapiens PAC clone DJ1093017 fi'om 7q11.23-q21//1.1e-28:318:73//Hs. 159530: 
AC004957 ' 

F-HEMBA1005506//Human mRNA for KIAA0010 gene, cbmptete cds//0.67:351:58//Hs. 155287:01 3635 
30 F-HEMBA1005508//ESTs//0.45:326:59//Hs.102756:AA526911 : , 

F-HEMBA1005511//Human mRNA for KIAA0355 gene, complete cds//412e-49 :400:79//Hs. 1530 14: AB002353 
F-HEMBA1 00551 3//ESTS, Weakly similar to males-absent on the. first [D.melanogaster]//5.3e-76:378:97//Hs. 
22767:N99220 

F-HEMBA1 00551 7//Homo sapiens transcription factor forkhead-like 7 (FKHL7) gene, complete cds//0.54:623:56// 
35 Hs.l 43551 :AF048693 

F-HEMBA1 00551 8//ESTS//0.1 0:207:60//Hs.72447:AA1 60575 • ^ ■ 

F-HEMBA1005520//Human mRNA for tryptophan hydroxylase (EC 1 .14.1 6.4)//3.1e-55:288:85//Hs.1 44563: 
AF057280 

F-HEMBA1005526//Small inducible cytokine A5 (RANTES)//5.4e-48:176:76//Hs.155464:AF088219 
40 F-HEMBA1005528//ESTS, Highly similar to P0P2 PROTEIN [Saccharomyces cerevisiae]//1.2e-30:166:96//Hs. 

17035:AI080471 
F-HEMBA1 005530 

F-HEMBA1 005548//Homo sapiens short form transcription factor C^MAF (c-maf) mRNA. complete cds//4.6e-18: 
391:64//Hs.30250:AF055376 ' 
45 F-HEMBA1005552//ESTs//1.8e-46:238:88//Hs.138856:H47461 ' 

F-HEMBA1005558//Human involucrin mRNA//3.0e-07:501 :60//Hs.1 57091 :M 13903 

F-HEMBA1005568//ESTs//0.013:259:63//Hs.13669:H47257 

F-HEMBA1 005570//ESTs//0.0084:442:59//Hs.1 25384:AI346507 . ' 

F-HEMBA1005576//Homo sapiens mRNA for KIAA0463 protein, partial Cds//1.9e-128:610:98//Hs,77738: 
50 AB007932 

F-HEMBA1005577//ESTs//0.98:199:61//Hs.146226:AI31287i3:'^^" ■ ' 

F-HEMBA1005581//Homo sapiens mRNA for MEGF5, partial Cds//9.1e-53: 830 :64//Hs. 57929: AB0 11 538 
F-HEMBA1 005582 " V 

F-HEMBA1 005583 ' ''V'." 

55 F-HEMBA1005588//ESTs//1.3e-35:386:70//Hs.55855:AA621381' 

F-HEMBA1005593//S-ADENOSYLMETHIONINE SYNTHETASE ALPHA AND BETA 
FORMS//0.54:439:591/HS.2137:D49357 

F-HEMBA1005595//Human mRNA for KIAA0325 gene. partiarccis//5.5e-06:378:57//Hs.7720:AB002323 
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F-HEMBA1 005606//EST//2.0e-60:324:94//Hs.5062:D1 9609' 
F-HEMBA1 005609//ESTs//6.0e-39:378:76//Hs. 1 42242:H06982 ' 

F-HEMBA1 00561 6//Human mRNA for tryptophan hydroxylase (EC 1. 1 4.1 6.4)//8.2e-22:721:61//Hs.1 44563: 
AF057280 

5 F-HEMBA1 005621//ESTS. Weakly similar to MITOTIC MAD2:PR0TEIN [S-Cerevisiae]//! .8e-89:454:96//Hs.1 9400: 

AA662845 

F-HEMBA1 005627//EST//1 .0:1 61 :60//Hs.1 62765:AA622535 ; 
F-HEMBA1005631//EST//0T4:124:62//Hs.156185:AA723734 ' 
F-HEMBA1005632//ESTs//1.0:96:70//Hs.141321:N70199 " * ' 
10 F-HEMBA1005634//EST//6.6e-10:105:73//Hs.159692:AI416956 . 

F-HEMBA1 005666 

F-HEMBA1005670//Homo sapiens mRNA for KIAA0570 protein /complete cds//2.7e-45:255:79//Hs.1 14293: 
AB011142 

F-HEMBA1005679//Human kpni repeat mrna (cdna clone pccl-kphi-4), 3' endZ/l .2e-37:356:77//Hs.139107:K00629 
15 F-HEMBA1 005680 

F-HEMBA1 005685 

F-HEMBA1 005699//Human putative EPH-related PTK receptor I igand LERK-8 (Eplg8) mRNA, complete cds//3.3e- 
71 :497:85//Hs.26988:U66406 

F-HEMBA1 005705//ESTs//0.00093:1 49:65//Hs.1 63564: R43678 
20 F-HEMBA1 00571 7//EST//0.01 8:1 1 5:66//Hs.1 60541 : AI2701 43 . . 

F-HEMBA1005732//Farnesyl diphosphate synthase (famesyl pyrophosphate synthetase, dlmethylallyltranstrans- 

ferase, geranyltranstransferase)//2.6e-20:151 :88//Hs.77393:D14697 

F-HEMBA1005737//ESTs//9.5e-34:235:88//Hs.160197:AA393754 

F-HEMBA1005746//ESTs//0.20:260:59//Hs.112451:AI264024 
25 F-HEMBA1 005755//Human kpni repeat mrna (cdnaclone pcd-kpni-8), 3' end//1 .8e-48:425:78//Hs.1 03948: K00627 

F-HEMBA1005765//Small inducible cytokine AS (RANTES)//1 ,3e-36:280:81//Hs.155464:AF088219 

F-HEMBA1005780//ESTS//1 .0:139:67//Hs.88684:AA88514i. ' 

F-HEMBAI0058131/ESTs//0.012:209:63//Hs.113365:R77747 ' 

F-HEMBA1 00581 5//Human calpain-IIke protease (htra-3) mRNA.:Complete cds//2.0e-07:439:62//Hs.61 33:U94346 
30 F-HEMBA1005822//ESTs//9.3e-06:444:59//Hs.124344:T10577 *- . 

F-HEMBA1005829//ESTS//1 .1e-47:394:80//Hs.146811 :AA410788 

F-HEMBA1 005834//Human Line-1 repeat mRNA with 2 open reading frames//7.9e-42:690:66//Hs.23094:M1 9503 
F-HEMBA1005852//Human plectin (PLEC1) mRNA. complete cds//0.1 7:470 :56//Hs. 79706 :U53204 
F-HEMBA1005853//EST//0.013:211:60//Hs.162604:AA59515tf-' ' ' 
35 F-HEMBA1005884//Homosapiens mRNA, chromosome 1 spiecific transcript KIAA0484//1 .4e-53:332:83//Hs. 
1 58095: AB007953 

F-HEMBA1005891//ESTs//1.1e-77:393:97//Hs.28545:AI268097 

F-HEMBA1005894//Human G protein-coupled receptor (STRL22) mRNA, complete cds//7.2e-45:4ll:77//Hs. 
46468:U45984 

40 F-HEMBA1 005909//Human neuropeptide y2 receptor mRNA, complete cds//0.00054:477:59//Hs.371 25:1142766 

F-HEMBA1 00591 l//Thromboxane A2 receptor//4.1 e-45:41 9:75//Hs.89887:D38081 

F-HEMBA1 00592l//Homo sapiens haemopoietic progenitor homeobox HPX42B (H PX42B) mRNA, complete cds// 
2.0e-46:434:78//Hs.125231:AF068006 

F-HEMBA1005931//ESTS, Weakly similar to kruppel-related zind finger protein [H.sapiens]//l.2e-46:228:100//Hs. 
45 152178:AI224880 

F-HEMBA1005934//EST//3.1e-14:121:85//Hs.150003:AI291588 
F-HEMBA1 005962//EST//0.001 0:21 2:62//Hs.1 631 97:AA767883* ^ . " ' 
F-HEMBA1 005963 , .V ' ; 

F-HEMBA1005990//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//4.2e-151:697:99//Hs. 
50 26285:AF082516 ; * 

F-HEMBA1 005991//EST//3.0e-07:361 :59//Hs.1 46442 : All 27530 - r \ 
F-HEMBA1005999//EST//1.2e-14:350:66//Hs.122326:AA782526\ ' 
F-HEMBA1 006002 

F-HEMBA1006005//ESTS. Weakly similar to TH1 protein [D.meran6gaster]//0.98:197:61//Hs.5184:AA709151 
55 F-HEMBA1 006031 ...f .., . 

F-HEMBA1 006035 

F-HEMBA1006036//Homo sapiens PYRIN (MEFV) mRNA, complete cds//5.4e-92:617:84//Hs. 11 3283: AF01 8080 
F-HEMBA1 006042//ESTs//6.3e-41 :1 61 :81//Hs.41 1 86:R99609 
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F-HEMBA1 006067//ESTs//2.0e-74:354:99//Hs.43321 :A1 1 39422 
F-HEMBAI 006081 

F"HEMBAia06090//EST//1.2e-12:340:62//Hs.61195:AI418788 
F-HEMBA1006091//ESTs//4.7e-98:473:98//Hs.9658:AA506313 
5 F-HEMBA1006100//ESTS//7.1 e'22:273:73//Hs.1 44407: AA737799 

F-HEMBA1006108//ESTS. Weakly similar to ZK792.1 [C.elegansl//2.1e-26:273:66//Hs.8763:W30741 

F-HEMBA1006121//EST//0.00012:232:59//Hs.117096:AA677968 

F-HEMBA1006124//EST//0,047:251:62//HS.132257:AI027222 

F-HEMBA1006130//Human H0X4C mRNAfora homeobox proteifV/1.0:l50:62//Hs.74061:X59372 
10 F-HEMBA1006138//ESTs//1.8e-27:132:84//Hs.141575:AA211734- . ^ . 

F-HEMBAl006142//EST//2.5e-47:310:87//Hs.149580:AI28188r • ' 
F-HEMBA1006155 

F-HEMBA1006158//ESTs//5.1e-105:506:98//Hs.93468:N40575 
F-HEM BA1 0061 73//ESTs//2.5e-24: 1 95:84//Hs.79092:H29627 . 
15 F-HEMBA1006182//ESTs//2.5e-19:237:72//Hs,141840:AA028117 ■; 

F-HEMBA1 0061 98//ESTS//0.01 7: 1 33 :67//Hs. 1 421 68; AA292540 

F-HEMBA1006235//Homo sapiens clone 24422 mRNA sequence//8.6e-177:836:98//Hs.1 09268: AF070557 
F-HEMBA1006248//Human zinc finger protein (MAZ) mRNA//0.001 4:221 :67//Hs.7647:M94046 
F-HEMBA1 006252 • • 

20 F-HEMBA1 006253//EST//1 .3e-l 00:467: 1 00//Hs.1 4661 9:A1 1 40706 

F-HEMBA1006259//Homo sapiens mRNA for KIAA0798 protein, complete ccls//0.00037:l58:69//Hs. 159277: 
AB018341 

F-HEMBA1 006268//ESTS//1 .1 e-20:376:67//Hs.7281 4:AA706631 

F-HEMBA1006272//EST//4.8e-20:252:69//Hs.1 62992:AA688140' ^ 
25 F-HEMBA1006278//H.sapiens PAP mRNA//6.5e-57:610:71//Hs.49007:X76770 

F-H EM BA1 006283 . :r 

F-HEMBA1 006284//ESTS//0.0001 7:248:63//Hs. 143840: AM 89964 ' 

F-HEMBA1 006291 V '* '* , 

F-HEMBA1 006293 I ^ 

30 F-HEMBA1 006309//Homo sapiens T cell Immune response cDNA7 (TIRC7) mRNA, complete cdsZ/0. 76:41 6:58// 

Hs.46465:U45285 ■ ' ' 

F-H EMBA1 00631 0//Homo sapiens mRNA for Kl AA0602 protein, partial cd$//9.3e-49:637:68//Hs.37656:AB01 1 1 74 
F-HEMBA1 006328//ESTS//1 .8e-71 :429:88//Hs. 1 39922: AA281 350 
F-HEMBA1 006334//EST//0.082:267:57//Hs.136449:AA572789 • 
35 F-HEMBA1 006344//ESTs//6.2e-08:67:94//Hs.42302:AI0321 42 

F-HEMBA1006347//ESTS, Weiakly similar to males-absent on the first (D.melanogaster]//5.3e-76:378:97//Hs. 
22767:N99220 

F-HEMBA1006349//ESTs//0.87:276:60//Hs.23628:H03287 

F-HEMBA1006359//2inc finger protein 43 (HTF6)//4.4e-1 17:823: 81 //Hs. 741 07:X59244 
40 F-HEMBA1 006364//EST//0.001 2:1 68:66//Hs.1 56756:AI351 026 [ 

F-HEMBA1 006377//Homo sapiens Ral BP 1 -interacting protein (POBI) mRNA, complete ccls//0.0028:422:59//Hs. 
B0667:AF010233 ' 

F-HEMBA1006380//Homo sapiens synlaxin 4 binding protein UNC-I 8c (UNC-18c) mRNA, complete cds//0.41: 
265:61//Hs.881 3: AF032922 

45 F-HEMBA1006381//ESTs//3.8e-78:382:98//Hs.132171:AI042531 

F-HEMBA1006398//Human Line-1 repeat mRNA with 2 open reading frames//2.1e-49:395:80//Hs.23094:M1 9503 
F-HEMBA1006416//EST//7.3e-12:154:77//Hs.134086:AI077477 / ' 
F-HEMBA1 00641 9//EST//4.6e-51 :1 79: 86//HS.1 49580: AI281 881 . . 

F-HEMBA1006421//ISLET AMYLOID POLYPEPTIDE PRECURSOR//4,9e-46:517:72//Hs.51048:X68830 
50 F-HEMBA1 006424//ESTs//2.7e-08:380:60//Hs.44369:AI206835 • 

F-HEMBA1006426//ESTs//3.0e-98:465:99//HsJ29251 :AA993264 
F-HEM BA1 006438//EST//1 .36-29:1 83:93//Hs.1 4741 2: AI2091 94' , ') 
F-HEMBA1 006445 

F-HEMBA1006446//EST//0.14:200:59//Hs.160695:AI282889 ' ' • ' 
55 F-HEMBA1 006461//Thiopurine S-methyltransferase//1 .4e-29:21 0:72//Hs.51 1 24:AF01 9369 

F-HEMBA1 006467 

F-HEMBA1006471//ESTs//1.4e-05:391:60//Hs.121282:AI091453 . 

F-HEMBA1006474//ESTS, Highly similar to 40 KD PROTEIN [Bprna disease virus]//1.1e-1 3:346 :63//Hs.3 1257: 
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AA875998 

F-HEMBA1006483//Thromboxane A2 receptor//2.2e-51:386:82//Hs.89887:D38081 

F-HEMBA1 006485//EST//5.4e-1 1 1 :51 6:99//Hs.61 925:AA039532 • 

F-HEMBA1006486//EST//4.7e-23:286:72//Hs.137800:AA886897/ . . 
5 F-HEMBA1006489//ESTs//2.5e-06:137:71//Hs.2862l:AA9ip431 

F-HEMBA1 006492 " ' 

F-HEMBA1006494//ESTs//8.5e -24:2g9:72//Hs.153413:AI248625. v 

F-HEMBA1006497//EST//0.00034:431 :61//Hs.130057:AA903389 

F-HEMBA1006502//ESTs//2.6e-11:131:80//Hs.141267:H22p72'' 
10 F-HEMBA1006507//Homo sapiens mRNA for KIAA0666 protein, partial ccls//7.3e- 1 41 :470:98//Hs.1 53858: 

ABO 14566 

F-HEMBA1006521//ESTS, Weakly similar to 3-oxoacyl-[acyl-can-ier protein] reductase [E.coIi]//3.9e-98:483:97// 
Hs.94811:AA011185 

F-HEMBA1 006530//EST//1 .7e-42:530:71//Hs.1 63207:AA808002 
15 F-HEMBA1 006535//ESTs//2.9e-84:404:98//Hs. 1 28679: Al 1 60081 

F-HEMBA1006540//Homo sapiens multi PDZ domain protein MUPP1 (MUPPi) mRNA, complete cds//4.4e-1 73: 
654:98//Hs21301 :AF093419 

F-HEIVIBA1006546//ESTs//2.8e-45:391:78//Hs.1 46307: AA584638 

F-HEMBA1006559//Homo sapiens KIAA0438 mRNA, complete cds//2.1 e-47:363:79//Hs .2 1490: AB007898 
20 F-HEMBA1 006562//ESTs//4.5e-09: 1 1 6:75//Hs.1 42368:AI1 98425 

F-HEMBA1 006566//EST//0.85:1 00:68//Hs.1 3052:T671 36 
F-HEMBA1006569//ESTs//2.7e-06:213:64//Hs.44372:AI346522: 
F-HEMBA1006579//EST//0.064:160:62//Hs.126244:AA873479. 

F-HEMBA1 006583//Homo sapiens Jagged 2 mRNA. complete:cds//i .7e-07:533:60//Hs.1 06387: AF029778 
25 F-HEMBA1006595//Small inducible cytokine A5 (RANTES)//6;i^e-69:328:81//Hs.155464:AF088219 

F-HEMBA1006597//Homosapiens mRNA forKIAA0752 protein, jD^^^ 
F-HEMBA1 00661 2//ESTs//8.8e-1 35:668:97//Hs.7942:AA205862 
F-HEMBA1 00661 7//EST//4.6e-31 :254:81//Hs.1 32635 :AI 032875 

F-HEMBA1006624//ESTS. Weakly similar to HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC 
30 REGION [S.cerevislae]//2.5e-75:379:97//Hs.40911:AI391502 "> > . . 

F-HEMBA1006631//ESTs//1.4e-126:612:98//Hs.131737:AI343331 . ' 
F-HEMBA1006635//EST//0.65:145:63//Hs,104560:AA340589' • ' " ' 

F-HEMBA1006639//ESTS. Highly similarto POLYADENYLATE-BINDING PROTEIN [Homo sapiens]//9.1e-27: 170: 
92//Hs.109818:AA411185 * . 

35 F-HEMBA1006643//ESTS, Moderately similar to putative pi 50 '[H.sapiens]//9.7e-05:259:65//Hs.1 05747: 

AA505003 

F-HEMBA1006648//Homo sapiens integrin-Iinked kinase (ILK) mRNA, complete cds//3.9e-28:108:93//Hs.6196: 
U40282 ' 

F-HEMBA1006652//ESTS, Highly similar to 60S RIBOSOMAL PROTEIN L7 [Drosophila melanogaster]//3.0e-87: 
40 452:96//Hs.159574:AA190615 ' 

F-HEMBA1 006653 

F-HEMBA1006659//Homo sapiens PAG clone DJ0905J08 from 7pl2-p14//2.9e-92:438:9a//Hs.8173:AC005189 
' F-HEMBA1006665//Homo sapiens clone 23892 mRNA sequence//2.8e-18:180:80//Hs.91916:AF035317 

F-HEMBA1 006674//Homo sapiens mRNA for nucleolar protein hNop56//1 .6e-1 6:1 22: 90//Hs. 5092: Y1 2065 
45 F-HEMBA1 006676 "! ./r .V 

F-HEMBA1 006682//EST//0 J 2:1 93:61//Hs.1 28367:AA974575- 

F-HEMBA1 006695//ESTs//5.6e-27: 1 1 0:80//Hs J 5951 0:AA2?7fe 

F-HEMBA1006696//EST//3.2e-12:160:75//Hs.146472:AI12819& 

F-HEMBA1 006708 ^ f 

50 F-HEMBA1006709//ESTs//0.69:60:80//Hs.1 52752: AA643545/ 

F-HEMBA1006717//ESTs/12.6e-31:286:78//Hs.55573:W37226 ; • * 

F-HEMBA1 006737//ESTS//1 .6e-37:1 89:99//Hs.97490:AA394l 05 ' ' 

F-HEMBA1 006744//Human mRNA for KIAA011 8 gene, partiai:cdW/1 .9e-52:360:84//Hs. 154326:042087 
F-HEMBA1006754//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 
55 2.0e-92:817:78//Hs.129727:AF035587 

F-HEMBA1006758//Human mRNA for KIAA0327 protein, complete cds//4.0e-10:576:56//Hs.149323:AB002325 
F-HEMBA1 006767//ESTS//1 .76-1 8:252:72//Hs1 41 073:W7272b 
F-HEMBA1 006779//EST//9.1 e-26:395:69//Hs.1 45366 :AI252657 
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F-HEMBA1006780//EST//1.0:93:69//Hs.116946:AA680250; .,; 
F-HEMBA1006789//ESTs//0.0060:276:59//Hs.144121:AI369798 

F-HEMBA1006795//Human Line-1 repeat mRNA with 2 open reading frames//4.1e-37:781 :64y/Hs.23094:M19503 
F-HEMBA1006796//Human clone 23803 mRNA. partial cds//1 .4e-07:202:68//Hs.34054:U79298 

5 F-HEMBA1006807//ESTS. Moderately similar to HYPOTHETICAL 46.4 KD PROTEIN T16H12.5 IN CHROMO- 

SOME ill [C.elegans]//4.8e-11 0:523:98/IHs.125790:AA287723. v . 
F-HEMBA1006821//EST//5.1e-ll:246:66//Hs.150542:AI05155i ' . 
F-HEMBA1 006824//ESTS//1 .4e-29: 1 58:98//Hs. 1 2771 2: AA961 624 
F-HEMBA1 006832//EST//3. 1 e-24:277:74//Hs.1 39357: AA420970 

10 F-HEMBA1006849//ESTs//0.99:332:57//Hs.128993:AA985327 
F-HEMBA1 006865 

F-HEMBA1006877//ESTS. Highly similar to HYPOTHETICAL 113.8 KD PROTEIN IN ERG7-NMD2 INTERGENIC 
REGION [Saccharomyces cerevisiael//2.4e-61 :311 :97//Hs.127793:W25938 

F-HEMBA1006885//ESTS. Highly similar to HYPOTHETICAL 29.1 KD PROTEIN IN URA7-POL12 INTERGENIC 
15 REGION [Saccharomyces cerevisiae]//9.1 e-128:805:87//Hs.32376:AA7582l4 

F-HEMBA1006900//EST//6.8e-05:255:63//Hs.163173:AA781592 
F-HEMBA1 00691 4//EST//0.065 :366:6211Hs.162914:AA666199 
F-HEMBA1006921//ESTs//2.9e-42:347:82//Hs.159266:AI376989 

F-HEMBA1006926//Human I kappa BR mRNA. complete cds//0.90:545:59//Hs.1 54764: U 16258 
20 F-HEMBA1 006929//EST//0.0001 3:403:61 //Hs.1 62642:AA602539 ' 

F-HEMBA1006936//ESTs//0.00014:60:93//Hs.8737:W22712 . 
F-HEMBA1 006938//ESTs//4.7e-51 :256:98//Hs. 1 43651 :A1 1 50382 . . 

F-HEMBA1006941//Homo sapiens mRNA for putative thioredbxin-like protein//4.4e-92:437:98//Hs.42644: 
AJ010841 •''^ 
25 F-HEMBA1 006949//H.sapiens mRNA for retrotransposon//6:9e^43:385:76//Hs.6940:Z48633 

F-HEMBA1006973//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds//1.8e-144:740:94//Hs. 
14934:AF004828 '^^ ' ' 

F-HEMBA1 006976//H.sapiens mRNA for Gal-beta(l -3/1 -4yGlcNAc .alpha-2.3-sialyltransferase//l .96-79:447:89// 
Hs.75268:X74570 

30 F-HEMBA1 006993//ESTs//5.4e-1 9:380:66//Hs. 1 52635: AA600968 ' 

F-HEMBA1 006996//ESTs//0.17:242:59//Hs.1 06879:AA054723 ■ 
F-H EM BA1 007002 ' ' • 

F-HEMBA1 007017//EST//1.0:59:72//Hs.113400:R39282 

F-HEMBA1 00701 8//Homo sapiens dynein light intermediate chain 2 (LIC2) mRNA, complete cds//2.5e-78:827: 
35 70//Hs.43003:AF035812 

F-HEMBA1 007045 • ' 

F-HEMBA1007051//EST//0.85:65:73//HS.1 58641 :AI370659 \' " 

F-H EM BA1 007052 

F-HEMBA1 007062 
40 F-HEMBA1007066//ESTs//0.94:160:63//Hs.56071:W52212 / 

F-HEMBA1007073//ESTs//3.6e-50:246:80//Hs.142678:H37845 

F-HEMBAl00707a//Human arginine-rich nuclear protein - mRNA, complete cds//6.7e-75:417:91//Hs.80510: 

M74002 '': v:^ 

F-HEMBA1 007080 ' " 

45 F-HEMBA1007085//Guanylate cyclase 2D, membrane (retina-^pecific)//1 .3e-06:568:61//Hs.1974:M92432 

F-HEMBA1007087//Human mevalonate pyrophosphate decarboxylase (MPD) mRNA, complete cds//0.95:541 : 

57//Hs.3828:U49260 ' / : 

F-HEMBA1007112//ESTs//3.4e-104:494:98//Hs.19207:AA039595 ; 
■ F-HEMBA1 00711 3//ESTs//0.71:246:62//Hs.96235:AA1 96354 ; 
50 F-HEMBAl00712l//ESTs/l3.Se-69:335:98//Hs.140519:AA643f82^ ■ ' 

F-HEMBA1007129 

F-HEMBA1007147//ESTs//3.2e-07:235:641/Hs.124813:W46172 

F-HEMBA1007149//ESTs//7.2e-08:161:68//Hs.121179:AA757136 

F-HEMBA1007151 

55 F-HEMBAl 0071 74//Homo sapiens epsin 2b mRNA, complete cds//6.6e-64:31 8:97//Hs.22396:AF062085 

F-HEMBA100717a//ESTs, Moderately similar to !l!! ALU SUBFAMILY J WARNING ENTRY !!!! [H,sapiensl//4.2e- 
39:248:90//Hs.1 571 48:AA311921 

F-HEM BA1 0071 94//ESTs//2.3e-1 07:503:99//Hs. 1 00605: AA305965 
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F-HEMBA1007203//Homo sapiens mRNA for KIAA021 4- protein, complete ccis//5.6e-158:478:98//Hs.3363: 
D86987 ' - 

F-HEIVIBA1007206//EST//0.23:119:66//Hs.144402:AA609252 

F-HEMBA1007224//Homo sapiens mRNA for KIAA0797 protein, partial cds//1 .6e-177:839:98//Hs.27197: 
5 AB018340 ' ^ .;. 

F-HEMBA1007243//Hypoxanthine phosphoribosyltransferase 1 (Lesch-Nyhan synclrome)//2.7e-56:647:69//Hs. 
82314:M31642 

F-HEMBA1007251//Human plectin (PLECl) mRNA. complete cds//0. 19:21 0:67//Hs.79706:U53204 
F-HEIVIBA1007256//Homo sapiens Clone 24407 mRNA sequence//1 .0:1 44:641 1Hs.l2432:AF070575 
10 F-HEMBA1007267//Human homolog of yeast mutL (hPMSI) gene, complete cds//0.99:239:60//Hs.1 11749: 
U13695 

F-HEMBAl007273//ESTs//5.6e-24:271 : 73//HS.1 44951 :N34836 

F-HEMBA1 007279//ESTS//6. 1 e-36:1 85:78//Hs.1 41 022:H06475\ 

F-HEMBA1007281//ESTs//0.74:94:65//Hs.162533:AA584529 
15 F-HEMBA1007288//EST//0.83:99:67//Hs.127878:AA968637 

F-HEMBA1007300//EST//3.6e-62:355:91//Hs.150139:AI300062 

F-HEMBA1007301//Collagen. type I. alpha 1//1 .5e-09:406:61//Hs.1 11 913:274615 

F-HEMBA1 00731 9//EST//0.0068:50:96//Hs.1 63362:AA890506 

F-HEMBA1007320//ESTs//1.0:133:66//Hs.38032:N63634 . 
20 F-HEMBA1 007322//ESTs//0.0077:1 87:66//Hs.4852:R84241 

F-HEMBA1007327//ESTS, Weakly similar to HOST CELL FACTOR CI [H.sapiens]//3.5e-09:144:76//Hs.20597: 

W58370 

F-HEMBA1007341//ESTs//7.5e-61:302:98//Hs.154944:AA494l30* 
F-HEMBA1007342//ESTs//2.9e-12:289:64//Hs.135555:AA9H006 . 
25 F-HEMBA1007347//EST//0.44:89:70//Hs.65949:Z40561 

F-HEMBB1000005//ESTs//1.6e-07:337:60//Hs.1 2671 8:AA91 6568 

F-HEMBB1000008//H.sapiens mRNA for translin associated protein- X//1 .1e-43:370:78//Hs.96247:X95073 
F-HEMBB1 00001 8//Nuclear factor of kappa light polypeptide gene enhancer in B-cells 1 (pi 05)//l .0:1 08:70//Hs. 
83428:M58603 

30 F-HEMBB1000024//EST//5.4e-07:137:70//Hs.125389:AA878367' * 

F-HEMBBl000025//EST//0.99:362:58//Hs.121221:AA757392 * 
F-HEMBB1000030//H.sapiens mRNA forcylicin ll//1.3e-10:525:62//Hs.3232:Z46788 
F-HEMBB1 000036 

F-HEMBB1000037//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds//6.2e- 102:450: 
35 98//Hs.20815:AF084928 

F-HEMBB1000039//EST//0.0034:97:73//Hs.141684:W35358 
F-HEMBB1 000044//ESTs//0.0048:21 8:63//Hs.1 231 61 :AA80731 9 

F-HEMBB1000048//EST//0.00025:222:62//Hs.122474:AA765131 
F-HEMBB100a050//ESTs//5.6e-28:293:75//Hs.136839:H93717 ' , 
40 F-HEMBB1 0a0054//Human Line-1 repeat mRNA with 2 open reading frames//3.3e-54:259:88//Hs.23094:M19503 

F-HEMBB1 000055//ESTS//0.001 7:289:62//Hs.125755:AA286923 ' 

F-HEMBB1000059//Homo sapiens mRNA forKIAA0761 protein, partial cds//5.9e-59:286:84//Hs.931 21 :AB01 8304 
F-HEMBB1 000083 

F-HEMBB1000089//EST//0.0016:192:661/Hs.137093:AA91762i ' 
45 F-HEMBB1000099//ESTs//5.7e-20:213:76//Hs.57883:AA218645 

F-HEMBB1000103//Human kpni repeat mrna (cdnaclone pcd-kpni-8).3'end//4.9e-43:418:74//Hs.10394B:K00627 

F-HEMBB1 0001 13//EST//4.6e-23:221:76//Hs.142065:AA1 73763 , 

F-HEMBB1000119//Homo sapiens ASMTL gene//2.5e-132:621;98//Hs.6315:Y15521 

F-HEMBB1000136//ESTs112.3e-101:507:96//Hs.12659:AAi955!'07 
50 F-HEMBB1000141//ESTs//2.1e-15:283:69//Hs.126257:AI279044 • 

F-HEMBB1 0001 44//EST//4.5e-52:298:91//Hs. 149580: AI281 88,1 

F-HEMBB1000173//Zinc finger protein 74 (Cos52)//2.4e-63;285:82//Hs.3057:X92715 

F-HEMBB1 0001 75//EST//1 .0:101 :65//Hs.1 62898:AA659646 

F-HEMBB1 0001 98//EST//0.99:1 79:56//Hs.1 1 6880: AA662457 
55 F-HEMBB1 00021 5//Homo sapiens mRNA for KIAA0557 protein, partial cds//1.4e-15:139:82//Hs.101414: 

AB011129 

F-HEMBB1 00021 7//ESTs//3.4e-06:81:88//Hs. 1211 51 :T66277 ' 
F-HEMBB1 00021 8//EST//0. 11:1 36:63//Hs. 1 34683: AI09201 3 . 
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F-HEMBB1000226//Fragile X mental retardation 1//0.99:126:65//Hs.89764:X69962 
F-HEMBB1000240//H.sapiens mRNA for Nup88 protein//1 .0:334:57//Hs.90734:Y08612 
F-HEMBB1000244//ESTs//3.2e-15:139:81//HS.134549:AI078483 

F-HEMBB1000250//Homo sapiens protein associated with Myc mRNA. complete cds//2.1e-l56:735:981/Hs. 
5 151411 :AF075587 

F-HEMBB1 006258//EST//0.0091 :325:60//Hs.97533:AA435884 

F-HEMBB1 000264//Human CHL1 potential helicase (CHLR1 ), complete Cds//1 .4e-33: 1 00:1 00//Hs. 27424: U75968 
F-HEMBB1 000266//Homo sapiens mRNA for myosin phosphatase target subunit 1 (MYPT1 )//0.001 9:373:60//Hs. 
16533:087930 

JO F-HEMBB1 000272//ESTS//1 .3e-93:440:99//Hs.l09224:N46684 

F-HEMBB1 000274//ESTS//0.41 :221 :65//Hs.71 990:AA1 51 796 
F-HEMBB1000284//EST//0.00024:108:73//Hs.100725:F13689 
F-HEMBB1000307//EST//3.6e-10:149:73//Hs.1404l5:AA778574 

F-HEMBB1 00031 2//Homo sapiens mRNA for KIAA0783 protein, complete cds//0.00092:252:65//Hs.41153: 
IS AB018326 

F-HEMBB1 00031 7//rhrombOSpondin 1//7.1 e-05:342:59//Hs.87409:X14787 

F-HEMBB1 00031 8//EST//0.01 4:1 84:61//Hs.1 55758:AI31 1 870 

F-HEMBB1000335//EST//0.99:187:63//Hs.137424:AA243729 • 

F-HEMBB1000336//EST//1.0:209:63//Hs.150410:AI003611 . 
20 F-HEMBB1000337//EST//0.086:133:66//Hs.128207:AA972330. 

F-HEMBB1 000338//EST//7. 1 e-07: 1 29:72//Hs.1 40488: AA7671 27 

F-HEMBB1000339//Small inducible cytokine AS (RANTES)//1.2e-36:336:7611Hs.155464:AF088219 
F-HEMBB1 000341 

F-HEMBB1000343//EST//0.66:163:63//Hs.150822:AI302729 ;• 
25 F-HEMBB1000354//ESTs//7.e-61:292:100//Hs.152266:AA926874 

F-HEMBB1000369//ESTS, Highly similar to t-BOP [M.musculus]/ip;6l"3:'l57:64//Hs.129982:AI420970 

F-HEMBB1000374//ESTs//8.7e-53:454:79//Hs.133518:R69934 

F-HEMBB1 000376//ESTs//5.9e-1 4:87:97//Hs. 1 63973: AA744348 

F-HEMBB1 000391//ESTs//0.033:237:64//Hs.135289:AI092963 • " 
30 F-HEMBB1 000399//Homo sapiens mRNA for cell cycle checkpoint protein//9.4e-1 65:762:98//Hs.1 61 84:AJ001 642 

F-HEMBB1000402//EST//0.013:291:59//Hs.149191:AI246155 

F-HEMBB1000404//ESTs//3.0e-69:353:96//Hs.135857:AA947194 

F-HEMBB1000420//EST//6.3e-52:258:98//Hs.136434:AA557925 

F-HEMBB1 000434//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//9.4e-73:364:83//Hs. 
35 129735AF010144 

F-HEMBB1 000438//ESTs//0.073:446:58//Hs.1 34632:AI223429" 

F-HEMBB1 000441//lnterleukin 1 0//1 .7e-38:336:77//Hs.21 80:M57627 

F-HEMBB1000449//EST//5.5e-21:356:671/Hs.157848:AI36"256l '•; 

F-HEMBB1000455//ESTs//0.092:147:65//Hs.106446:N93227 
40 F-HEMBB1 000472 

F-HEMBB1000480//EST//0.98:83:71//Hs.146462:AI124898^ V 

F-HEMBB1000487//ESTs//1.4e-59:341:92//Hs.48561:N79266 . 

F-HEMBB1000490//ESTs//2.5e-27:200:79//Hs.56825:AI05756d" 

F-HEMBB1 000491 
45 F-HEMBB10a0493//ESTs//0.01 9: 103:69//Hs.1 38358:1661 78 

F-HEMBB1 00051 0//Glucocorticoid receptor alpha {alternative products}//!. 6e-46:409:77//Hs. 102761 :U25029 

F-HEMBB1000518//ESTs//3Je-06:187:64//Hs.140989:R68413;;^\ 

F-HEMBB1000523//ESTs//0.69:332:59//Hg.106845:W19543 

F-HEMBB1000530//H.sapiens mRNA for extracellular matrix protein collagen type XIV, C-terminus//2.l e-38:l38: 
50 96//Hs.36131:Y11710 ; . 

F-HEMBB1000550//ESTS. Weakly similar to !!!! ALU SUBFAMILY SC WARNING ENTRY I!!! [H.sapiens]//7.7e-31 : 
554:67//Hs.157142:U85996 

F-HEMBB1000554//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//4.0e-27:282:75//Hs. 
158095:AB007953 

55 F-HEMBB1000556//Homo sapiens mRNA for KIAA0750 protein, complete cds//2.0e-33:537:65//Hs.5444: 

AB018293 
F-HEMBB1 000564 

F-HEMBB1000573//H.sapiens HCG II mRNA//7.5e-27:197:76//Hs.146333:X81001 
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F-HEMBB1 000575//Von Hippel-Lindau synclrome//2.7e-72:255:79//Hs.781 60:AF01 0238 
F-HEMBB1000586//Dystrophin (muscular dystrophy, Duchenne and Becker types), includes DXS142, DXS164, 
DXS206. DXS230. DXS239. DXS268. DXS269. DXS270, DXS'272//0. 011 :33B:59//Hs.79012:M 18533 
F-HEMBB10005891/PLATELET GLYCOPROTEIN V PRECURSOR//2.4e-22:228:79//Hs.73734;Z23091 
5 F-HEMBB1 00059 1//ESTS//1 ,0e-1 7:370:64//Hs.581 56:W71 990 

F-HEMBB1000592//EST//0.0038:51:88//HS.148022:AI269323 

F-HEMBB1 000593//Homo sapiens chromosome 7q22 sequence//4.7e-1 09:503 :99//Hs.3386:AF053356 
F-HEMBB1 000598//Ribosamal protein L5//3.5e-29:537:66//Hs.11 8781 :U66589 
F-HEMBB1000623//H.saplens mRNA for GAIP protein//0.89:376:59//Hs.22698:X91609 
10 F-HEMBB1000630//Homo sapiens KIAA0404 mRNA, partial cds//0.074:168:61//Hs.105850:AB007864 

F-HEMBB1000631//ESTs//1.7e-06:247:64//Hs.156864:AI346481 

F-HEMBB1000632//Human mRNA for KIAA0351 gene, complete cds//5.1 e-50: 81 1 :65//Hs. 29963: AB002349 
F-HEMBB1000637//Sialophorin (gpL115. leukosialln, CD43)//2.4e-79:304:85//Hs.80738:X52075 
F-HEMBB1 000638//EST//0.0076:92:75//Hs.1 25496:AA883735 
15 F-HEMBB1000643//ISLET AMYLOID POLYPEPTIDE PRECURSbR//3.5e-45:477:74//Hs.51048:X68830 

F-HEMBB1000649//Homo sapiens histone H2A.1b mRNA, complete'cdS//7.4e-52:533:75//Hs.51011:L19778 
F-HEMBB1000652//ESTs//1.6e-49:345:84//Hs.1 32722: AA61 853 1. . . . 
F-HEMBB1000665//EST//0.44:152:63//HS.149534:AI280924 

F-HEMBB1 000671//Human Line-1 repeat mRNA with 2 open reading frames//2.2e-79:280:85//Hs.23094:M19503 
20 F-HEMBB1000673//ESTs//0.99:177:59//Hs.149864:N80474 ^ ^ 

F-HEMBB1000684//Protein kinase, Interferon-inducible double stranded RNA dependent//2.6e-3l:220:87//Hs. 
73821 :M35663 

F-HEMBB1000693//Homo sapiens neuroani mRNA. complete cds//5.3e-120:575:97//Hs.158300:AF040723 

F-HEMBB1000705//ESTs//4.7e-65:350:94//Hs.24610:R33125 ^ * 
25 F-HEMBB1000706//EST//8.6e-14:373:61//Hs. 138281 :RS5703 . ' , 

F-HEMBB1000709//EST//0.99:110:651/Hs.162437:AA5775i0 ' " 

F-HEMBB1000725//RAS-RELATED PROTEIN RAB-8//l.7e-77:635:77//Hs.123109:X56741 

F-HEMBB1 000726//EST//1 .3e-43:257:84//Hs.1 621 97:AA53521 6 

F-HEMBB1000738//EST//5.9e-13:259:64//Hs.1 59699: AI41 7328- 
30 F-HEMBB1 000749//EST//3. 1 e-42:271 :871/Hs.1 621 97: AA53521 6 

F-HEMBB1 000763 ' - ' ' ' 

F-HEMBB1000770//ESTS, Weakly Simitar to MOESIN/EZRIN/RADIXIN HOMOLOG [D.melanogaster]//0.021:111: 
72//HS.381 78:AA921830 ' ' ' 

F-HEMBB1000774//ESTS, Weakly similar to mTERF [H.sapiensl//2.5 e-il6:580:97//Hs.5009:AA081390 
35 F-HEMBB1 000781//Human MEK kinase 3 mRNA, complete cds7/5.3e^47:426:74//Hs.86201 :U78876 

F-HEMBB1000789//Homosapiens mRNA for KIAA0677 protein, complete cdS//3.0e-65:672:71//Hs. 155983: 

AB014577 ; . . . 

F-HEMBB1 000790//ESTS//1 .2e-52 :344:86//Hs.35254: All 33727 ; 

F-HEMBB1 000794//ESTs//0.00098:289:59//Hs.1 38782:N73572 ' 
40 F-HEMBB1000807//ESTs//2.1e-91 :434:99//Hs.61334:AI298375 

F-HEMBB1000810//ESTs//0.038:92:71//Hs.148763:AA66887 

F-HEMBBl000821//EST//0.94:129:62//Hs.162299:AA555154v. 

F-HEMBB1 000822//ESTs//7.5e-05: 1 99:63//Hs. 1 1 701 8: AA83242 1 : 

F-HEMBB1000826//ESTs//4.8e-13:343:65//Hs.153429:AI283069 
45 F-HEMBB1 000827 

F-HEMBB1 000831 

F-HEMBB1000835//EST//4.3e-27:201:851/Hs.141451:N29915 . 
F-HEMBB1000840//EST//6.3e-75:380:96//Hs.142557:AA464948 

F-HEMBB1000848//Human Line-1 repeat mRNA with 2 " open* reading frames//1.4e-135:875:85//Hs.23094: 
50 Ml 9503 

F-HEMBB1000852//Phosphoribosyl pyrophosphate amidotransferase//0.12:292:61//Hs.311 :U00238 
F-HEMBB1000870//EST//0.00091 :246:62//Hs.126502:AA913831 , 

F-HEMBB1000876//Homo sapiens ELISC-1 mRNA, partial Cds//4 '9e-34:200:94//Hs. 128434: AF085351 

F-HEMBB1000883//ESTS//0.42:107:67//HS.154173:AI379823;/' 
55 F-H EM BB1 000887 

F-HEMBB1000888//ESTs//1.0:137:67//Hs.8121:AA521290 ^' 7^ " ■ 
F-HEMBB1000890//ESTs//1.0:116:65//Hs.7105:T23433 
F-HEMBB1000893//EST//0.0079:408:58//Hs.146504:AI129834 / ' 
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F-HEMBB1 000908//EST//9.2e-21 :205:79//Hs.1 32635: AI032875 

F-HEMBB1 00091 0//Human mRNAforKIAA0231 gene, partial cds//0.16:327:60//Hs.7938:D86984 
F-HEMBB1000913//ESTs//1.0e-12:233:68//Hs.137545:AA487049 
F-HEMBB1000915//ESTs//2.5e-90:423:99//Hs.135254:AI09546B 
5 F-HEMBB1 00091 7//EST//2.8e-49:241:1G0//Hs.1 6221 6:AA548089 

F-HEMBB1 000927//HippocalCin//1 .28-31 :528:65//Hs.89692:D1 6593 
F-HEMBB1 000947 • - .v 

F-HEMBB1000959//Cytochrome P450, 51 (lanoslerol l4-alpha-demethylase)//9.3e-48:572:72//Hs.2379:U23942 
F-HEMBB1000973//ESTs//4.5e-26:286:76//Hs.137393:AA142938. 
10 F-HEMBB1000975//ESTS//0.78:180:66//HS.104789:AA417124 * 

F-HEMBB1 000981 . . 

F-HEMBB1000985//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//6.7e-07:308:62//Hs. 
1 22967: AF059569 ' ■ ' 

F-HEMBBl 000991//EST//0.1 2:1 25:66//Hs.22945:R4371 3 
15 F-HEMBBl 000996//ESTs//6.9e-05:273:63//Hs.133116:AI054055 • 

F-HEMBBl 001 004//Honfio sapiens mRNA for KIAA0665 protein,, complete Cds//0.62:193:62//Hs.1 19004: 
ABO 14565 

F-HEMBBl 001 008//EST//4.7e-09:203:65//Hs.1 05221 :AA489025 

F-HEMBB1001011//Human Chromosome 16 BAG clone GIT987SK-A-635H12//2.4e-17:384:67//Hs.1 08604: 
20 AC002310 . ' . 

F-HEMBBl 001 01 4//EST. Weakly similar to putative pi 50 [H.sapiens]//0.21 :284:60//Hs.1 61 547:W04991 
F-HEMBB1001020//ESTs//9.7e-37:186:76//Hs.138852:AA284247 

F-HEMBBl 001 024//ESTS. Highly similar to t-BOP [M.musculus]//0.11 :242:61//Hs.129982:A1420970 
F-HEMBB1 001 037//EST//0.0057:1 92:66//Hs. 1 49987:AI291 1 77 
25 F-HEMBB1001047//ESTS//1 .6e-22:360:70//Hs.1 20734: W58721 ■ 

F-HEMBBl 001 051//H.sapiens mRNA for FAN protein//3.8e^29:160:98//Hs.78687:X96586 

F-HEMBBl 001 056//Homo sapiens mRNA for KIAA061 8 protein, complete cds//1.0e-42:149:96//Hs. 15832: 

AB014518 

F-HEMBBl 001 058//SmaH inducible cytokine A5 (RANTES)//1.1eU5:349:82//Hs.155464:AF088219 
30 F-HEMBB1001060//ESTs//1,6e-62:464:81//Hs.138663:N24942'- ' 

F-HEMBBl 00 1063 ' , 

F-HEMBBl 001 068//Homo sapiens Iiprin-beta2 mRNA, partiai:cds//9.9e-148:736:95//Hs.12953:AF034803 
F-HEMBB1001096//EST//0.017:154:66//Hs.130403:AA909272 , J. 
F-HEMBB1001102//ESTs//2.1e-18:120:95//Hs.163767:R06293 : ; ' 
35 F-HEMBB1001105//Human BRCA2 region. mRNA sequence . > , 
CG01 6//0.30:84:75//Hs. 1 1 2434:U50529 

F-HEMBB1001112//ESTS. Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 
familiaris]//9.3e-38:341 :77//Hs.14038:R06800 ^ v ' ' " 

F-HEMBB1 00 11 1 4//EST//6.4e-07:296:62//Hs. 1 28420: AA975062 
40 F-HEMBB1 00 1 1 1 7//EST//1 .6e-99:464:99//Hs. 1 30493:AA9281 39 : 

F-HEMBBl 001 11 9 ' 
F-HEMBB1001126 

F-HEMBB1001133//H.sapiens mRNA for translin associated protein X//1 .2e-28:739:61//Hs.96247:X95073 
F-HEMBB1001137 

45 F-HEMBB1001142//Human mRNA for KIAA0331 gene, complete bds//2.1e-23:340:69//Hs.1 46395 :AB002329 

F-HEMBB1001151//ESTs//2,6e-30:252:79//Hs.6880:W26854 
F-HEMBBl 001 153//ESTs//7.6e-16:97:96//Hs.113307:H167t6 ^ . 
F-HEMBBl 001 169//ESTS//1 .4e-32:374:71//Hs.1 61 682:AA206863 

F-HEMBBl 0011 75//Human mRNA for ankyrin motif, complete cds//7.1e-36:509:66//Hs.73073:D78334 
50 F-HEMBB1001177//ESTS, Weakly similar to HYPOTHETICAL TI^P.-ASP REPEATS CONTAINING PROTEIN IN 

HXT14-PHA2 INTERGENIC REGION [S.cerevisiae]//1 .56-65:31 2: l'bo//Hs.86878:AA5991 83 

F-HEMBBlO0ll82//Electron-transfer-flavoprotein,beta poiype'ptide//b.94:l99:64//Hs.74047:X7ll29 

F-HEMBB1001199 > / 

F-HEMBB1001208//ESTs//0.12:120:69//Hs.130093:AA928802' ' 
55 F-HEMBBl 00 1 209//EST//0.00028:21 5:65//Hs. 1 1 8276:W1 5258 

F-HEMBBl 001 21 0//EST//2.9e-05:297:60//Hs.88840:AA28l"452 . 

F-HEMBBl 001 21 8//Homo sapiens mRNA for KIAA0585 protein, partial cds//8.5e-37:260:76//Hs.72660:AB01 11 57 
F-HEMBB1001221//Homo sapiens mRNA. chromosome 1 specific transcript KIAA0507//0.00046:650:58//Hs. 
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1 58241 :AB007976 

F-HEMBB1 001 234//ESTS, Highly similar to 65 KD YES- ASSOCIATED PROTEIN [Mus musculus]//6.7e-1 03:477: 
1 00//HS. 1 27835: AI378790 

F-HEMBB1001242//Homo sapiens mRNA for LAK-1, complete cds//1.2e-31:458:67//Hs.129918:AB005754 
5 F-HEMBB1 001 249//EST//0.26:203:63//Hs. 1 40791 :AA935909 

F-HEMBB1001253//ESTs//4.0e-91:433:98//Hs.120636:AA325219 . 
F-HEMBB1001254//ESTs//2.0e-24:180:85//Hs.136391:H04977 

F-HEMBB1001267//Ataxia telangiectasia mutated (includes complementation groups A, C and D)//6.le-24:l46: 
78//Hs.51187:U82828 
10 F-HEMBB1001271//ESTs//2.5e-05:686:58//Hs.115423:AI359248 

F-HEMBB1001282//GA-binding protein transcription factor/, beta subunit 2 (47kD)//0.39:531 :57//Hs.78915: 
U 13045 

F-HEMBB1001288//ESTS. Highly similar to HYPOTHETICAL 27.3 KD PROTEIN ZK353.7 IN CHROMOSOME III 
[Caenorhabditiselegans]//4.9e-10:91:89//Hs.16606:W81021 
15 F-HEMBB1 001 289//ESTs//6.4e-1 00:467:99//Hs. 1 51 720:AI287890 

F-HEMBB1001294//ESTS, Highly similar to RAS-LIKE PROTEIN TC10 [Homo sap iens]//1 .38-1 35:654:98//Hs. 

124217:AA020848 

F-HEMBB1001302 

F-HEMBB1001304//ESTs//0.98:109:68//Hs.138972:AA047725 
20 F-HEMBB1 00 1 31 4//ESTs//7.4e-39:285:77//Hs. 1 44749: AI21 7339 

F-HEMBB1001315//Small inducible cytokine A5 (RANTES)//1 .9e-40:355:78//Hs.155464:AF088219 
F-HEMBB1 001 31 7//Human Line-1 repeat mRNA with 2 open reading frames//4.7e-98:625:85//Hs.23094:M1 9503 
F-HEMBB1001326//ESTs//0.00030:257:63//Hs.62208:H12380 , 

F-HEMBB1001331//ESTS, Weakly similar to DFS70 [H.sapiensi//i:0e-48:332:87//Hs.43071 :AA206222 
25 F-H EM BB1 001335 

F-HEMBB1001337//Homo sapiens mRNA for KIAA0563 protein, complete Cds//8.5e-56:282:87//Hs, 15731: 
AB011135 

F-HEMBB1 00 1339//Homo sapiens antigen NY-CO-16 mRNA, complete cds//0.039: 161 :65//Hs.1 32206: AF039694 
F-HEMBB1 001346//Oxytocin receptor//4.2e-42:456:73//Hs.2820:X64878 
30 F-HEMBB1001348//Homo sapiens mRNA for KIAA0570 prbtein, complete cds//1.2e-45:176:77//Hs.1 14293: 

AB011142 

F-HEMBB1001356//EST//0.32:292:59//Hs. 135771 :AI005648 * ^ : 
F-HEMBB1 001364 " . 

F-HEMBB100l366//EST//7.8e-24:367:69//Hs.138765:N70347 . 
35 F-HEMBB1001367//Small inducible cytokine A5 (RANTES)//8.7e-5a:326:86//Hs.155464:AF088219 

F-HEMBB1 001 369//EST//0.1 7:21 1 :63//Hs.1 20066: AA707973 ' 

F-HEMBB1001380//Homo sapiens mRNA for KIAA0527 protein/ partial cds//8.2e-36:225:79//Hs. 129748: 
AB011099 
F-HEMBB1 001384 
40 F-HEMBB1001387//ESTS//0.61:215:60//HS.145915:AI342230' " 

F-HEMBB1001394//Human Line-1 repeatmRNA with2 open reading frames//3.8e-94:568:83//Hs.23094:M 19503 
F-HEMBB1 00l4lo//Homo sapiens keratan sulfate proteoglycan mRNA, complete cds//0.02l :373:58//Hs. 125750: 
AF065988 

F-HEMBB1001424//EST//0.20:307:58//Hs.135336:AI049827 ■ 
45 F-HEMBB1001426//Homo sapiens clone 23579 mRNA sequence//8.3er17:205:72//Hs.83466:AF038174 

F-HEMBB1001429//ESTS. Highly similar to CYTOSOL AMINOPEPTIDASE [Bos taurus]//5.5e-153:729:96//Hs. 
21679:AF034175 

F-HEMBB1 00 1 436//Human mRNA for KIAA0347 gene, complete Cds//1 .2e-44:31 6:85//Hs. 1 01 996:AB002345 
F-HEMBB1001443 . . . .. 

50 F-HEMBB1001449//Homo sapiens sodium bicarbonate colranspprter (HNBC1) mRNA, complete cds//0.033:478: 
58//Hs.5462:AF007216 "-"^-'vr 
F-HEMBB1001454//ESTs//1.4e-46:279:93//HS.104866:AA426038' ' 
F-HEMBB1001458//EST//I.7e-O9:106:83//HS.141422:N20920 ■. 

F-HEMBB1001463//Homo sapiens mRNA for semaphorin E; complete cds//0.18:387:59//Hs.62705:AB000220 
55 F-HEMBB1001464//Homo sapiens Coch-5B2 mRNA, complete cds//0.26:189:67//Hs.21016:AF006740 

F-HEMBB10014B2//Homo sapiens mRNA for KIAA0760 protein, .partial cds//1.2e-27:292:74//Hs.137168: 
AB018303 ' : ' 

F-HEMBB1001500//ESTs//8.1e-28:312:74//Hs.18498:N52088 . ' 
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F-HEMBB1001521//Homo sapiens mRNA for alpha(l ,2)fucosyltransferase, complete cds//8.8e-54:359:74//Hs. 
46328:087942 

F-HEMBB1001527//Protein tyrosine phosphatase, receptor type, f polypeptide//! .0:198:63//Hs.7521 6: Y008 15 
F-HEMBB1001531//ESTs//4.3e-33:403:75//Hs.44862:N38735 ^ • • 
5 F-HEMBB1001535//ESTs//0.0029:47:93//Hs.124864:AA663093- " 

F-HEMBB1001536//ESTs//0.0047:120:68//Hs.144858:R67748>" ' 

F-HEMBB1001537//ESTS, Weakly similar to eukaryotic initiation factor elF-2 alpha kinase [D.melanogasterl//3.7e- 
20:297:73//Hs.42457:AA523306 

F-HEMBB1 001 555//Human ring zinc-finger protein (ZNF1 27-Xp) gene arid 5' flanking sequence//1 .1 e-35:1 88:77// 
10 Hs.102877:U41315 , 

F-HEWBB1001562//ESTs//0.95:161:61//Hs.145075:AI208240 

F-HEMBB1001564//Homo sapiens mRNA, chromosome l specific transcript KIAA0484//3.4e-49:526:73//Hs. 
1 58095: AB007953 

F-HEMBB1001565//Homo sapiens PYRIN (MEFV) mRNA. complete Cds//1.9e-44:324:84//Hs. 11 3283: AF0 18080 
15 F-HEMBB1 001585 

F-HEMBB1001586//EST//0.84:132:64//Hs.145264:AI218708 

F-HEMBB1001588//Human clone 23695 mRNA sequence//6.6e-20:327:67//Hs.90798:U79289 
F-HEMBB1001603//ESTs//1.3e-12:84:96//Hs.13380:R60414 
F-HEMBB1 001618//ESTs//4.4e-1 1 :349:63//Hs.132046:AA693680 
20 F-HEMBB1001619//ESTs//2.1e-06:246:63//Hs.63428:AA058314 
F-HEMBB1001630//EST//1.4e-07:334:62//Hs,145698:AI266713 
F-HEMBB1 001 635//ESTs//0.92:282:60//Hs.1 26980:/VA934077 

F-HEMBB1001637//ELK1, member of ETS oncogene family//1.ie-27:395:64//Hs.116549:AL009172 
F-HEMBB1 001 641 //EST//0.1 1 :53:81 //Hs. 1 1 2445:AA594279 
25 F-H EM BB 1 00 1 653//EST//0.9 1 : 1 24:64//Hs . 1 442 1 3:T40480 - ' ; 

F-HEMBB1001665//Human mRNA for apolipoprotein E receptor 2, complete cds//7.0e-13:473:63//Hs.54481: 
D86407 - /r,; • 

F-HEMBB1001668//ESTs//0.94:83:69//HS.146202:AI252519^ ' 

F-HEMBB1001673//Homo sapiens mRNA for KIAA0646 /protein. -complete cds//2.3e-1 72 :803:98//Hs. 24439: 
30 AB014546 - . 

F-HEMBB1001684//ESTS, Highly similar to Tbc1 [M.musculus]//5:4e^20:110:100//Hs.106104:AA599496 
F-HEMBB1001685//EST//2.2e-05:112:73//Hs.130984:AI015430 ' 

F-HEM BB1 001 695//Human novel homeobox mRNA for a DN A binding protein//1 .6e-08:425:62//Hs.37035:U07664 
F-HEMBB1001704//EST//5.8e-20:295:69//Hs.140231 :AI054398 ' :^ 
35 F-HEMBB1001706 • " 

F-HEMBB1 001 707//EST//0.091 :241 :60//Hs.1 36830:AA76921 9 — 
F-HEMBB1001717//ESTs//2.9e-06:325:60//Hs.150063:AI298064 

F-HEMBB1001735//Sma!l inducible cytokine A5 (RANTES)//3.2e-46:326:83//Hs.155464:AF088219 
F-HEMBB1001736//ESTS, Weakly similar to E04D5.1 [C.elegans]//5:4e-99:485:97//Hs. 1 20581 :W25578 
40 F-HEMBB1001747//ESTs//8.3e-87:421:98//Hs.137051:/U884244 

F-HEMBB1 00 1 749//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//3.5e-75:31 5:83//Hs. 
129735:AF010144 

F-HEMBB1 00 1 753//ESTS//0.0001 3:35: 1 00//HS. 1 39643:H06263 
F-HEMBB1 001 756//ESTs//2.3e-89:433:98//Hs.1 28868: AA931 077 
45 F-HEMBB1001760//ESTs//6.5e-06:503:58//Hs.21766:AI357639 

F-HEMBB1001762//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0507//2.9e-13:498:60//Hs. 
158241 :AB007976 

F-HEMBB1 001 785//EST//0.1 6:262:60//Hs.162526:AA5841 02 -S' 
F-HEMBB1 001 797//ESTS//0. 37:201 :63//Hs.91 559:AA806376 ' 
50 F-HEMBB1 001 802//ESTS//1 .6e-06:447:58//Hs.1 34672: AI087951 , 

F-HEMBB1001812//Homo sapiens mRNA, chromosome 1 siDecific transcript KIAA0487//1.3e-54:311:81//Hs. 
92381 :AB007956 

F-HEMBB1001816//ESTs//2.2e-39:302:84//Hs.35985:/J^7830j7 ' 

F-HEMBB1 001 83l//Homo sapiens PAM COOH-terminal interactor protein 1 (PCIP1) mRNA, complete cds//7.6e- 
55 164:763:98//Hs.159396:AF056209 J . 

F-HEMBB1001834//TRICHOHYALIN//7.1e-05:548:60//Hs.82276:'L09190' 

F-HEMBB1001836//Human mRNA for KIAA0033 gene. partiarcds//4.0e-34:272:86//Hs.22271:D26067 
F-HEMBB1 001 839//Pyruvate carboxylase//0.050:686:59//Hs.89890:S72370 
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F-HEMBB1001850//EST//0.0035:204:61//Hs.7311 :T23858 

F-HEIVIBB1001863//Small inducible cytokine A5 (RANTES)//3.0e-48:357:82//Hs.1 55464: AF0882 19 
F-HEMBB1001867//ESTs//2.2e-40:265:88//Hs.146323:AI251752 
F-HEMBB1001868//ESTs//5.2e-06:131:73//Hs.123362:AA811371 ; 
5 F-HEMBB1 001 869//ESTS//1 .0e-86:429:96//Hs.141208:AA825503' 

F-HEIVIBB1001872 

F-HEMBB1001874//H.sapiens mRNA for CHD5 protein//0.0033:388:60//Hs.19923:Y12478 
F-HEMBB1001875//H.sapiens mRNA for RNA hellcase (Myc-regulated dead box protein)//0.32:346:60//Hs. 
100555:X98743 

10 F-HEMBB1 00 1 880//EST//4.0e-28: 1 71 :92//Hs. 1 5 1 1 94: Al 1 25868 

F-HEMBB1001899//ESTs//0.17:242:62//Hs.136969:AA830918 
F-HEMBB1001905 

F-HEMBB1001906//ESTs//5.6e-49:290:92//Hs.127298:H09155. 

F-HEMBB1001908//Human monocytic leukaemia zinc finger protein (l\^OZ) mRNA, complete cds//1 .2e-83:672: 
15 81//Hs.82210:U47742 

F-HEMBB1001910//EST, Weakly Similar to albumin [H.sapiensl//0.047:206:62//Hs. 159777:219955 
F-HEMBB1001911 

F-HEMBBl001915//ESTs//0.92:136:71//Hs.144465:R68882: . 

F-HEMBB1001921//EST//2.0e-19:398:67//Hs.44789:N36113 ^ 
20 F-HEMBBl001922//ESTs//4.3e-05:370:59//Hs.123669:AA805245 

F-HEMBB1 001 925//ESTs//5.7e-27:329:71//Hs. 1 41 071 :H1 6398' 

F-HEMBB1001930//EST//0.043:157:63//Hs.161927:AA483904 , . .-' 
F-HEMBB1001944//Human mRNA for KIAA0118 gene, partial.cds//5.7e-55:444:80//Hs.154326:D42087 

F-HEMBB1001945//ESTs//1.1e-19:142:88//Hs.7341:N57875 ' ' ' " ' 
25 F-HEMBB1001947//Human mRNA for KIAA0392 gene, partiarcds//1.8e-21 :333:66//Hs.40100:AB002390 

F-HEMBB1 001 950//Homo sapiens Notch3 (N0TCH3) mRNA, complete Cds//0.020:384:60//Hs.8546:U97669 

F-HEMBB1 001 952//EST//7.0e-13:302:63//Hs.1 20089: AA708101 

F-HEMBB1001953//ATL-derived PMA-responsive (APR) peptide//b,97:252:60//Hs.96:D90070 
F-HEMBB1 00 1 957//ESTS//6.1 e-32:446:67//Hs.51 305:T4741 8 
30 F-HEMBB1001962//Cytochrome P450, subfamily I (aromatic corhpound-inducible), polypeptide 2//2.3e-31 :390: 

70//Hs.1361:M55053 

F-HEMBB1001967//H.sapiens mRNA for urea transporter//9.7e-52:322:88//Hs.66710:X96969 

F-HEMBB1 001 973//Myelin oligodendrocyte glycoprotein {alternative products}//2.1 6-48:426 :78//Hs.5321 7: 

Z48051 

35 F-HEMBB1001983 ^ ' 

F-HEMBB1001988//ESTs//6.5e-05:237:63//Hs.49760:AA74i051 - 

F-HEMBB1001990//ESTs//0.25:171 :64//Hs.7961 :AA401205 

F-HEMBB1 001 996//ESTS//1 .8e-1 9:436:65//Hs. 1 25539: AI3391 03 ■ 

F-HEMBB1 00 1 997//EST//5.3e-33:294:76//Hs.1 61 041 :H82636 . 
40 F-HEMBB1002002//ESTs//1.9e-06:224:67//Hs.110915:AA132964 

F-HEMBB1 002005//ESTs//5.8e-1 7:1 70:78//Hs.1 41 825:AA01 76.93 

F-HEMBB1002009//ESTs//0.066:441 :58//Hs.125313:AI201685:::-; 

F-HEMBB1002015//EST//2.3e-18:310:68//Hs.145899:AI27495l • 

F-HEMBB1002042//CYTOCHROME P450 IVB1//2.9e-11:446:62//Hs.687:X16699 
45 F-HEMBB1 002043//ESTS. Weakly similar to T06E6.d [C.elegans]//.1 ;0:217:60//HS.3487:AA425553 

F-HEMBB1 002044 

F-HEMBB1 002045 ; 

F-HEMBB1002049//Homo sapiens mRNA for KIAA0713 protein^ partial'Cds//0.082:201 :61//Hs.88756:AB0 18256 
F-HEMBB1002050//Breakpoint cluster region protein BCR//0.84:267:59//Hs.2557:Y00661 
50 F-HEMBB1002068//Homo sapiens mRNA for KIAA0612 protein, partial cds//8.1e-07:402:61//Hs.1 12499: 
AB014512 

F-HEMBB1 002069 ' ' " 

F-HEMBB1002092//EST//5.le-15:180:75//Hs.127928:AA969239 
F-HEMBB1002094//EST//2.0e-52:264:98//Hs.71 763: AA1 46625: ' 
55 F-HEMBB1 0021 1 5//EST//0.0083:244:64//Hs. 1 25353 :AA877080 ' ' 

F-HEMBB1 0021 34//ESTs//1 .7e-69:398:91//Hs.1 57492: AI361 027 " 
F-HEMBB1002139//ESTs//0.64:145:71//Hs.157821:AI362013r 
F-HEMBB1 0021 42//ESTS//0.01 3:31 1 :59//Hs. 1 50037: AI29221 4 
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F-HEMBB1002152//ESTs//8.4e-12:121 :82//Hs.1 19540:195254 . 
F-HEMBB1002189//EST//0.26:81:70//Hs.147726:Al220208 

F-HEMBB1 0021 90// Alcohol dehydrogenase 2 (class I), beta polypepticle//0.16:608:58//Hs.4:X03350 
F-HEMBB1002193//Human sky mRNA for Sky, complete cds//6.6e-35:1 79:1 00//Hs. 301 :U18934 
5 F-HEMBB1 00221 7//Homo sapiens mRNA for zinc finger protein ip//3.7e-25:405:67//Hs.104115:X52332 

F-HEMBB1 00221 8//EST//0.01 5:241 :61//Hs.1 05298 :AA4898 13 

F-HEMBB1002232//Small inducible cytokine A5 (RANTES)//9.0e-31:365:71//Hs.155464:AF088219 
F-HEMBB1 002247 

F-HEMBB1 002249//Homo sapiens haemopoietic progenitor homeobox HPX42B (H PX42B) mRNA, complete cds// 
10 6.8e-47:418:77//Hs.125231:AF068006 

F-HEMBB1002254//Homo sapiens mRNA for KIAA0594 protein, partial cds//5.0e-47:437:77//Hs. 154872: 
AB011166 

F-HEMBB1002255//ESTs//0.017:255:61//Hs.126786:U74314 " 

F-HEMBB1002266//Homo sapiens retinoblastoma-associated protein HEC mRNA, complete cds//0.17:5ll:57// 
15 Hs.58169:AF017790 

F-HEMBB1002280//EST//4.0e-35:182:98//Hs.127701:AA864998 
F-HEMBB1 002300 

F-HEMBB1002306//Human G protein-coupled receptor (STRL22) mRNA, complete ccls//6.3e-14:228:72//Hs. 
46468:U45984 

20 F-HEMBB1 002327//EST//4.3e-21 :242:75//Hs.72377:AAl 6t083 

F-HEMBB1 002329//ESTS, Weakly Similar to C1 7G1 0.1 [C.eleg'ans]//i.7e-77:399:96//Hs.1 05837:AA536054 
F-HEMBB1002340//INSULIN-DEGRADING ENZYME//1 .0:319:60//HS.1508:M21188 

F-HEMBB1002342//Homo sapiens mRNA for putative thioredoxin-like protein//1.4e-1 55: 724:98//Hs. 42644: 
AJ010841 

25 F-HEMBB1 002358//Deoxythymidylate kinase//1 .1 e-37:1 92:98//Hs.79d06:L1 6991 

F-HEMBB1002359//Human Rev interacting protein Rip-1 mRNA, complete cds//1.7e-06:66:96//Hs.1 54762: 

U00943 ' . 

F-HEMBB1002364//EST//4.7e-16:201:73//Hs.149925:AI288838 

F-HEMBB1002371//EST//2.4e-07:319:61//Hs.136459:AA577796 ' 
30 F-HEMBB1 002381 

F-HEMBB1002383//vasoactive intestinal peptide receptor 2//0. 98: 190: 63//Hs,2 126 :L36566 

F-HEMBB1002387//EST//2.1e-07:253:61//Hs.145993:AI277784 

F-HEMBB1002409//ESTS//1 .4e-1 1 :94:91//Hs.125958:AI206456 

F-HEMBB1002415//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//2.0e-32:371:73//Hs. 
35 1 59897: AB007970 

F-HEMBB1002425//FC fragment of IgA, receptor for//2.7e-32:156:82//Hs.54486:X541 50 
F-HEI^BB1 002442 

F-HEMBB1002453//Human mRNA for KIAA0118 gene, partial 'cds//5.6e-53:461 :77/yHs. 154326:042087 
F-H EMBB1 002457//ESTs//3.4e-25: 1 84:70//Hs. 1 40225: AA7041 01 
40 F-HEMBB1 002458//ESTs//7.0e-1 0:343:62//Hs. 1 6381 6:N7627i^; 

F-HEMBB1002477//Human Grb2-associated binder-1 mRNA. complete cds//6.0e-89:493:92//Hs. 159605:1143885 
F-HEMBB1002489//Homo sapiens 195 kDa comified envelope precursor mRNA, complete cds//0.01 9:228:63// 
HS.74304:AF001691 

F-HEMBB1002492//EST//0.24:149:62//Hs.146790:AI149051 - ^ * ' ' 
45 F-HEMBB1002495//FC fragment of IgE. high affinity I, receptor' for; beta polypeptide//1.3e-22:331:71//Hs.30: 

M89796 

F-HEMBB1002502//ESTs//1.3e-41:380:78//Hs.61199:AA024494 ■ 
F-HEMBB1002509//ESTs//0.017:220:63//Hs.155263:AI273725 
F-HEMBB1 00251 0//ESTs//6.4e-1 02:476:99//Hs.1 52289:AI247354 
50 F-HEMBB1 002520//Human Line-1 repeat mRNA with 2 open reading frames//2.4e-50:580:72//Hs.23094:M1 9503 

F-HEMBB1 002522//EST//0.01 0:1 72:62//Hs.1 47224:AI20571 9 
F-HEMBB1 002531 

F-HEMBB1002534//Small inducible cytokine A5 (RANTES)//3.7e-59:258:88//Hs.155464:AF088219 
F-HEr^BB1002545//ESTs//3.9e-24:181:86//Hs.13753:AI088102 
55 F-HEMBB1 002550//Syntaxin 5A//0.27:354:59//Hs.1 54546 :U26648 

F-HEMBB1 002556//ESTS//1 .7e-33:286:79//Hs. 1 461 73: AA9661 91 
F-HEMBB1 002579//EST//1 .0:77: 6a//Hs.1 47935 :AI250286 
F-HEIVIBB1002582//ESTs//0.00032:178:68//Hs.139163:AA226095 
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F-HEMBB1002590//ESTs//0.64:132:63//Hs.155688:AI003657,., 
F-HEMBB1002596//ESTs//3.4e-19:462:64//Hs.124399:AA832336 

F-HEMBB1002600//Homo sapiens telraspan NET-5 mRNA. complete cds//3.0e-152:710:98//Hs.129826: 

AF089749 ; ■ 

5 F-HEMBB1002601//EST//9.6e-13:368:62//Hs.137080:AA894817 

F-HEMBB1002603//EST//0.10:144:63//Hs.158180:AI367945 . 

F-HEMBB1002607//ESTs//0.024:345:62//Hs.143304:AI084058 

F-HEM BB1 00261 0//EST//2. 1 e-1 4:291 :64//Hs. 1 40573: AA826323 

F-HEMBB1 00261 3//ESTS//1 .96-1 7:1 92:75//Hs. 1 41 1 61 : AA21 0711 
10 F-HEMBB1002614//ESTs//a0048:136:71//Hs.106280:R13901 ' 

F-HEMBB1 00261 7//EST//0.034:320:59//Hs.41 223:H891 27 

F-HEMBBl002623//ESTs//0.88:222:60//Hs.129920:AAl67217 - 

F-HEMBB1002635//Human MAP kinase mRNA. complete cds//3. 1 e-23:1 27: lOO/ZHs. 151 051 :U 07620 

F-HEMBB1002664//EST//0.00013:203:61//Hs.117141 :AA678811 
15 F-HEMBB1002677//ESTs//2.4e-22:439:66//Hs.132046:AA693680 

F-HEMBB1002683//ESTs//0.23:224:61//Hs.128883:AI026679 • • 

F-HEMBB1002684//ESTs//7.2e-09:82:87//Hs.140457:H05124... 

F-HEMBB1002686//EST//0.25:1 89:62//Hs.1 32431 :AA909674 - ' 

F-HEMBB1002692//ESTs//0.00020:162:66//Hs.118180:N68504 
20 F'HEMBB1002697//EST//7.2e-17:219:74//Hs.100459:T61992 ,. , 

F-HEMBB1 002699//Homo sapiens transmembrane activator and CAML interactor (TACI) mRNA, complete cds// 

0.059:297:62//Hs. 158341 :AF023614 

F-HEMBB1002702//ESTs//0.26:284:61//Hs.41250:H89588 ; ; 

F-HEMBB1002705//ESTS. Weakly similar to HYPOTHETICAL'38.5 KD PROTEIN IN SUI2-TDH2 INTERGENIC 
25 REGION [Saccharomyces cerevisiael//0.0048:84:83//Hs.20814':AI242922 

F-HEMBB1 00271 2//ESTS//0. 0025:31 7:58//Hs.7344:AA972729^ 
F-MAMMA1 000009//Human c-yes-1 mRNA//1 .0e-48:447:77//Hs.75680:M1 5990 
F-MAMMA1000019 

F-MAMMA1 000020//EST//2.6e-84:431 :95//Hs. 1 43333:H51 750 
30 F-MAMMA1000025//EST//1 .0:169:59//Hs.130165:AA906945 

F-MAMMA1000043//Human NSCL-1 mRNA sequence//0.94:262:60//Hs.30956:M96739 
F-MAMMA1 000045//ESTS//1 . 78-48:499: 75//HS.1 58469 :AA897461 

F-MAMM A1 000055//ESTS, Highly similar to TESTIN 2 PRECURSOR [Mus musculus]//2.7e-1 8:330 :63//Hs. 59906: 
AA001281 ' 
35 F-MAMMA1 000057//Homo sapiens DNA fragmentation factor 40 kDa subunit (DFF40) mRNA. complete cds//l .2e* 
50:367:75//Hs.133089:AF06401 9 

F-MAMMA1 000069//ESTs//0.58:286:60//Hs. 1 3441 7:AI33684p 

F-MAMMA1000084//Human mRNA for KIAA0033 gene, partial cds//1 .le-48:641 :70//Hs.22271 :D26067 
F-MAMMA1000085//Homo sapiens mRNA for K I AA0602 protein, partial cds//0. 0001 3: 199:69//Hs. 37656: 
40 AB011174 

F-MAMMA1 000092//Homo sapiens telomeric repeat binding factor (TRFI ) mRNA, complete cds//l .2e-52:346:77// 
Hs.90357:U40705 . , 

F-MAMMA1 0001 03//Homo sapiens mRNA for extracellular matrix protein, complete cds//1 .0: 151 :64//Hs.35094: 

AB011792 
45 F-MAMMA1000117 

F-MAMMA1000129//RYANODINE RECEPTOR. SKELETAL MUSCLE//0.0015:492:60//Hs.89631 :U48508 

F-MAMMA1000133//ESTs//1.0:125:67//Hs.118309:AA653402 ' • • 

F-MAMMA1 000134//EST//1 .2e-08:75:92//Hs.1 60674:AI24831 9 - ^ 

F-MAMMA1000139//EST//5.5e-10:139:76//Hs.159121 :AI383843 
50 F-MAMMA1000143//Homo sapiens mRNA for KIAA0685 protein, cortiplete cds//2.2e-26:148:97//Hs.153121: 

AB014585 

F-M AMM A1 0001 55//Homo sapiens homeobox transcription factor barx2 (BARX2) mRNA, complete cds//3.3e-3l : 
21 9:87//Hs.1 29724:AF031 924 

F-MAMM A1 0001 63//ESTs//1 .2e-59:31 7:94//Hs.49559:AA401 050 
55 F-MAMMA1 0001 71//ESTs//1 .7e-09:1 61 :69//Hs.1 1 9070:AA629695 

F-MAMMA1000173//Human drebrin E2 mRNA(DBNI), complete Cds//9.2e-40:686:65//Hs. 89434:01 7530 
F-MAMMA1 0001 75//ESTs//0.65:1 41 :68//Hs.133152:H91 657 

F-MAMMA1000183//Human mRNA for KIAA0065 gene, partial Cds//1 .Oe-92:904:72//Hs.7061 7:031 763 
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F-MAMMA1000198//ESTs//0.0092:235:62//Hs.98783:AI091739 

F-MAMMA1000221//EST//3.3e-16:95:98//Hs.1 28271 :AA973035 

F-MAMMA1 000227//ESTS//0.01 0:268:60//Hs. 1 641 2: AA506926 

F-MAMMA1 000241//ESTS//0. 1 3: 1 40:67//Hs. 1 2328:AI3779 13 
5 F-MAMMA1 000251//EST//3.7e-07:1 1 8:73//Hs.1 531 1 6:AA856873 

F-MAMMA1 000254//ESTs//0.00023:245:59//Hs. 1 5051 3: AI247587 

F-MAMMA1 000257//EST//4.2e-1 0:1 55:74//Hs.1 50409: AI003543 

F-MAMMA1 000264//ESTs//2.0e-1 8:21 7:75//Hs.1 52748:N5301 5 

F-MAMMA1000266//EST//0.14:270:60//Hs.132593:AI031874 , • 
10 F-MAMMA1000270//Human mRNA for KIAA0118 gene, partial cds//2.5e-54:354:87//Hs. 154326:042087 

F-MAMMA1000277//Hyclroxysteroid (11-beta) dehydrogenase 2//1 .0e-07:306:65//Hs.1376:U26726 

F-MAMMA1 000278//ESTs//4.0e-09: 1 97:67//Hs.1 57034: AI347361 , 

F-MAMMA1000279//Complement component 5 receptor 1 (C5a ligand)//8.4e-34:341 :68//Hs.2161 :M62505 
F-MAMMA1 000284 

15 F-MAMMA1000287//Human mRNA for KIAA0118 gene, partial Cds//5.4e-50:245:84//Hs. 154326:042087 

F-MAMMA1 000302//EST//5.3e-40:21 3:98//Hs.1 22363:AA788641 

F-MAMMA1000307//Polycystic kidney disease 1 (autosomal dominant)//0.55:510:57//Hs.75813:L33243 
F-MAMI\/IA1 000309//Apolipoprotein E//9.7e-06:691 :58//Hs.76260:M 12529 
F-MAMMA1 00031 2//EST//0.042:1 83:63//Hs. 1 58928:AI37951 9 • . . . 
20 F-MAMMA1000313 
F-MAMMA1 000331 
F-MAMMA1 000339 

F-MAMMA1000340//ESTS, Highly similar to HYPOTHETICAL 29*4 KO PROTEIN IN STE6-L0S1 INTERGENIC 
REGION [Saccharomyces cerevisiae]//2.9e-11:87:93//Hs.1 3096: AAI 80963 
25 F-MAMMA1 000348//Homo sapiens KIAA0432 mRNA, complete CdS//3.6e-23:270:72//Hs.1 551 74:AB007892 

F-MAMMA1000356//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//3.7e-24:233:72//Hs. 
158095:AB007953 

F-MAMMA1000360//Human Llne-1 repeat mRNA with 2 open reading frames//9.0e-75:498:85//H$.23094:M1 9503 
F-MAMMA1000361//Human mRNA for KIAA0118 gene, partial-cds//9.1e-50:304:85//Hs. 154326:042087 
30 F-MAMMA1000372//EST//1.2e-53:376:86//Hs.144295:AA136569 
F-MAMMA1 000385//ESTS//1 .4e-22:220:76//Hs.1 42552: AA235344 

F-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds//1.2e- 149:710: 
98//Hs.32170:AB015132 

F-MAMMA1000395//Acyl-Coenzyme A dehydrogenase, very long chain//0.74:330:60//Hs.82208:L46590 
35 F-MAMMA1 000402//Human Line-1 repeat mRNA with 2 open reading f rames//2.4e-58:834:68//Hs.23094:M 1 9503 
F-MAMMA1 00041 0//Human NADH:ubiquinone oxidoreductase subunit B13 (B13) mRNA, complete cds//1 .2e-08: 
117:84//Hs.83916:U53468 " 

F-MAMMA1000413//ESTs//3.3e-31:209:88//Hs.146154:AI260725 
F-MAMMA1000414//ESTs//0.82:132:62//Hs.124857:AA687092- ' 
40 F-MAMMA1 00041 6//ESTs. Weakly similar to HYPOTHETICAL:32-O^KO PROTEIN C09F5.2 IN CHROMOSOME 

III [C.elegans]//9.8e-33:267:81//Hs.32370:AA521111 
F-MAMMA1 000421//ESTs//7.3e-33:320:75//Hs.1 21 659:H02532 

F-MAMMA1000422//Homo sapiens protocadherin (PC0H8): mRNA, complete cds//0.98:553:56//Hs. 19492: 
AF061573 

45 F-MAMMA1000423//EST//0.0075:179:63//Hs.162974:AA678459 - ' 

F-MAMMA1000424//ESTS//1 .3e-1 7:313:67//Hs.139858:AI377641 . 

F-MAMMA1000429//Homo sapiens sorting nexin 3 (SNX3)*mRNA, complete cds//5.1e-48:491:72//Hs.12102: 
AF034546 

F-MAMMA1000431//ISLETAMYLOIO POLYPEPTIDE PRECURSOR//5.1e-39:320:81//Hs.51048:X68830 
50 F-MAMMA1000444//Homo sapiens mRNA for KIAA0594 protein, partial cds//9.1e-39:342:78//Hs. 154872: 

AB011166 
F-MAMMA1 000446 

F-MAMMA1 000458//ESTS, Weakly similar to similar to CCAAT/enhancer-binding protein [C.elegans]//5.1 e-08:58: 
93//Hs.9043:W21827 

55 F-MAMMA1000468//Homo sapiens mRNA for 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase, complete 

Cds//0.58:311:63//Hs.66721:O49818 ■ * ' ' !' 

F-MAMMA1000472//ISLET AMYLOID POLYPEPTIDE PRECURSOR//2.1e-44:346:80//Hs.51048:X68830 
F-MAMMA1000478//Homo sapiens PYRIN (MEFV) mRNA, complete cds//0.00 1 7:1 57: 73//Hs. 11 3283 :AF0 18080 
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F-MAMMA1 000483//ISLET AMYLOID POLYPEPTIDE PRECURSOR//4.5e-39:400:75//Hs.51 048:X68830 
F-MAMMA1 000490//ESTs//3.6e-52:331 :88//Hs.1 63686:AA291 948 
F-MAMMA1000500//EST//9.7e-73:346:99//Hs.98812:AA434482 

F-MAMMA1000501//Small inducible cytokine A5 (RANTES)//2.3e-50:325:86//Hs.155464:AF088219 
5 F-MAMMA1 00051 6//Oxytocin receptor//1 .60-29 :660:64//Hs.2820:X64878 

F-MAMMA1 000522//ESTs//2,9e-23:328:70//Hs. 1 251 42:AA421 352 
F-MAMMA1000524//ESTS//1 .18-08:211 :65//Hs.33467:R85497 
F-MAMMA1000559//EST//4.7e-17:207:71//Hs.162733:AA614352 
F-MAMMA1 000565 

10 F-MAMMA1000567//Homo sapiens haemopoletic progenitor homeobox HPX42B (HPX42B) mRNA, complete 

cds//5.8e-51:404:80//Hs.1 25231 :AF068006 .. . 

F-MAMMA1000576//ESTs//3.8e-32:236:74//Hs.140039:AA047045 
F-MAMMA1 000583//ESTS//0.00099: 1 23:70//Hs. 1 351 73:AI276780 

F-MAMMA1000585//Honfio sapiens class-l MHC-restricted Tcell associated molecule (CRTAM) mRNA, complete 
IS cds//8.8e-45:390:78//Hs.159523:AF001622 

F-MAMMA1 000594//ESTs//8.3e-42:322:81//Hs.1 61 660:AA1 67744 

F-MAMMA1000597//Homo sapiens KIAA0426 mRNA. complete cds//2.6e-37:592:68//Hs. 97476 :AB007886 
F-MAMMA1000605//Homo sapiens 4F5S mRNA, complete cds//5.1e-26:228:73//Hs.32567:AF073519 
F-MAI\/iMA1 00061 2//Homo sapiens Gx protein (GX) mRNA. complete cds//0.00091 :300:60//Hs.29207:AF071494 
20 F-MAMMA1000616//ESTs//0.41:373:59//Hs.130699:AA621478 
F-MAMMA1000621//EST//0.027:146:62//Hs.148305:AA909605 
F-MAMMA1 000623 

F-MAMMA1000625//Homo sapiens ES/130 mRNA, complete cds//0:89:428:56//Hs.98614:AF006751 
F-MAMMA1000643//Homo sapiens nephrocystin (NPHP1) mRNA, partial cds//0,092:365:59//Hs.75474: 
25 AF023674 

F-MAMMA1000664//ESTs//7.6e-07:259:64//Hs.140622:AA844353 

F-MAMMA1000669//Human kpni repeat mrna (cdna clone i5cd-kpni-4),3' end//9.0e-30:531:64//Hs.139107: 
K00629 

F-MAMMA1 000670//ESTs//6.6e-83:389: 1 00//HS.1 48595: AI244490 
30 F-MAMMA1000672//Homo sapiens CAGH32 mRNA. partial cds//0. 17:1 09:73//Hs.4316:U80743 

F-MAMMA1 000684//Homo sapiens forkhead protein FREAC-2 mRNA, complete cds//3.3e-07:249:62//Hs.4448l : 

U 13220 ^ 

F-MAMMA1 000696//lnter1eukin 1 0//5.6e-47:355:82//Hs.21 80:M57627 

F-MAMMA1 000707//ESTS//1 .4e-09:225:65//Hs.138722:N51 p8i;,p';. 
35 F-MAMMA1 00071 3//Acetylcholinesterase {I4-E5 doman} [human; tumor cell lines, Genomic, 847 nt]//0.1 6:84:72// 

Hs.157124:S71129 . ' " 

F-MAMMAI 00071 4//Human clone 23947 mRNA. partial cds//0,97:'263:6//Hs.27414:U79275 

F-MAMMA1 00071 8//ESTS. Weakly similar to putative p150 [H.sapiensi//5.be-07:210:66//Hs.71148:AA854648 

F-MAMMAI 000720//ESTS//1 .46-50:301 :83//Hs.138852:A/K284247 ' 
40 F-MAMMAI 000723//ESTS. Weakly Similar to 0RF2-llke protein [H.saplens]//8.1e-22:288:72//Hs. 114685: 

AA700024 '^^ 

F-MAMMAI 000731//Homo sapiens CHD1 mRNA, complete CCla//1.5e-23:292:66//Hs.22670:AF00651 3 
F-MAMMAI 000732//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//4.8e-40:288:78//Hs. 
158095:AB007953 

45 F-MAMMAI 000733//R AS GTPASE-ACTIVATING-LIKE PRdTEIN^iOGAP1//0.25:467:58//Hs.1742:L33075 

F-MAMMAI 000734//Homo sapiens SEC63 (SEC63) mRNA,' complete CdS//2.3e-169:802:98//Hs.31575: 
AF100141 

F-MAMMAI 000738//EST//1.0:149:63//Hs.1 36928: AA81 2580 v ! . 

F-MAMMAI 000744//Homo sapiens mRNA for KI/KA0575 protein, corhplete Cds//3.3e-51:323:88//Hs.1 53468: 
50 AB011147 , \ 

F-MAMMAI 000746//ESTs//2.3e-42:409:76//Hs.61 1 99: AA024494 ■ 

F-MAMMAI 000752//EST, Weakly similar to putative p150 [H.sapiens]//1 .1e-14:285:68//Hs.162011:AA513663 
F-MAMMAI 000760//Myelin oligodendrocyte glycoprotein, {alternative products}//6.2e-47:341 ;82//Hs.53217: 
Z48051 

55 F-MAMMAI 000761//ESTS, Moderately similar to IMI ALU S.UBFAMILY SX WARNING ENTRY llll [H.sapiens]// 

9.8e-19:131:76//Hs.118972:AA761369 ' ••.! 

F-MAMMAI 000775//EST//6.9e-32:424:69//Hs.44554:N34288 * 
F-MAMMA1000776//ESTs//5.5e-43:154:84//Hs.141 581 :AA315361 : 
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F-MAMM A1 000778//EST//4.4e-28:226:80//Hs. 1 28952: AA9841 1 4 
F-MAMM A1 000782//ESTs//0.35:270:60//Hs.291 53:AA551 1 37 ' 

F-MAMMA1000798//Homo sapiens clone 24407 mRNA sequence//1.6e-23:531:65//Hs.12432:AF070575 
F-MAMMAl000802//ESTs//3.1e-67:340:97//Hs. 126081 :AA459849 ; 
5 F-MAMMA1000824//ESTs//0.98:44:90//Hs.42802:N20130 

F-MAMMA1000831//ESTS//0.0081:194:60//HS.150400:AI298089 

F-MAMMA1000839//Small inducible cytol^lne A5 (RANTES)y/4;7e48:241 :74//Hs.1 55464: AF0882 19 
F-MAMMA1 000841 

F-MAMMA1000842//Human monocytic leukaemia zinc finger protein (MOZ) mRNA, complete cdsZ/0. 18:483:59// 
10 HS.82210:U47742 ; 

F-IVIAMMA1000843//EST//0.34:113:68//HS.58415:W74696 
F-MAMMA1 000845//EST//2.9e-06:56:80//Hs.1 23243:AA804877 ' 
F-MAMMA1 000851//EST//0.78:1 03:65//Hs. 1 35656:AA907022 
F-MAMMA1 000855 

15 F-MAMMA1 000856//Homo sapiens preprocathepsln P mRNA,* partial Cds//0.1 4:320:59//Hs.71 388: AF032906 

F-MAMMA1 000859//SOX-3 PROTEIN//0.01 4:474:57//Hs.1 57429:X71 135 
F-MAMMA1000862//EST//1 .0:92:66//Hs.157599:A1357342 

F-MAMMA1000863//ELK1 . member of ETS oncogene family//1 .2e-30:214:75//Hs.116549:AL009172 
F-MAMMA1000865//ESTs//0.99:127:66//Hs.125230:AA873812 
20 F-MAMMA1000867//EST//0.027:236:60//Hs.147156:AI191777 ^ . 

F-MAMMA1000875//Human mRNA for KIAA0269 gene, complete cds//0.96:245:59//Hs. 75850 :D87459 
F-MAMMA1 000876//ESTS//1 .5e-39:1 92;90//Hs.1 32020:AA7041 47 

F-MAMMA1000877//ESTS. Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .4e-91: 
484:94//Hs.1 38938 :AA01 2894 
25 F-MAMMA1000880//EST//0.014:142:66//Hs.137044:AA878812 
F-MAMMA1000883//EST//1 .0:166:62//Hs.126352:AA894465 \ 

F-MAMMA1000897//H .sapiens mRNA for inter-alpha-trypsin inhibitor heavy chain H3//2.6e-06:211 :63//Hs.76716: 
X67055 

F-MAMMA1 000905//Cartilage matrix protein//0.97: 1 90:64//Hs. 1 50366: M55683 
30 F-MAMMA1000906//ESTs//3.0e-07:145:72//Hs.133556:AA702506. 

F-MAMMA1000908//ESTs//1.1e-70:484:84//Hs.142497:AAf89b8i , V 
F-MAMMA1 00091 4//Angiopoietin 1//0.14:450:59//Hs.2463:D13628 
F-MAMMA1000921//ESTs//6.8e-96:448:99//Hs.135721:AI125239 

F-MAMMA1000931//CD4 receptor {exons 1 and 2} [human/T-lymphocyte. mRNA. 3429 nt]//1.0e-25:312:66//Hs. 
35 116007:379267 

F-MAMMA1000940//EST//2.9e-42:209:76//Hs.140567:AA825968 

F-MAMMA1000941//Dlhydrolipoamide branched chain transacylase'(E2 component of branched chain keto acid 
dehydrogenase complex)//1 .8e-38:395:71//Hs.89479:X66785 ' " 
F-MAMMA1 000942//ESTS//1 .9e-1 9:252:71//Hs.1 41 575:AA21 1 734 
40 F-MAMMA1 000943//Human mRNA for KIAA0305 gene, complete cds//0. 077: 236 :63//Hs. 83790 :AB002303 

F-MAMMA1000956//Homo sapiens hRVPI mRNA for RVP1 , complete cds//8.8e-33:566:64//Hs.25640:AB00071 4 
F-MAMIVIA1000957//ESTs//1.0:177:59//Hs.149864:N80474 . - 

F-MAIVIMA1000962//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//1.1e-56:3 10:85// 

Hs.129735:AF010144 
45 F-MAMMA1000968//ESTs//9.2e-18:128:89//Hs.163980:AA7158'l4 

F-MAIVIMA1000975//ESTs//3.8e-08:219:66//Hs.110937:AA137096 

F-IVIAMMA1000979//EST//0.00022:155:65//Hs.101379:Z39802 ■ ' 

F-MAMMA1000987//EST//1 .1e-48:373:81//Hs.139034:W27062 " 

F-MAMMA1 000998//EST//2.0e-07:356:62//Hs. 1 32467: AA922007 
50 F-MAMMA1 001 003//ESTs//0.47:1 29:67//Hs.l 6401 6:AI003724 ;;; • 

F-MAMMA1001008//ESTs//1.9e-17:153:82//Hs.141161 :AA210711 

F-MAMMA1 001 021//Homo sapiens beta-dystrobrevln (BDTfsi):cn'RNA, complete cds//4.7e-1 7:1 00:1 00//Hs.1 3451 : 
Y15718 't*'- 
F-MAMMA1001024//ESTs//0.97:251:62//Hs.59389:R93968' 5 ' 
55 F-MAMMA1 001 030//Homo sapiens orphan G protein-coupled receptor HG38 mRNA, complete cds//3.6e-32:753: 

61//Hs.98384:AF062006 ' ' ^ ' " ; • 

F-MAMMA1 001 035//ESTs//6.9e-28:268:77//Hs.139536:AA1 80857 . ' 
F-MAMMA1001038 
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F-MAMMA1 001 041//ALPHA-ACTININ 1 , CYTOSKELETAL IS0F0RM//2.7e-1 0:357:65//Hs.11 9000:M951 78 
F-MAMMA1 001 050//EST//1 .8e-29:321 :74//Hs. 1 61 240:AI41 9882 

F-MAMMA1001059//ESTS, Weakly similar to protein synthesis initiation factor 4A-II homolog//7.9e-87:415:99//Hs. 
135623:AA134719 ]' 
5 F-MAIVIM A1 001 067//EST//0.30:166:60//Hs.1 48441 :AI1 98503 ; 

F-MAMMA1 001 073//ESTS//1 .0e-98:476:98//Hs. 98321 :AA455585: ■ 
F-M AMMA1 001 074//ESTs//1 . 69-82:396 :98//Hs.1 1 8923: AA2521 ;l 6 

F-MAMMA1001075//Homo sapiens (clone F4) transmembrane protein mRNA sequence//3.7e-29:559:65//Hs. 
135251:109749 

10 F-MAMMA1001078//Human Line-1 repeat mRNA with 2 open reading frames//2.7e-99:689:83//Hs.23094:IVI1 9503 

F-IV)AMMA1001080//IG ALPHA-2 CHAIN C REGION//5.8e-43:319:81//Hs.32225:AF067420 
F-MAMMA1 001 082//ESTs//6.2e-28:275:77//Hs.1 52685:AA613896 . . 

F-MAMMA1001091//Homo sapiens mRNA for KIAA0711 protein, complete cds//0.0081 :586:57//Hs.5333: 
AB018254 

15 F-MAMMA1001092//Human kpnl repeat mma (cdna clone pcd-kpni-8), 3' end//5.1e-24:328:72//Hs. 103948: 

K00627 

F-MAMMA1001105//Homo sapiens OVO-like 1 binding protein (0V0L1) mRNA. complete cds//2.1e-24:507:66// 
Hs.97905;AF016045 

F-MAMMA1001110//Human mRNA for KIAA0125 gene, complete cds//0.94:448:57//Hs.38365:D50915 
20 F-MAMMA1001126//Small inducible cytokine A5 (RANTES)//4.6e-18:123:85//Hs.155464:AF088219 

F-MAMMA1001133 

F-MAMMA1001139 \ 
F-MAMMA1001143//ESTs//2.6e-18:121:82//Hs.135117:AI091534 • • 

F-MAMMA1001145//ESTs//1.5e-36:442:69//Hs.124712:H90217 
25 F-MAMMA1001154//EST//0.054:208:61//Hs.162088:AA505741 

F-MAMMA1001161//Homo sapiens mRNA for KIAA0575.,protein. complete cds//6.6e-38:337:77//Hs. 153468: 
AB011147 

F-MAMMA1 001 1 62//EST//4.7e-1 6:11 7:90//Hs.1 30894:AI01 42^9' 
F-MAMMA1001181 

30 F-MAMMA1001186//Human macrophage-derived chemokine precurkor (MDC) mRNA, complete cds//6.5e-47: 
313:81//Hs.97203:U83171 

F-MAMMA1001191//ESTs//5.8e-34:197:94//Hs.121575:AA758083' ^ 
F-MAMMA1001198 

F-MAMMA1001202//ESTS//1 .56-37:21 0:83//Hs79788:AA527348-:' : . 
35 F-MAMMA1001203//ESTs//1.2e-29:199:76//Hs.141605:H92974 

F-MAMMA1001206//ESTS. Weakly similar to !!!! ALU SUBFAIVIILY.J WARNING ENTRY III! [H.sapiens]//5.5e-25: 
275:75//Hs.1 05292:AA504776 

F-MAMMA1 001 21 5//ESTs//1.9e-06:300:63//Hs.1 13566:103200 

F-MAMMA1001220//Human mRNA for KIAA0118 gene, partial cds//2.7e-53:367:84//Hs.1 54326:042087 
40 F-MAMMA1001222//Homo sapiens mRNA for KIAA0634 protein, partial cds//1 .8e-05:435:59//Hs.30898: 

AB014534 

F-MAMMA1001243//ESTs//5.2e-19:118:94//Hs.122830:AA765587' 
F-MAMMA1001244 

F-MAMMA1001249//ESTs//1.3e-89:420:99//Hs.147744:AI220476/ 

45 F-MAMMA1001256//ESTs//2.1e-34:282:80//Hs.46158:AI16dl2l' 

F-MAMMA1001259//ESTs//2.9e-07:68:95//Hs.6193:AA045149 . ... . 

F-MAMMA1001260//Homo sapiens mRNA for KIAAO661' protein, complete cds//2.8e-41 :659:64//Hs.65238: 
AB014561 ^ J j, . 

F-MAMMAl00l26a//Human Line-1 repeat mRNA with 2 open reading frames//l .70-33:336:74//^^ 
50 F-MAMMA1001271//Homo sapiens CAGH3 mRNA, complete cds//3.4e-06:487:59//Hs.21 858:U80747 

F-MAMMA1001274//Human mRNA for KIAA0080 gene, partial cds//5,1e-62:396:76//Hs.74554:D38522 
F-MAMMA1001280//ESTs//7.3e-14:273:67//Hs.126503:AA9i3832; : , . 

F-MAMMA1001292//Human mRNA for K1AA0176 gene, partial cds//5.6e-54:616:71//Hs.4935:D79998 
F-MAMMA1 001 296//ESTs//4.8e-34:1 36: 85//HS 70279: AA757426- - . . 
55 F-MAMMA1001298//ESTs//0.021:73:80//Hs.114233:N91305 ^ 

F-MAMMA1001305//Human DMA sequence from PAC 127B20 on chromosome 22qll.2-qter, contains gene for 
GTPase-activating protein similar to rhoGAP protein, ribosomal protein L6 pseudogene, ESTs and CA repeat// 
1.9e-58:295:97//Hs.1 02336:283838 , 
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F-MAMMA1 001 322//ESTs//9.4e-1 8:221 :74//Hs.1 39 1 32:AA21 1 087 

F-MAMMA1001324//Human endogenous retrovirus pHE.1 (ERV9)//6.7e-75:745:73//Hs.93174:X57147 

F-MAMMA1001330//ESTs//2.6e-26:169:91//Hs.4209:AA2058b6* 

F-MAMMA1001341//ESTs//0.l0:267:62//Hs.155922:AI147197 
5 F-l\/IAMMA1001343//ESTs//0.0024:323:62//Hs.119238:AA476267^ ' 

F-MAMMA1001346//Homo sapiens mRNA for KIAA0715 protein, partial cds//0.94:89:75//Hs.109358:AB018258 

F-MAMMA1001383//Putative mismatch repair/binding protein hMSHi3//7.3e-49:273:80//Hs.42674:U61 981 

F-MAMMA100138a//INSULIN-LlKE GROWTH FACTOR BINDING PROTEIN COMPLEX ACID LABILE CHAIN 

PRECURSOR//4.6e-09:415:58//Hs.839:M86826 
10 F-MAMMA1001397//Prostag!andln 12 (prostacyclin) synthase //1 .3e-26:358:67//Hs. 6 1333:083402 

F-MAMMA1001408//ESTs//7.2e-06:123:72//Hs.26753:R60763 

F-MAMMA1001411//Autosomal dominant polycystic kidney disease type ll//1.0:l76:64//Hs.82001 :U50928 
F-MAMMA1001419//Homo sapiens KIAA0395 mRNA. partial cds//4.1e-45:409:80//Hs.43681:AL022394 
F-MAMMA1001420//Homo sapiens mRNA for alpha(1 ,2)fucosyltransferase. complete cds//0.00042:l25:75//Hs. 
15 46328:087942 

F-MAMMA1001435//Human HsLIM15 mRNA for HsLlmlS. complete cds//8.2e-43:543:71//Hs.37181 :D64108 
F-MAMMA1001442//ESTs//7.9e-15:103:92//Hs.25780:R51321 
F-MAMMA1001446//ESTs//3.5e-44:292:73//Hs.111583:AA463590 
F-MAMMA1001452//ESTs//0.73:152:65//Hs.163766:AI424040 . 
20 F-MAMMA1 001465//ESTS//1 .Oe-1 5:201 :75//Hs.8836:AA1 81 053 

F-MAMMA1001476//Human mRNA for 5'-terminal region, of UMK, complete cds//2.0e-24:273:72//Hs. 75939: 
D78335 

F-MAMMA1001487//ESTS, Weakly similar to 0RF2-like, protein [H,sapiens]//3.2e-25:397:68//Hs.116874: 
AA524909 ; : i' ' 

25 F-MAMMA1001501//CALPAIN 1 . LARGE//3.1 e-53:438:81//Hs!2575:X04366 

F-MAMMA1 001 502//Human pi 20E4F transcription factor mRNA, complete cds//0.99:258:61//Hs.154196:U87269 
F-MAMMA1001510//ESTs//8.7e-09:380:61//Hs.118701:AA420795 . 
F-MAMMA1 001 522//ESTS//7.1 e-44:321 :80//Hs.1 201 70:AI01 8506 
F-MAMMA1001547 

30 F-MAMMA1001551//Homo sapiens mRNA for KIAA0462 protein, partial cds//7.5e-1 30:61 4:98//Hs.1 29937: 

AB007931 : 

F-MAMMA1001575//ESTS, Weakly similar to zinc finger protein C2H2-1 71 [H.sapiens]//0.71:181:62//Hs.118866: 
AI017072 

F-MAMMA1 001 576//rubulin, gamma polypeptide//5.7e-97:529:'91//Hs. 1 50785:M61 764 
35 F-MAMMA1 001 590//EST//1.7e-13:94:92//Hs.95900:AA1 60339 

F-MAMMA1 001 600//EST/1 .0e-08:81 :87//Hs. 1 49220: AI2471 32 
F-MAMMA1 001 604//EST//0.0070:1 57:62//Hs. 1 6251 6: AA583375 

F-MAMMA1001606//Human clone 23627 mRNA, complete cds//0.64:336:5a//Hs.23642:U79266 
F-MAMMA1 001 620//ESTs//6.8e-1 6:99:79//Hs.1 64052:AA8361 52 • 

40 F-MAMMA1001627//Pregnancy-associated plasma protein A//0. 27: 379 :58//Hs.1 58229 :U28727 

F-MAMMA1001630//Human DMA sequence from clone 71 LI 6 on chromosome Xpll. Contains a probable Zinc 
Finger protein (pseudo)gene. an unknown putative gene, a pseudogene with high similarity to part of antigen Kl- 
67. a putative Chondroitin 6-Sulfotransferase LIKE gene and a KIAA0267 LIKE putative Na(4-)/H(4-) exchanger 
protein gene. Contains a predicted CpG island, ESTs, STSs and GSSs and genomic markers DXS1003 and 

45 DXS1055//1 .4e-40:447:73//Hs.154353:AL022165 X 

F-MAMMA1001633//Human zinc finger protein (LD5-1) mRNA-,:complete cds//3,6e-44:611 :67//Hs.57679:U57796 
F-MAMMA1001635 

F-MAMMA1001649//ESTs//1.4e-47:238:99//Hs.124063:T75524n ", ' 

F-MAMMA1 001 654//Homo sapiens retinal rod Na-Ca+K exchanger (NCKXI ) mRNA, complete cds//0.00069:l40: 
50 68//Hs.59829:AB014602 

F-MAMMA1001663//Homo sapiens mRNA for KIAA0448 protein, complete cds//0.015:135:71//Hs.27349: 
AB007917 V ' ' 

F-MAMMA1001670//ESTS, Highly similar to 52 KD RO PROTEIN [Homo sapiensl//0.064:472:60//Hs.110819: 
AI027548 
55 F-MAMMA1001671 

F-MAMMA1001679//ESTs//0.94:55:83//Hs.152506:AA573317.', ' 
F-MAMMA1001683//ESTs//1.6e-92:480:96//Hs.118496:AAb36889 ; 
F-M AMM A1 001 686//ESTS//0.000 19:171 :66//Hs. 1 40402: Al 1 38765' 
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F-MAMMA1001692^/ESTs//0.97:104:70//Hs.27596:AI188549 '' ; ;^ 

F-MAMMA1001711//Human G protein-coupled receptor (STRL22) mRNA, complete ccls//8.0e-45:323:83//Hs. 
46468:U45984 

F-MAMMA1 001 71 5//ESTs//1 .36-1 4:1 88:72//Hs.1 3081 5:AA936548 
5 F-MAMMA1 001 730//ESTs//0.048: 1 98:65//Hs. 1 1 641 2:AA506926 . 

F-MAMMA1001735//Human beta-tubulin class III isotype (beta-3) mRNA. complete ccls//1.5e-111:725:84//Hs. 
159154:U47634 

F-MAMMA1 001 740//EST//0.77:1 1 9:65//Hs.1 481 40:AA887098 / 

F-MAMMA1001743//EST$//6.5e-27:195:72//H$.163688:H48768 
10 F-MAMMA1 001 744//EST//0.0001 9: 1 34:70//Hs. 1 46863: A! 1 61 245 

F-MAMMA1 001 745//Human Line-1 repeat mRNA with 2 open reading frames//4.7e-67:822:69//Hs. 23094: Ml 9503 

F-MAMMA1001751//Homo sapiens two P domain potassium channel subunit (H0H01) mRNA, complete cds// 

1.0e-36:583:65//Hs.79351:U33632 ' ^ 

F-MAMMA1 001 754//ESTs//5. 1 e-97:456:99//Hs.1 57928: AA775iB22. . 
15 F-MAMMA1001757//EST//0.042:177:63//Hs.144436:R07109 

F-MAMMA1001760//Homo sapiens RET finger protein-like 1'antisense transcript, partial//6.6e-41 :309:84//Hs. 

102576:AJ010230 W . . : 

F-MAMMA1001764//ESTs//0.057:290:60//Hs,68647:AA524072j: /.^ 

F-MAIVIMA1001768//Human transcription factor, forkhead related activator 4 (FREAC-4) mRNA, complete cds// 
20 2.2e-05:504:60//Hs.96028:AF042832 

F-MAMMA1001769//Homo sapiens PYRIN (MEFV) mRNA, complete cdS//1.1e-85: 686 :79//Hs. 11 3283 :AF01 8080 

F-MAMMA1001771//Human semaphorin III family homolog mRNA/ complete cds//0. 00071 :392:60//Hs. 32981: 

U38276 :.' ; 

F-MAMMAl001783//ESTs//8.8e-23:206:79//Hs.142524:H02940 ' 
25 F-MAMMA1001785//ESTs//1.3e-52:270:97//Hs.61809:AA503549;; 

F-MAMMA1001788//Human kpni repeat mma (cdna clone 'pccl-kpni-8). 3' end//6.7e-21:212:77//Hs.1 03948: 

K00627 

F-MAMMA1001790//Homo sapiens KIAA0409 mRNA, partial Cds//2.2e-06:139:72//Hs.5158:AB007869 
F-M AMMAI 001 806//ESTs//6.4e-44:373:79//Hs.1 05665:H78987 
30 F-MAMMA1001812//ESTs//4.8e-83:407:97//Hs.98613:D83884 . 

F-MAIVIMA1 001 81 5//EST//2. 1 e-56:374:85//Hs. 1 41 488:N47096 
F-MAIVlMA1001817//EST//8.6e-39:336:78//Hs.162236:AA551582; , ; 
F-MAIVIMA1 001 81 8//EST//0.32:375:58//Hs.72729:AA1 67589 

F-MAMMA1 001820//Homo sapiens cytokine-IIke factor-1 precursor (CLF-1 ) mRNA, complete cds//0.082: 153:66// 
35 Hs.114948:AF059293 

F-MAMMA1 001 824//ESTV/0.001 3:1 95:63A^HS.1 29275:AA99[2742 1: 
F-MAMMA1001836//ESTs//7.4e-52:283:95//Hs.92290:R7869V4j': - 

F-MAMMA1001837/Homo sapiens mRNA for zinc finger protdirt FPM315, complete cds//2.0e-29:64l:62//Hs. 
56808:088827 ^ • . 

40 F-MAIVIMA1001848//ESTs//3.5e-53:264:99//Hs.116430:AA6i4665 - ... „ 

F-IS/IAMMA1001851//ESTs//0.00050:251:64//Hs.l63776:A!393028 • 
F-IVIAMMA1001854 

F-IVIAMMA1001858//EST//1.0:113:6a//Hs.132482:AA922218 ''1 ; * ' 
F-MAMMA1001864//EST//1.3e-06:399:60//Hs.161500:N6866d^'" : 
45 F-MAMMAiooi868//Homo Sapiens nuclear receptor co-repressor N-CoR mRNA, complete cds//0.084:672:58// 

Hs.152455:AF044209 

F-MAIVIM A1 001 874//ESTs//0.97:292:58//Hs.24553:Ai150687 " * ... 

F-MAMMA1001878 ' 

F-MAMMA1 001 880//ESTs//9.2e-09:277:62//Hs.1 5776:T91 944 
50 F-M AMMA1 001 890//EST//1 .7e-85:440:97//Hs. 1 28842: AA977576 

F-M AMMA1 001 907//EST//2.7e-26:294:74//Hs.98794: AA434078 

F-MAMMA10019a8//ESTs//3.2e-109:505:100//Hs.146145:AI391521 

F-MAMMA1 001 931//ESTS//1 .0:1 08:67//Hs.1 26624:AA768874 

F-MAIVIMA1001956//Apolipoprotein E//1 .0:322:59//Hs.76260:l&l12529 
55 F-MA1VIMA1 001 963//ESTs//0.84:320:60//Hs,6523:A/(21 8859 . ^ 

F-MAMMA1001969//Homo sapiens clone 23892 mRNA sequenbe//3.6e-79:423:81//Hs.91916:AF035317 

F-MAMMA1001970//Oxytocin receptor//9.7e-31 :626:64//Hs^.2820:X64878 

F-MAMMA1001992//EST, Weakly similar to reverse transcriptase [H.sapiensl//7.9e-09:150:72//Hs.1 18222: 
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N91115 : : ' 

F-MAMMA1 002009//ESTs//2.2e-1 8:234:69//Hs.21 978:AA00*9633 
F-MAMMA1002011//ESTs//0.91:276:59//Hs.141196:AA704826 
F-MAMMA1002032//ESTs//7.8e-40:344:77//Hs.141658:N77915 > 
5 F-MAMMA1 002033//ESTs//2.5e-30:293:76//Hs.1 391 58:AA2261 59 

F-MAMMA1002041//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//1 .2e-54:455:70//Hs. 
1 58095: AB007953 

F-MAMMA1002042//ESTs//1.4e-20:199:79//Hs.140913:R44580 
F-MAMM A1 002047//EST//4.2e-1 4:1 70:75//Hs. 1 24348 :AA830225 
10 F-MAMMA1 002056//EST//2. 1 e-49:41 4:80//Hs. 1 62335:AA564256 ' ■ 

F-MAMMA1 002058//EST//4.7e-26:268:78//Hs.1 40520: AA809305 

F-MAMMA1 002068//Human Line-1 repeat mRNA with 2 open reading frames//8.5e-36:382:75//Hs.23094:M1 9503 
F-MAMIVIA1 002078 

F-MAMMA1 002082 V : y 

15 F-MAMMA1002084//EST//0.37:351:59//HS.46576:N46012 . \:'-J 

F-MAMIVIA1002093//Homo sapiens mRNA for ATP-dependent RNA helicase, partlal//0.54:388:57//Hs.99423: 
AJ010840 

F-MAMMA1002108//Loricrin//0.00066:410:56//Hs.155657:M61120 . 

F-MAMMA1 0021 18//EST//0.50:202:64//Hs.1 26872: AA932932 
20 F-MAMI\/IA1002125//Small inducible cytokine A5 (RANTES)//2^eT39:272:86//Hs.155464:AF088219 

F-MAMIVIA1 0021 32//EST//6.4e-05:245:60//Hs.1 49361 :AI272963 . , / 

F-MAMMA1002140//ESTs//5.8e-33:212:77//Hs.141203:H52638 . * 

F-MAMI\/IA1 0021 43//SERUM PROTEIN IS4SE55//1 .9e-1 2: 1 92:70//Hs'.1 481 01 :M88338 

F-MAMMA1002145//EST//0.12:204:60//Hs.160983:AI392837';' . 
25 F-MAMMA1002153 

F-MAMMA1002155//ESTS, Weakly similar to p40 [H.sapiens]//3.6e-67:335:97//Hs.88424:AA281385 

F-MAMMA1002156//lntegrin. beta 3 (platelet glycoprotein Ilia, antigen CD61)//0.99:3l0:58//Hs.87149:M35999 

F-MAMMA1 0021 5a//EST//0.01 5:278:5a//Hs. 1 62666:AA6051 96 . 

F-MAMMA1002170//40S RIBOSOMAL PROTEIN S2//6.9e-82':573:82//H$.119389:X17206 
30 F-MAMMA1002174//Human N0F1 mRNA, complete cds//2.2e-42:375:78//Hs.75859:U39400 

F-MAMMA1 0021 98//H .sapiens mRNA for thiol-specific antidxidant//3.3e-36:1 21 :98//Hs. 146354:222548 
F-MAMMA1 002209//ESTS//1 .1 e-84:409:98//Hs.1 39235:AA278362 
F-MAMM A1 00221 5//Loricrin//0.0024:369:57//Hs.155657:M611 20.., 

F-MAMMA1 00221 9//ESTS. Weakly similar to coded for by C: elegaiiscDNAyk52b10.3 [C.elegansl//9.5e-41 :202: 
35 100//Hs.118849:AA215645 '\ .'h v ' 

F-MAMM A1 002230//ESTsyy0.92:253:60//Hs.4222:AI024063-^ i , V 

F-MAMMA1002236//ESTS, Moderately Similar to initiation factor elF-2B gamma subunit [R.norvegicus]//4.6e-69: 
344:90//Hs.76822:AI359536 

F-MAMMA1002243//Homo sapiens serine threonine kinase'11'(STK11) mRNA, complete cds//0.99:454:56//Hs. 
40 122755:AF032986 L 

F-MAMMA1002250//Human involucrin mRNA//0.0037:396:62//Hs.157091:M13903 
F-MAMMA1002267//ESTs//2.0e-12:296:62//Hs.155686:AI308841 V : ' 

F-MAMMA1002268//Human N-type calcium channel alpha-1 subunit mRNA, complete cds//1.2e-06:427:61//Hs. 
69949:M94172 
45 F-MAMMA1 002269 

F-MAMMA1 002282//ESTs//5.9e-65:342:95//Hs.1 3962:17271 5 ■ 
F-MAMMA1002292//EST//0.0050:346:58//Hs.97639:AA398440 

F-MAMMA1 002293//Homo sapiens DNA fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds//2.8e- 
60:387:75//Hs.133089:AF06401 9 
50 F-MAMMA1002294//Human growth/differentiation factor 1 (GDF-I)^ mRNA, complete cds//4.3e-07:349:64//Hs. 

92614:M62302 ■ . ' ' 

F-MAMMA1002297//EST//0.98:98:68//Hs.148207:AA897460 - 

F-MAMMA1002298//Paired basic amino acid cleaving system '4//d. 0061 :471 :57//Hs.77234:AB001 914 
F-MAMMA1002299//ESTs//1.0:162:68//Hs.134132:AA205935 
55 F-MAMMA1002308//ESTS. Weakly similar to !!!! ALU SUBFAMILY^ WARNING ENTRY !!!! [H.sapiens]//6.9e-41 : 

293:83//Hs.105292:AA504776 ' 

F-MAMMA1 00231 0//Homo sapiens serine protease-like prote8ise.(nes1) mRNA, complete cds//0.0037: 173:67// 
Hs.69423:AF055481 , ! 
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F-MAMMA1 00231 1//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//1.8e-41:473:65//Hs. 
92381 :AB007956 

F-MAMMA1 00231 2//ESTs//0.0017:279:60//Hs.163773:AA866j291 
F-MAMMA1002317//ESTS//1 .0:131 :64//Hs.66075:F08908 
5 F-MAMMA1 00231 9//Homo sapiens clone 24566 mRNA sequence//1.2e-28:410:68//Hs.1 33342: AF070536 

F-MAMMA1 002322//ESTS//1 .2e-47:356:82//Hs.1 5241 3:AA78051 5 

F-MAMMA1 002329//Homo sapiens clone 24444 RaP2 interacting protein 8 (RPIP8) mRNA, complete cds//0.0079: 
1 43:67//Hs.6755: AF055026 

F-I\^AMMA1002332//Human kpni repeat mrna (cdna clone pcd-kpni-8), 3' end//1.2e-26:342:72//Hs. 103948: 
10 K00627 

F-MAMMA1002333//Homo sapiens mRNA for KIAA0711 protein, complete cds//6.8e-07:669:58//Hs.5333: 
AB018254 

F-MAMMA1 002339//H .sapiens mRNA for retrotransposon//3.2e-40:348:73//Hs.6940:Z48633 
F-MAMMA1002347//EST, Moderately similar to III! ALU SUBFAMILY J WARNING ENTRY ill! [H.sapiens]//3.9e- 
15 14:146:81//Hs.163073:R02591 

F.MAMMA1002351//ESTS//1 .20-74:371 :96//Hs.111429:W28907 . . 

F-MAMMA1002352//EST//1.7e-09:198:68//Hs.149218:AI247086' 
F-MAMMA1 002353//ESTs//7.4e-1 5:1 63:77//Hs.1 57253:AI357539 . 

F-MAMMA1002355//Homo sapiens KIAA0441 mRNA, compIete.cds//77e-47:307:78//Hs.32511 :AB007901 
20 F-MAMMA1002356//ESTs//0.012:380:58//Hs.1 05349: AA779733 

F-MAMMA1002359//EST//1.1e-44:264:77//Hs.141095:H238liB' 

F-MAMMA1 002360//ESTs//7.6e-1 5:200:70//Hs.1 9770:AA447830 

F-MAMMA1 002361//ESTs//2.5e-29:277:79//Hs,1 5511 5: AA669923 ' 

F-MAMMA1002362//EST//0.25:304:58//Hs.1.62427:AA576345 
25 F-MAMMA1002380//FACTOR VIII INTRON 22 PROTEIN//0.29:485:59//Hs.83363:M34677 

F-MAMMA1002384//ESTS//1 .1 e-05:220:65//Hs.141388:R52022 

F-MAMMA1002385//ESTS. Moderately similar to T11G6.8 [C.eleg;ans]//8.4e-l18:578:97//Hs.255l6:AI086362 
F-MAMMA1 002392//EST//0.85:31 9:57//Hs.1 26484: AA91 3624"- ' 
F-MAMMA1 00241 1//ESTs//0.00044:89:76//Hs. 1 41 685:A1 1 42632 ' 
30 F-MAMMA1 00241 3//ESTs//0. 0020:303 :61//Hs. 94903 :W85737 

F-MAMMA1 00241 7//ESTS//1 .4e-06:223:65//Hs.143695:AA662745" 
F-MAMMM A1 002427//ESTs//5.4e-48:356:82//Hs. 1 4681 1 : AA41 0788 
F-MAMMA1002428//EST//1.0:96:71//Hs.105130:AA482030' ' -^v ' 

F-MAMMA1002434//Human mRNA for KIAA0118 gene, partial;Cds//2.2e-52:370:83//Hs.154326:D42087 
35 F-MAMMA1 002446 

F-MAMMA1 002454//ESTs//9,1 e-50:1 63:1 00//HS.801 62:AA534S69' 

F-MAMMA1002461//Human diacylgtycerol kinase (DAGK) mRNA, complete cds//6.3e-06:595:59//Hs.99932: 
L38707 ' \ ' , 

F-MAMMA1 002470 , 
40 F-MAMMA1002475//Human MAP kinase activated protein kinase 2 mRNA. complete cds//0.018:417:58//Hs. 

75074:U 12779 . ' -. 

F-MAMMA1002480//ESTs//0.0015:258:62//Hs.132082:N67059i . : . 

F-MAMMA1002485//Homo sapiens stanniocalcin-2 (STC-2y mRNA, complete cds//9.4e-1 20:560 :98//Hs. 155223: 
AF055460 

45 F-MAMMA1002494//ESTs//2.4e-68:359:95//Hs.124652:AA857628 

F-MAMMA1002498//ESTS. Weakly similar to hypothetical protein [H.sapiens]//4.0e-07:257:63//Hs.133013: 
AA604920 

F-MAMMA1 002524//Huntingtin (Huntington disease)//0.0085:21 5:65//Hs.79391 :L1 2392 
F-MAMMA1002530//Homo sapiens cytosolic phospholipase A2 gamma (cPLA2 gamma) mRNA, complete cds// 
50 4.5e-162:775:97//Hs.18858:AF065214 

F-MAMM A1 002545//ESTs//6.4e-46:351 :81 //Hs.1 4681 1 : AA41 0788 
F-MAMMA1 002554 \ :; - 

F-MAMMA1002556//Human beige-like protein (BGL) mRNA. partial cds//0.96:187:62//Hs.62354:M83822 
F-MAMMA1 002566//ESTS//0.0033: 1 30:68//Hs. 1 1 70 1 8:AA832421,:.: 
55 F-MAMMA1002571//EST//0.28:115:66//Hs.156768:AI351368 ' ' 

F-MAMMA1 002573//ESTS//2.1 e-4.8:265:94//Hs.1 55128:AI22451 6 ; . 
F-MAMMA1 002585 . • " ■ 

F-MAMMA1 002590//ESTs//3.2e-1 1 :280:63//Hs.36049: AA43683f-' ' 
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F-MAMMA1 002597//ESTs//4.8e-1 0:1 1 8:77//Hs.1 561 66:AI3341 07 . 
F-MAMMA1002598//RibOSOmal protein L7//3.6e-23:123:100//Hs.153:X57958 
F-M AMMA1 002603//EST//0.070:99:71//Hs. 1 22387:AA789220 

F-MAMMA1 00261 2//ESTS. Moderately similar to hCDCIO protein [H.sapiens]//8.3e-18:353:65//Hs.60895: 
5 AA428463 

F-IV1AMMA1 00261 7//B94 PROTEIN//0.0097:229:62//Hs.75522:M92357 

F-MAMMA1002618 

F-MAMMA1002619 

F-IVIAMMA1002622//Homo sapiens advillin mRNA, complete Ccil^/4.7e-22:157:90//Hs.47344:AF041449 
10 F-MAMMA1 002623//EST//1 .56-33:1 68:81//Hs.141526:N52300. . 

F-MAMMA1 002625 ''' • ■ ' ' ■ 

F-MAMMA1002629//Homo Sapiens mRNA, Chromosome .1. specific transcript KIAA0507//1.1e-35:355:76//Hs. 
1 58241 :AB007976 - - . 

F-MAMMA1002636//Homo sapiens mRNA for KIAA0288 gene, complete cds//1.9e-05:439:61//Hs.91400: 
15 AB006626 

F-MAMMA1002637//KINESIN LIGHT CHAIN//2.0e-47:367:72//Hs.117977:L04733 

F-MAMMA1 002646//EST//1 .2e-32:302:78//Hs. 1 1 2540:AA601 385 

F-MAMMA1 002650//TRICHOHYALIN//1 .2e-08:570:63//Hs.82276:L091 90 

F-MAMMA1 002655//EST//8.8e-40:1 98:1 00//HS. 159724: AI393335 
20 F-MAMMA1 002662//EST//0.99:95:63//Hs.1 44074:AI005489 

F-MAMMA1002665//Lysosomal-associated membrane protein'2//l .8e-35:722:64//Hs.8262:U36336 

F-MAMMA1002671//Cyclin-dependent kinase inhibitor 1C (p57, Kip2)//8;6e-06:272:64//Hs.1 06070:1122398 

F-M AMMA1 002673 

F-MAMMA1002684//Homo sapiens mRNA for KIAA0214 protein, complete cds//1.2e-162:752:99//Hs.3363: 
25 D86987 ' 

F-MAMMA1 002685//ESTs//7.5e-40:373:78//Hs.1 63937:N6991 5 
F-MAMMA1002698//ESTs//2.5e-09:190:68//Hs.138292:AI220397 

F-MAMMA1002699//Homo sapiens epsin 2b mRNA, complete Cds//4;7e-56:398:81//Hs.22396:AF062085 
F-MAMMA1 002701//ESTs//4.3e-1 0:1 1 0:80//Hs.1 56041 :AI274697 
30 F-MAMMA1002708//Homo sapiens mRNA for alpha(1 ,2)fucosyltransferase, complete cds//1 .1e-51 :307:79//Hs. 

46328:087942 

F-MAMMA1 002711//EST//3.6e-38: 1 86:77y/Hs. 1 3971 5:N25041& - 

F-MAMMA1002721//EST//3.9e-06:110:71//Hs.136758:AA7f4692" ' 

F-MAMMA1002727//EST//0.97:137:63//HS.145153:A1150163 r^^; 
35 F-MAMMA1002728//ESTS, Highly similar to PAB-DEPENDENT'POLY(A)-SPECIFIC RIBONUCLEASE [Saccha- 

romyces cerevisiae]//2.6e-l2:l29:81//Hs.154l8l :AA193502 

F-MAMMA1 002744//ESTs//0.0026:420:58//Hs,95793:AA61 7853 

F-MAMMA1002746//ESTs//0.28:117:69//Hs.12925:T66312 " " ' '"' ' 

F-MAMMA1 002748 ' 
40 F-MAMMA1002754//ESTS//1 .1 e-34:340:77//Hs.163641 :R6f84^'" ' " ^ 

F-MAMMA1002758//Homo sapiens KIAA0442 mRNA, partial cd's//1 ;1e-27:151 :98//Hs.32168:AB007902 

F-MAMMA1 002764//ESTS//1 .7e-45:323:84//Hs.1 55243:N70293 

F-MAMMA1002765//EST//3.2e-11 :145:73//Hs.162551 :AA584782,: 

F-MAMMA1 002769 ^ 
45 F-MAMMA1 002775//Human ABL gene, exon 1 b and intron lb, and putative M8604 Met protein (M8604 Met) gene// 

7.6e-84:417:97//Hs.77705:U07563- 

F-MAMMA1002780//EST//0.78:210:63//Hs.149413:AI273988 , . 
F-MAMMAl 002782 

F-MAMMA1002796//ESTs//0.021:122:65//Hs.132221:AI380^10' , 
50 F-MAMMA1002807//EST//1.0e-31:184:71//Hs.161497:N66919/ ' 

F-M AMMA1 002820//ESTS//0.21 :292:59//Hs. 1 3251 3: AI77851 4 

F-MAMMA1002830//Homo sapiens mRNA for KIAA0563 protein, complete cds//2.4e-57:286:88//Hs. 15731: 

AB011135 ■ " 

F-MAMMA1002833//Human mRNA for KIAA0033 gene, partial 6di5//9.1e-52:583:72//Hs.22271 :D26067 
55 F-MAMMA1 002835 • , 

F-MAMMA1002838//ESTS, Weakly similar to NADH-UBIQJInSnE OXIDOREDUCTASE CHAIN 1 [Locusta mi- 
gratoria]//7.7e-38:179:78//Hs.141344:H29951 ^ • ' 

F-MAMMA1 002842//ESTS//1 .7e-1 9:1 34:89//Hs.1 1 1 583:AA463590 ' 
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F-MAMMA1002843//Homo sapiens mRNA for KIAA0810 .protein, partial ccls//5.4e- 1 37:635 :99//Hs. 7531: 
AB018353 

F-MAMIVIA1002844//ESTS. Weakly similar to Y53C12A.3 [C.elegans]//1.6e-07:329:58//Hs.1 07747: AI357868 
F-MAMMA1 002858 
5 F-MAMMA1 002868//EST//4.1 8-23:1 80:77//Hs.1 63196:AA767643 

F-MAMMA1002869//Human PINCH protein mRNA. complete cds//7.0e-88:696:78//Hs.83987:U09284 
F-MAMMA1002871//ESTs//3.4e-93:466:96//Hs.1 1873:168423 ' ' 
F-MAMMA1002880//EST//2.0e-09:364:59//Hs.145181:AI1836.32,^ . 

F-MAMMA1 002881//Homo Sapiens mRNA for 25 kDa trypsin inhibitor, complete ccls//3.8e-30:680:61//Hs.1 29732: 
10 D45027 

F-MAMMA1002886//Long (electrocardiographic) QT syndrome 2//0.00075:504:60//Hs. 19944:1104270 
F-MAMMA1002887//ESTs//0.044:144:68//Hs.133152:H91657 . , 
F-MAMMA1002890//EST//1 .7e-05:74:86//Hs.11 601 3:AA61 2666 
F-MAMM A1 002892//EST//2. 1 e-67:383:93//Hs,2281 5:R44265 
15 F-MAMMA1 002895//Human transcription factor ERF-1 mRNA; complete Cds//0.00053:382:57//Hs.61 796:U85658 

F-MAMMA1002908//EST//0.0022:132:68//Hs.161697:AA224952 
F-MAMMA1002909//ESTs//9.1e-21:343:70//Hs.142068:AA1 76125 
F-MAMMA1 002930//ESTs//0.55:72:72//Hs.1 32440 :AA923730 

F-MAMMA1002937//ESTS. Weakly Similar to ZINC FINGER PROTEIN 84 [H.sapiens]//7.9e-103:485:99//Hs, 
20 1 02928: AI346344 

F-MAMMA1002938//Homo sapiens mRNA for KIAA0698 protein, complete Cds//1.6e-1 94:91 0:98//Hs.31 720: 
AB014598 

F-MAMMA1 002941//ESTs//9.5e-1 9:1 96:67//Hs.1 37945:AI423389 • 
F-MAMMA1002947//ESTS//1 .2e-96:460:99//Hs. 156001 :Ai313418 
25 F-MAMMA1 002964//Homo sapiens KIAA0424 mRNA, partial cds//0:48:250:60//Hs.54697:AB007884 

F-MAMMA1002970//EST//2.0e-16:132:84//Hs.l36518:AA6dl400' ' 
F-MAMMA1 002972 

F-M AMMA1 002973//ESTs//3.2e-43:225:74//Hs.1 551 79:AA223932 ^ 
F-MAMMA1 002982//ESTS//0.001 7: 1 62:66//Hs. 1 52669: AA604944 
30 F-MAMMA1002987//EST//0.044:254:59//Hs.135014:AI095645- V 

F-MAMMA1003003//Coagulation factor III (thromboplastin, tissue factor)//3.9e-22:185:83//Hs.62192:J02931 
F-MAMMA1 003004//Homo sapiens mRNA, Chromosome 1 specific transcript KIAA0501//1.0e-16:343:61//Hs. 
1 59897: AB007970 . ^ ' 

F-MAMMA1003007//EST//6.6e-10:265:66//Hs.144389:AA530979 
35 F-MAMMA1 00301 1//Homo sapiens histone macroH2A1.2 mRNA, complete cds//6.2e-51 :620:69//Hs.75258: 

AF054174 

F-MAMMA1 00301 3//Human H0X4C mRNA for a homeobox prbteih//0.73:347:58//Hs.74061:X59372 

F-MAMMA1003015//EST//2.5e-11:137:77//Hs.141312:H73062' 
F-MAMMA1003019//ESTs//0.0099:182:65//Hs.60787:AI374951 
40 F-MAMMA1003026//EST//1.0:136:67//Hs.9123:T50137 

F-MAMMA1003031//EST//1 .3e-11 :244:67//Hs. 136611 :AA669549 
F-MAMMA1 003035 

F-MAMMA1 003039//ESTS//1 .4e-23:265:74//Hs.33393:R83391 

F-MAMMA1003040//Homo sapiens tapasin (NGS-17) mRNA, complete cds//1 .5e-93:339:85//Hs.5247:AF029750 
45 F-MAMMA1 003044//Cyclin D2//1 .0:234:61//Hs.75586:D1 3639 ' ^ ■ 

F-MAMMA1003047//H.sapiens mRNA for F25B3.3 kinase like, protein from C.elegans//1 .0:209:60//Hs. 99491 : 

Y12336 . / , 

F-MAMMA1003049//EST//0.99:126:67//Hs.162634:AA601742'^ 

F-MAMMA1003055//ESTS//0.00011:130:70//HS.130539:R68518^ - 
50 F-MAMMA1 003056 • -^'^r' 

F-MAMMA1003057//ESTS, Moderately similar to hypothetical -.protein MD6 [M.musculus]//1,3e-88:334:97//Hs. 

96500: AI206781 * V' ' 

F-MAMMA1003066//ESTs//0.77:88:71//Hs.143618:AI022618 ' ' ' 

F-MAMMA1003089//Homo sapiens mRNA for KIAA0631 protein/ partial cds//4.5e-51:329:71//Hs,75154: 
55 AB014531 

F-MAMMA1003099//Homo sapiens actin-binding protein homolog ABP-278 mRNA, complete cds//8.5e-44:288: 
88//Hs.81008:AF043045 

F-MAMMA1 0031 04//H .sapiens mRNA for ASM-like phosphodiesterase 3a//1.0:213:60//Hs.42945:Y08136 
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F-MAMMA1003113//Homo sapiens mRNA for hatr keratin acidic 3-ll//0.99:200:64//Hs.32950:X82634 
F-MAIVIMA1 003 127//Homo sapiens brush border myosin I (BBIVII) mRNA, complete cds//5.4e-27:421 :66//Hs.5394: 
AF1 05424 

F-MAMMA1003135//Envoplakin//0.56:250:62//Hs.25482:U53786' 
5 F-MAIVIMA1003140 'i .s ' 

F-MAIVIMA1003146//Homo sapiens mRNA for GalT3 protein//7.2e-82:397:97//Hs.151344:Y15062 
F-MAMMA1003150//Homo sapiens mRNA for KIAA0515 protein, partial cds//0.00019:297:61//Hs. 108945: 
AB011087 

F-MAIVIMA1003166//Glycoprotein lb (platelet), beta polypeptlde//1.2e-31:487:65//Hs.3847:U59632 
10 F-NT2RM1 000001 //Human plectin (PLEC1) mRNA. complete cds//0. 1 6 :244:63//Hs. 79706 :U 53204 

F-NT2RM1 00001 8//Human mRNA for KIAA0066 gene, partial cds//1 .5e-66:385:92//Hs.82510:D31 886 
F-NT2RM 1000032 

F-NT2RM1000035//Human mRNA for KIAA0199 gene, partial cds//4.le-11 0:849:81//Hs.78442:D83782 
F-NT2RM1000037//Homo sapiens mRNA for KIAA0690 protein, partial cds//3.5e-108:542:95//Hs.60103: 
15 AB014590 

F-NT2RM1000039//Human plectin (PLECI) mRNA. complete ,CdS//0.11:545:57//Hs.79706:U53204 
F-NT2RM1000055//ESTS, Highly similar to TIP120 [R.norvegicus]//3.2e-69:353:96//Hs.1 54980: AA948067 
F-NT2RM1 000059//Homo sapiens T cell immune response cDNA7 (TIRC7) mRNA, complete cds//0.029:281 :59// 
Hs.46465:U45285 

20 F-NT2RM1 000062//ESTs//0.30:368:59//Hs.1 31 675:AA84321 0 

F-NT2RM1000080//Homo sapiens chromosome 9. PI clone 11659//2.8e-102:493:97//Hs.3439:AC004472 
F-NT2RM1000086//Homo sapiens mRNA for KIAA0661 protein, complete cds//5.8e-116:550:97//Hs.65238: 
AB014561 ■ ' ' ' 

F-NT2RM1000092//Murine leukemia viral (bmi-1 ) oncogene homolog//0.42:190:63//Hs.431 :L13689 
25 F-NT2RM1000118//Homo sapiens Clone 23763 unknown mRNA, partial cds//0. 00086 :126:70//Hs. 92693: 

AF007155 

F-NT2RM1 0001 1 9//Peroxisome receptor 1//0.00055:458:58//Hs.i58084:Z48054 
F-NT2RM1000127 ' .- -^ / 

F-NT2RM1 000131 ''. 5^^^^:' ' 

30 F-NT2RM1 000132//Homo sapiens NADHiubiqulnone oxidoreductase NDUFS6 subunit mRNA, nuclear gene en- 

coding mitochondrial protein, complete cds//3.7e-92:448:97//Hs';49767:AF044959 

F-NT2RM1000153//Homo sapiens mRNA for MTG8-related protein MTG16a, complete cds//1.0:546:58//Hs. 
110099:AB010419 

F-NT2RM1000186//Homo sapiens clone 23763 unknown . mRNA, partial cds//0. 00081:1 26 :70//Hs. 92693: 
35 AF007155 

F-NT2RM1 0001 87//ESTs//3.4e-79:400:96//Hs.54971 :AI424382 

F-NT2RM1 0001 99//Homo sapiens mRNA for KIAA0722 protein, complete cds//0.87:454:59//Hs.47061 : AF045458 
F-NT2RM 1000242 

F-NT2RM1000244//Homo sapiens centrosomal Nek2-associated protein 1 (C-NAP1) mRNA, complete cds//0.97: 
40 135:66//Hs.27910:AF049105 

F-NT2RM1000252//TRlCHOHYALIN//0.030:273:58//Hs.82276:L09190 

F-NT2RM 1 000256//Glutamlne-f ructose-6-phosphate transaminase//1 .5e-1 3:248:69//Hs. 1 674:M9051 6 
F-NT2RM1000257//ESTS, Highly similar to similar to mago nashi [H.sapiens]//2.9e-98:530:93//Hs. 104650: 
AI037879 ; , ' 

45 F-NT2RM1000260//Human mRNA for KIAA0130 gene, complete cds//2.le-58:460:80//Hs.23106:D50920 

F-NT2RM1 000271 //ESTs//0.93:224:60//Hs.91 226: AA649047 , - . 
F-NT2RM1 000272 

F-NT2RM1000280//ESTS, Highly similar to VACUOLAR ATF?. SYNTHASE SUBUNIT D [Bos taurus]//1 .3e-21 :308: 

73//HS.1 5071 :AA781 144 
50 F-NT2RM1 000300 • , . 

F-NT2RM1 00031 4//Human mRNA for KIAA0159 gene, complete cds//2.6e-128:708:92//Hs. 5719:063880 

F-NT2RM1 00031 8//Human mRNA for ribosomal protein L39. complete cds//1.8e-35:182:99//Hs.9837:D79205 

F-NT2RM1000341//ESTs//2.3e-72:381:95//Hs.23070:AA631976 • ' 

F-NT2RM1000354//EST//5.2e-27:202:84//Hs.151186:AI125798; • ; 
55 F-NT2RM1 000355//ESTS, Weakly similar to putative [M.musculUS]//7.7e-75:387:95//Hs.1 0861 9:W28608 

F-NT2RM1 000365//ESTS//1 .7e-99:495:97//Hs.1 03926: AA1 65691 ' ' 

F-NT2RM1000377//ESTS, Weakly Similar to protein-tyrosine-phosphatase [H.sapiens]//7.4e-9l:48l:95//Hs. 
1 63707: AA1 371 81 
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F-NT2RM1000388//65 KD YES-ASSOCIATED PROTEIN//0.36':340:57//Hs.8939:X80507 
F-NT2RM1000394//HISTONE H3.3//8.5e-91:474:93//Hs.118838:M11353 
F-NT2RM 1000399 . . 

F-NT2RM1 000421 

5 F-NT2RM1 000430//Homo sapiens erythroblast macrophage, protein EI\^P mRNA, complete cds//1 .2e-85:41 8:97// 

Hs.20815:AF084928 

F-NT2RM1 000499//ESTS. Weakly similar to KIAA01 67 protein [H.sapiens]//1 .6e-38:201 :97//Hs.1 06262:AI052382 

F-NT2RM 1 000539//EST//0.070: 1 45:62//Hs.1 4971 1 : AI284660 

F-NT2RM1000553//EST//2.2e-48:265:95//Hs.99230:AA449847 
10 F-NT2RM1000555//ESTs//0.82:193:61//Hs.96944:AI359957 

F-NT2RM1000563//Human plectin (PLECl) mRNA, complete cds//1.0:336:58//Hs.79706:U53204 

F-NT2RM1 000623//Homo sapiens mRNA for KIAA0287 gene, partial cds//0.98:226:61//Hs. 17931 :AB006625 

F-NT2RM1 000648//ESTS, Weakly similar to similar to M. musculus MEB5 and other AHPC/TSA proteins [Cele- 

gans]//6.2e-51 :254:98//Hs.1 320g6:AA3 14601 
15 F-NT2RM 1000661 //Homo sapiens translation initiation factor 4e mRNA, complete cds//8.5e-55:276:97//Hs.1 9122: 

AF038957 

F-NT2RM1000666//Homo sapiens BA1 1 mRNA, complete cds//0.87:274:60//Hs. 11 3936: AB005297 
F-NT2RM1000669//ESTs//5.5e-63:481:85//Hs.90527:AI1 88279, V 
F-NT2RM1 000672 . 
20 F-NT2RM1000691//Homasapiens mRNA for HRIHFB2060, pMal cds//7.0e-121:582:98//Hs.146282:AB01534 

F-NT2RM1 000699//ESTS//1 .1 e-89:435:97//Hs.28964:AA715.1 Ol 
F-NT2RM1 000702//ESTs//5.4e-90:429:99//Hs.1 51 001 :AA5647p6 

F-NT2RM1000725//Homo sapiens mRNA for neuropathy tar^get esterase//1 .5e-66:435:85//Hs.5038:/VJ004832 
F-NT2RM1000741//Homo sapiens mRNA for KIAA0567Lprpt6ini part^^^ cds//2.6e-1 27:690 :92//Hs. 147946: 
25 AB011139 • 

F-NT2RM1000742//Homo sapiens AC133 antigen mRNA. complete cds//8.2e-68:524:83//Hs.112360:AF027208 
F-NT2RM1 000746//ESTs//2.6e-37:231 :89//Hs.94446:AA845465 

F-NT2RM1000770//Homo sapiens KIAA0425 mRNA, complete CdS//3.3e-09:321:63//Hs.150390:AB007885 
F-NT2RM1000772//Eukaryotic translation initiation factor 3 (elF-3) 'p36 subunit//0.053:271 :60//Hs.1 39745 : 
30 U39067 

F-NT2RM1000780//HumanLine-l repeat mRNA with 2 open reading frames//6.9e-20:128:94//Hs.23094:IVI1 9503 

F-NT2RM1000781//ESTs//4.4e-60:346:92//Hs.35089:N50845 

F-NT2RM1 000800 

F-NT2RM 1000802 • , ' 

35 F-NT2RM1 00081 1//Homo sapiens AC133 antigen mRNA, complete 'cds//1 .2e-64:490:84//Hs.l12360:AF027208 
F-NT2RM1000826//ESTs//0.82:193:61//Hs.96944:AI359957 

F-NT2RM1000829//Mannose-binding lectin, soluble (opsonic defect)//0.92:283:58//Hs.2314:X15422 
F-NT2RMl000833//Hydroxysteroid(11-beta) dehydrogenase 2//0.022:l78:67//Hs.1376:U26726 
F-NT2RIVI1000850//Human protein tyrosine kinase related mRIViW sequence//3.8e-06:384:59//iHs.90314:L05148 
40 F-NT2RM1 000852//Homo sapiens mRNA for ATP-dependerit RNA helicase, partial//3.0e-1 49:726:97//Hs.99423: 
AJ010840 .. 
F-NT2RM1000857//ESTs//0.52:274:60//Hs.112095:AA447643^:/: ' ' 

F-NT2RM1000867//ESTS, Highly Similar to signal peptidase :SUBUNlt//5.3e-54:277:96//Hs.11125:AI01561 9 
F-NT2RM1000874//ESTs//0.032:185:64//Hs.97713:AA442239 ; 
45 F-NT2RM1000882//Homo sapiens chromosome 11, BAG CIT-:HSP-311e8 (BC269730) containing the hFENI 

gene//4.0e-155:750:97//Hs.132898:AC004770 • / <?:'- 

F-NT2RM1000883//Homo sapiens 1-1 receptor candidate protein mRNA. complete cds//8.8e-158:762:97//Hs. 
26285:AF082516 

F-NT2RM1000885//Homo sapiens mRNA for KIAA0661 ' protein, complete cds//6.3e-1 9:31 0:67//Hs.65238: 
50 AB014561 ' ' ' . ' 

F-NT2RM1 000894 ■ ' 

F-NT2RM1 000898 

F-NT2RM1000905//EST//4.8e-07:77:84//Hs.148017:AI268701 

F-NT2RM1000924//HOI\^EOBOX PROTEIN HOX-A5//0. 00051 :458:59//Hs.37034:M26679 
55 F-NT2RM1 000927//Homo sapiens mRNA for KIAA0807 protein, partial cds//0.084:386:58//Hs.1 01474: AB01 8350 

F-NT2RM1000962//Human mRNA for KIAA0252 gene, partial cds//0.98:299:59//Hs.83419:D87440 
F-NT2RM 1000978 

F-NT2RM1 001 003//Homo sapiens alpha-calenin related protein,(ApRP) mRNA. complete cds//1 .3e-1 61 :760:98// 
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Hs.58488:U97067 • 
F-NT2RM 1 001 008//ESTS//1 .3e-1 2: 1 44:75//Hs. 1 331 22: AI025^00 
F-NT2RM 1 001 043//EST//0.24: 1 1 7:64//Hs. 1 61 536:N80395 

F-NT2RM1001044//ESTS, Weakly similar to C43E11 .9[C.elegans]//3.0e-98:491 :96//Hs.102173:AA045270 
5 F-NT2RM1001059//Human plectin (PLECl) mRNA, complete cds//0.52i533:57//Hs.79706:U53204 

F-NT2RM1001066//ESTs//1.2e-114:538:99//Hs.129020:AI380703' ' ' 

F-NT2RM1001072//Human beige-like protein (BGL) mRNA. partial cds//0.69:586:56//Hs.62354:M 83822 

F-NT2RM1001074//Macrophage stimulating 1 (hepatocyte growth factor-like)//0.0019:294:64//Hs.30223:Xg0846 

F-NT2RM1 001 082//Archain//3.9e-37:290:81//Hs.33642:X81 1 98 • 
10 F-NT2RM1001085 

F-NT2RM1001092//Zinc finger protein 43 (HTF6)//1 .9e-57:770:68//Hs.74107:X59244 

F-NT2RM1001102//ESTs//1.2e-35:638:63//Hs.131737:AI343331 

F-NT2RM1001105//WEE1-LIKE PROTEIN KINASE//0.0024:246:63//Hs.75188:U1 0564 

F-NT2RM1 001 1 1 2//ESTs//8.9e-82:437:93//Hs.6330:H38495 ' ■ - 
15 F-NT2RM1001115 - , . 

F-NT2RM1001139//Keratin 9//1.5e-05:518:59//Hs.2783:Z29074: v 

F-NT2RM2000006//ESTs//3.9e-1 6:96:98//Hs. 1 01 1 1 7:AA5761 13 . .< , 

F-NT2RM2000013//RNA polymerase II polypeptide B (140 kD)//6.3e-13:640:59//Hs.148027:X63563 
F-NT2RM2000030 

20 F-NT2RM2000032//ESTS//7.1 e-18:138:68//Hs.114031:AA700958 

F-NT2RM2000042//ESTs//0.0091:241:6l//Hs.147895:AI286243 * 
F-NT2RM2000092 

F-NT2RM2000093//ESTs//2.6e-40:226:94//Hs.1 63521 :H42085 :* 
F-NT2RM2000101//ESTs//1.0:235:61//Hs.48860:N27428 ' 
25 F-NT2RM2000124//Protein kinase, cAMP-dependent, catalytic, alpha//5.8e-46:287:88//Hs.7727l :X07767 

F-NT2RM20001 91//Homo sapiens cGMP phosphodiesterase ^Al (PDE9A) mRNA, complete cds//3.0e-1 39:566: 
97//Hs.18953:AF067223 

F-NT2RM20001 92//EST//3.5e-07: 1 68:65//Hs.l 631 22:AA756999 

F-NT2RM2000239//ESTS, Weakly similar to K04G2.6 [C.elegans]//3.6e-93:489:95//Hs.1 43499 :R72672 
30 F-nnnnnnnnnnnn//ESTs//1.0e-70:269:97//Hs.156175:AI334328 

F-NT2RM2000250//Homo sapiens mRNA for KIAA0590 protein, complete cds//1.0e-1 29:61 5:98//Hs. Ill 862: 

AB011162 . . • 

F-NT2RM2000259//ESTs//6.le-30:172:85//Hs.116406:AA26'952p' 

F-NT2RM2000260//ESTs//2.5e-25:133:93//Hs.14169:AA203500 
35 F-NT2RM2000287//ESTs//6.2e-13:97:83//Hs,118523:H98981 

F-NT2RM2000322//lnterferon regulatory factor 5//0.84:208:61//Hs.54434:U51127 

F-NT2RM2000359//Homo sapiens mRNA for KIAA0560 prqiteih, complete cds//2.8e-1 76:805 :99//Hs. 129952: 
AB011132 

F-NT2RM2000363//ESTs//1.2e-24:139:96//Hs.48818:N63543 ' „ ' . 
40 F-NT2RM2000368//Homo sapiens protein kinase C-binding protein RACK7 mRNA, partial cds//3.7e-96:599:86// 
Hs.75871:U48251 

F-NT2RM2000371 ' 
F-NT2RM2000374//ESTs//3.2e-1 3:98:91 //Hs.65853: AI050866 \ 
F-NT2RM2000395//Growth an-est-specific 1//0.80:129:67//Hs.65029:L1 3698 
45 F-NT2RM2000402//Human p76 mRNA, complete cds//7.2e-23:714:59//Hs.28757:U81006 

F-NT2RM2000407//ESTs//9.4e-92:458:96y/Hs. 148873:133582 
F-NT2RM2000420//EST//1 .8e-61 :296:99//Hs.1 471 86:A1 193053 ' 

F-NT2RM2000422//Solute carrier family 6 (neurotransmitter transporter/ serotonin), member 4//1.5e-06:260:61// 
Hs.553:L05568 

50 F-NT2RM2000452//ESTs//1.0:132:62//Hs.110004:AI097379 
F-NT2RM2000469//ESTs//0.34:249:60//Hs.1 49575:AI281 807 

F-NT2RM2000490//Homo sapiens mRNA for KIAA0747 protein, partial cds//2.4e-16:386:63//Hs.8309:AB018290 
F-NT2RM2000502//Human nicotinamide N-methyltransferase (NNMT) mRNA, complete cds//0.99:272:61//Hs. 
76669:U08021 - \ 

55 F-NT2RM2000504//Homo sapiens metalloprotease 1 (MPi) mRNA, complete cds//1.6e-172:824:97//Hs.4812: 

AF061243 

F-NT2RM2000522//Homo sapiens Nck-2 (NCK2) mRNA, complete cds//0.18:313:60//Hs.129725:AF047487 
F-NT2RM2000540//ESTS, Weakly similar to C27F2.7 gene . product [C.elegans]//2.7e-41:231:94//Hs.7049: 
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AI141736 

F-NT2RM2000556//ESTs//3.1e-33:183:96//Hs.136990:AA769220 

F-NT2RM2000566//lntegrln. alpha 7B//2.0e-1 55:751 :97//Hs.74369:AF032 108 

F-NT2RM2000567//RYANODINE RECEPTOR. SKELETAL MUSCLE//6.3e-09:689:59//Hs.89631 :U48508 
5 F-NT2RM2000569//ESTs//5.4e-17:170:77//Hs.158277:H09128 

F-NT2RM2000577//ESTS, Highly similar to ISOLEUCYL-TRNA SYNTHETASE, MITOCHONDRIAL [Saccharomy- 
ces cerevisiae]//1 .4e-33:21 4:92//Hs.55609:W37993 

F-NT2RM2000581//Homo sapiens mRNA for KIAA0214 pr9tein,. complete cds//1.8e-175:820:98//Hs.3363: 
D86987 

10 F-NT2RM2000588//ESTs//1.5e-33:183:97//Hs.136990:AA76922b. . . 

F-NT2RM2000594 

F-NT2RM2000599//Homo sapiens Macl4 homolog (Macl4) mRfsIA, complete cds//0.017:253:65//Hs.1 02402: 
AF040963 ' . 

F-NT2RM2000609//ESTS//1 .0:220:59//Hs.110155:AA007313 , . 
15 F-NT2RM2000612//ESTs//0.97:208:59//Hs.73217:AA846548 

F-NT2RM2000623//Homo sapiens mRNA for KIAA0521 protein, partial cds//0.024:326:59//Hs.61 50:AB011093 
F-NT2RM2000624//ESTs//2.3e-118:557:99//Hs.145904:AA203258 . 

F-NT2RM2000635//Homo sapiens mRNA for KIAA0729 protein, partial cds//2.0e-143:664:98//Hs. 19542: 
AB018272 

20 F-NT2RM2000636//Homo sapiens mRNA for KIAA0658 protein, partial cds//2.4e-1 39:664:98//Hs.7278:AB01 4558 

F-NT2RM2000639//ESTs//0.98:144:65//Hs.154364:AI189702"^^^. . 

F-NT2RM2000649//Homo sapiens mRNA for KIAA0676 protein,, partial cds//3.4e-1 69:51 8:99//Hs.11 5763: 
AB014576 

F-NT2RM2000669//ESTS//1 .3e-56:283:98//Hs.1 56342: AI337371 
25 F-NT2RM2000691//Homo sapiens actin-related protein Arp3"(ARP3y mRNA, complete cds//6.7e-86:746:74//Hs. 

5321:AF006083 ' 

F-NT2RM2000714//Human mRNA for KIAA0231 gene, partial cds//2.2e-50:748:64//Hs. 7938:086984 
F-NT2RM2000718//Homa sapiens mRNA for HRIHFB2436, partial Cds//7.6e-126:594:98//Hs.136058:AB015342 
F-NT2RM2000735//Zinc finger protein 43 (HTF6)//2.7e-11 2:756: 82//HS.741 07: X59244 
30 F-NT2RM2000740//ESTS, Highly similarto HYPOTHETICAL 132.7 KD HELICASE IN ALG7-ENP1 INTERGENIC 

REGION [Saccharomyces cerevisiae]//4.2e-85:464:91//Hs.161551:W24286 

F-NT2RM2000795//Homo sapiens tapasin (NGS-17) mRNA, bomplete cds//1 .0e-82:640:81//Hs.5247:AF029750 
F-NT2RM2000821//Human mRNA for KIAA0340 gene, partial cds//a.32:679:59//Hs.105919:AB002338 
F-NT2RM2000837//ESTs//2.3e-1 05:501 :98//Hs J 0151 4:AI3467Q\0' 
35 F-NT2RM2000951//Homo sapiens XYLB mRNA for xylutokinase,; complete cds//2.8e-1 85:847 :99//Hs. 137580: 

AB015046 p 

F-NT2RM2000952//ESTS, Weakly similar to lethal(2)denticleless [D.melanogaster]//6.2e-94:441:99//Hs.59075: 
AI023761 

F-NT2RM2000984//Human mRNA for KIAA0246 gene, partial Cds//0.94:351 :62//Hs. 84753:087433 
40 F-NT2RM2001004//ESTs//5.0e-10:247:64//Hs.36049:AA436831, ' 

F-NT2RM2001035//ESTS. Highly similar to P0P2 PROTEIN [Saccharomyces cerevisiae]//2.9e-48:282:93//Hs. 

17035:AI080471 

F-NT2RM2001065 

F-NT2RM2001100//Homo sapiens mRNA for serin protease with'IGF-binding motif, complete cds//1 .7e-08:449: 
45 62//Hs.75111:087258 

F-NT2RM2001105//Homo sapiens proline and glutamic acid^rich nuclear protein isofonn mRNA, partial cds// 
0.00079:274:59//Hs.102732:U88153 

F-NT2RM2001131//TRICHOHYALIN//2.5e-20:684:62//Hs.82276:L09190 
F-NT2RM2001141 
50 F-NT2RM2001152//ESTs//0.53:333:58//Hs.153087:AA649042 

F-NT2RM2001177 ' ' ^ 

F-NT2RM2001 194//ESTS, Weakly similar to T28H1 0.2 [C.elegarisy/2.4e-23:149:93//Hs.1 0618:AI288739 
F-NT2RM2001196//ESTs//4.0e-98:486:97//H$.59628:W91959' * ' * 

F-NT2RM2001201//Human mRNA for KIAA0005 gene, complete Cds//2.8e-44:554:69//Hs.1 55291 :D1 3630 
55 F-NT2RM2001221//Homo sapiens mRNAfor KIAA0806 protein, complete cds//0.97:165:64//Hs.24279:AB01 8349 

F-NT2RM2001 238//EST//6.8e-67:420:89//Hs. 1 30586: AI004766 

F-NT2RM200l243//V-jun avian sarcoma virus 17 oncogene homoiog//0.87:i25:64//Hs.75889:U65928 
F-NT2RM2001247//Homo sapiens antigen NY-CO-16 mF^NA. . complete cds//0. 0066 :321:61//Hs. 132206: 
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AF039694 
F-NT2RM2001256 

F-NT2RM2001291//ESTs//1.1e-86:459:93//Hs.10267:W27845 

F-NT2RM2001306//Homo sapiens paraoxonase (P0N2) mRNA. complete cds//1 .0:1 82: 65//Hs. 75221 :AF001 601 
5 F-NT2RM2001312//ESTs//2.0e-35:338:70//Hs.141440:N21615 

F-NT2RM2001319//ESTS, Weakly similar to No definition line found [C.elegans]//5.2e-30:277:77//Hs.25347: 
All 38605 

F-NT2RM2001324//Homo sapiens mRNA for bela-spectrin lll;complete cds//0.031 :245:62//Hs.26915:AB008567 
F-NT2RM2001345//ESTs//9.2e-91 :428:99//Hs.151001 :AA564706 

10 F-NT2RM2001360//ESTs//0.98:45:80//Hs.1 33520: AA878905 . . ; ; 

F-NT2RM2001370//Human transportin (TRN) mRNA, complete cds//0.72:224:61//Hs.82925:U70322 
F-NT2RM2001393//Mannosidase. alpha B, lysosomal//0.42:383:57//Hs.108969:U68382 
F-NT2RM2001420//EST//1 .0 : 287: 62//HS.1 25285 :AA83037& . ; 

F-NT2RM2001424//Homo sapiens mRNA for E1B-55kDa-associated protein//2.3e-97:453:99//Hs.155218: 
15 AJ007509 

F-NT2RM2001 499//EcotropiC retroviral receptor//54e-47:589:68//Hs.2928:X57303 
F-NT2RM2001504//Homo sapiens agrin precursor mRNA, partial cds//0.25:328:60//Hs.68900:AF016903 
F-NT2RM2001524//ESTs//1.0e-11:93:90//Hs.33687:R85969 
F-NT2RM2001 544//ESTS//1 .Oe-25: 1 57:92//Hs. 1 37451 : AA351 459 
20 F-NT2RM2001 547//ESTs//2.0e-29: 1 68:96//Hs. 1 1 6392:AA936262 

F-NT2RM2001575//Sjogren syndrome antigen A1 (52kD, rlbonucleoprotein autoantlgen SS-A/Ro)//6.9e-28:582: 
64//Hs.1042:M62800 

F-NT2RM2001582//ESTS. Moderately similar to red-1 [M.muscuius]//0.0032:57:89//Hs.114722:AA448077 

F-NT2RM2001588//Homo sapiens KIAA0442 mRNA, partial cds//2.3e-11 :282:65//Hs.32168:AB007902 
25 F-NT2RM2001592//ESTs//4.8e-73:372:95//Hs.163801:AI391729 

F-NT2RM2001605//Homo sapiens clone 23592 mRNA sequence//7.3e-87:749:75//Hs.76272:S66431 

F-NT2RM2001613//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

familiaris]//1 .36-17:1 81 :75//Hs.1 31 840: AI01 6073 / f ' 

F-NT2RM2001 632//EST//8.7e-1 8:222:76//Hs.1 60402: AI39391 8 
30 F-NT2RM2001635//Homo sapiens mRNA for KIAA061 8 protein, complete cds//3.0e-154:740:98//Hs. 15832: 

AB014518 

F-NT2RM2001637//ESTs//2.2e-06:386:61//Hs.145198:AI276952.- 

F-NT2RM2001641//ESTS. Highly Similar to NADH-CYT0CHR0iyiEB5 REDUCTASE [Bos taurus]//3.5e- 13:94:92// 
Hs.22142:AA814725 ' r.;' , 

35 F-NT2RM2001648//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

famillaris]//1.3e-17:181:75//Hs.131840:AI016073 • ■' ' ' 

F-NT2RM2001 652//ESTs//2.5e-06:82:80//Hs. 1 28203: AA972301 
F-NT2RM2001 659//ESTs//2.8e-1 5:92:98//Hs. 123321 :AA81 0287 

F-NT2RM2001 664//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds//1 .2e- 
40 173:802:99//Hs.31323:AF044195 

F-NT2RM2001668//ESTS. Weakly similar to DNA MISMATSCH REPAIR PROTEIN MSH6 [H.sapiens]//1 .le-136: 
671 :97//Hs.27721:U1 7907 ■ • ■ 

F-NT2RM2001670//Homo sapiens mRNA for KIAA0557 protein, partial cds//1.1e-25:352:70//Hs.101414: 
AB011129 

45 F-NT2RM2001671//ESTs//1.8e-08:63:98//Hs.158069:AI365356' 
F-NT2RM2001675 

F-NT2RM2001 681 l/ESTsZ/0. 1 6:1 97:63//Hs.20585:R1 0305 
F-NT2RM200 1 688//ESTS//1 .8e-24: 1 30:1 00//Hs. 1 62504: AA66821 1 
F-NT2RM2001 695//EST//5.6e-51 : 1 89:89//Hs. 1 621 97: AA53521 6' 
50 F-NT2RM2001696//ESTS, Highly Similar to gene ERCC5 protein [H.sapiens]//5.8e-16:144:84//Hs.14671:T79937 
F-NT2RM2001698//ESTS//0.14:184:63//HS.148080:AI277415. , 
F-NT2RM2001699//ESTs//6.5e-14:136:79//Hs.127790:AI0038T7 ' 

F-NT2RM2001700//Homo sapiens putative seven pass transmembrane protein (TM7SF1) mRNA, complete cds// 
0.95:270:61//Hs.15791:AF027826 ' ':" 

55 F-NT2RM2001 706//ESTs//2.8e-47:304:86//Hs.14681 1 :AA410788 . 

F'NT2RM2001716//Semenogelin l//0.98:153:64//Hs.1968:M8i650 
F-NT2RM2001718 . \ 

F-NT2RM2001 723//Homo sapiens clone 23770 mRNA sequence//4.4e-28:1 63:95//Hs. 1 2457:AF0521 23 
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F-NT2RM2001727//Homo sapiens mRNA for KIAA0462 protein, partial CdS//2.0e-112:530:98//Hs. 129937: 
AB007931 

F-NT2RM2001730//Homo sapiens mRNA for KIAA0560 protein, complete cds//0.95:269:58//Hs, 129952: 

AB011132 . • 

5 F-NT2RM2001743 

F-NT2RM2001753//Human AF-6 mRNA. complete cdS//0.095:350:59//Hs. 100469: AB0 11 399 

F-NT2RM2001760//ESTS. Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

fami!iarisy/1.3e-17:181:75//Hs.131840:AI016073 

F-NT2RM2001768//ESTs//0.61:189:62//Hs.144847:AI222742 . 
10 F-NT2RM2001771//Zinc finger protein 10 (KOX 1)//1 . 1e-66: 669 :71//Hs. 2479 :X78933 

F-NT2RM2001 782/^1 transcription factor//0.094:149:65//Hs:97496:M77698 

F-NT2RM2001784//ESTs//8.2e-31 :190:92//Hs. 144587: AM 93595 

F-NT2RM2001785//Homo sapiens chromosome 11. BAG CiT-HSP-311e8 (BC269730) containing the hFENI 
gene//1 .6e-48:476:74//Hs.132898:AG004770 
15 F-NT2RM2001797//Human mRNA for KIAA0065 gene, partial CdS//6.1e-66:481 :72//Hs.70617:D31763 

F-NT2RI\/I2001800//Human mRNA for transcriptional activator hSNF2b, complete cds//0.49:142:66//Hs.78202: 
U29175 

F-NT2RM2001 803//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds//2.7e- 
1 79:827:99//Hs.31 323: AF0441 95 
20 F-NT2RM2001805//EST//1 .0:45:80//Hs.1 59007: AI38 1341 

F-NT2RM2001 81 3//EST//0.41 :268:58//Hs.1 50031 :AI292068 

F-NT2RM2001823//H.sapiens mRNA for218kD Mi-2 protein//9.7e-21:554:60//Hs.74441 :X86691 
F-NT2RM2001839//Homo sapiens calumein (Calu) mRNA, complete cds//1.2e-132:738:90//Hs.7753:AF013759 
F-NT2RM2001840//Homo sapiens PYRIN (MEFV) mRNA, complete cds//5.8e-58:329:86//Hs.113283:AF018080 
25 F-NT2RM2001855//ADP-ribosylation factor 5//1 .0:301 :60//Hs.77541:M57567 

F-NT2RM2001867//ESTS, Weakly similar to ZK792.1 [C. elegans]//3. 06-28:42 1 :66//Hs.8763:W30741 
F-NT2RM2001879//ESTs//6.3e-43:234:94//Hs.122546:AA186723 

F-NT2RM2001886//Homo sapiens mRNA for KIAA071 O prote'inV* complete cds//6.le-189:866:97//Hs.4198: 
AB014610 

30 F-NT2RM2001 896//Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLc110!133Q7 (R2PD Berlin))//3.0e-13:606:57//Hs.23170:AJ005892 
F-NT2RM2001903//Homo sapiens mRNA for KIAA0462. protein, partial Cds//9.4e-1 78:859 :97//Hs. 129937: 
AB007931 * ' 

F-NT2RM2001930//Homo sapiens semaphorin F homolog hilRNA, complete cds//4.2e-08:481:59//Hs.27621: 
35 U52840 

F-NT2RM2001 935//ESTS, Highly similar to MULTIDRUG RESISTANCE PROTEIN HOMOLOG 50 [Drosophila mel- 
anogasterJ//0.37:424:60//Hs.1 1 8634:U66688 

F-NT2RM2001936//Homo sapiens clone 614 unknown mRNA, complete sequence//2.2e-l39:653:98//Hs.2l8ll: 
AF091080 

40 F-NT2RM2001950//ESTs//0.12:91:76//Hs.107295:W80392 ■ '* ' 

F-NT2RM2001982 

F-NT2RM2001983//Homo sapiens Tax interaction protein 2 mRNA, partial cds//1.2e-21:123:98//Hs.6454: 
AF089816 

F-NT2RM2001989//Homo sapiens mRNA for DRIM protein//0.71 :319:597/Hs.104135:AJ006778 

45 F-NT2RM2001 997//ESTS//1 .7e-25: 1 35:1 00//HS.1 26894:AA932538 

F-NT2RM2001998//EST$, Weakly similar to Mi-2 protein [H.sapiens]//0.99:271 :60//Hs.63888:AA203398 
F-NT2RM2002004//Homo sapiens mRNA for KIAA0731 protein, partial cds//3.5e-37:509:65//Hs.6214:AB018274 
F-NT2RM2002014//Homo sapiens mRNA for CRM1 protein, complete cds//0.79:429:58//Hs.79090:D89729 
F-NT2RM2002030//Glutamine-fructose-6-phosphatetransaminase//9.0e-89:822:73//HsJ674:M^^^ 

50 F-NT2RM2002049//ESTs//0.99:109:71//Hs.19303:AA928427 ^ 

F-NT2RM2002055//ESTs//1.1e-91:453:98//Hs.158370:AI382154 
F-NT2RM2002088//ESTs//6.1e-75:302:96//Hs.153471:AI19b77r 

F-NT2RM2002091//RYANODINE RECEPTOR, SKELETAL MLjSeLE//0.69:293:58//Hs.89631 :U48508 
F-NT2RM2002100//Homo sapiens mRNA for ATP-dependent RNA helicase, partial//2.5e-165:776:98//Hs.99423: 

55 AJ010840 ' ; / . 

F-NT2RM20021 09//Homo sapiens glioma amplified on chromosome '1 protein (GAC1 ) mRNA, complete cds//7.6e- 
145:684:98//HS.26312:AF030435 

F-NT2RM2002128 . ' 
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F-NT2RM2002142//ESTS//0.0031 :1 83 :66//Hs. 144505: AA757274^ 

F-NT2RM2002145//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds//1,4e-1 44:800: 
92//Hs.20815:AF084928 

F-NT2RM2D02178//Homo sapiens mRNA for KIAA0467 " protein, partial cds//1.7e-165:787:97//Hs.11147: 
5 AB007936 

F-NT2RM2002580//Keratin 10 (epidermolytic hyperkeratosis; keratosis palmaris et plantaris)//0.064:29l:6l//Hs. 
99936:X14487 

F-NT2RM4000024//RNA polymerase II polypeptide B (140 kD)//6.0e-10:610:59//Hs.148027:X63563 
F-NT2RM4000027//ESTS//1 .6e-64:352:94//Hs.21 331 :H93074 
10 F-NT2RM40a0030//ESTs//1.0:115:63//Hs.131055:AI391464 . ... / 

F-NT2RM4000046//ESTs//2.6e-09:207:65//Hs.143533:AI094674 
F-NT2RM4000061//ESTs//0.89:207:60//Hs.98445:AI038511 

F-NT2RM4000085//ESTS, Weakly Similar to The KIAA0134 gene product is related to human RNA helicase A. [H. 
saplens]//1.6e-30:369:70//Hs.l14623:AI204280 
15 F-NT2RM4000086 

F-NT2RM4000104//Homo sapiens chromosome 16 zinc finger protein ZNF210 (2NF210) mRNA, complete cds// 

1 .36-24:345 :69//Hs. 1 3 1 28:AF060865 

F-NT2RM4000139 

F-NT2RM4000155 

20 F-NT2RM4000156//ESTs//5.9e-73:345:100//Hs.155958:AA573632 

F-NT2RM4000167//Homo sapiens kinesin family member protein KIF3A mRNA, complete cds//9.8e-30:676:6l// 
Hs.159228:AF041853 

F-NT2RM4000169//ESTs//2.0e-103:483:99//Hs,43729:AA497044 

F-NT2RM4000191//TRICHOHYALIN//a011 :324:60//Hs. 82276:1091 90 ' 
25 F-NT2RM4000197//ESTS//1 .56-48:311 :88//Hs.136144:W27744 • . . 

F-NT2RM4000199//ESTS. Weakly Similar to IIM ALU SUBFAMILY J WARNING ENTRY HI! [H.sapiensl//0. 13:322: 
61//Hs.145088:AI221147 

F-NT2RM4000200 " J"- 

F-NT2RM4000202//Homo sapiens mRNA for KIAA0288;. gene;, "complete cds//0.0027:424:60//HS.91400: 
30 AB006626 - f • 

F-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein, complete cds//4.4e-184:856:98//Hs.1 11138: 
AB018255 * 

F-NT2RM4000215//SET translocation (myeloid leukemla-associated)//0.0013:358:60//Hs.75055:M93651 
F-NT2RM4000229//Homo sapiens mRNA for KIAA0722 protein, complete cds//0.65:572:60//Hs.47061 :AF045458 
35 F-NT2RM4000233//ESTs//2.0e-37:269:85//Hs.148873:T33582' 
F-NT2RM4000244//EST//0.83:31 9:57//Hs.162412:AA573439 

F-NT2RM4000251//ESTS, Weakly similar toCUTI PROTEIN [Schizosaccharomyces pombe]//1 .1 e-16:1 12:92//Hs. 
93841 :AA442297 

F-NT2RM4000265//Homo sapiens mRNA for alpha(1 ,2)fucosyltransferase, complete cds//1 .8e-48:229:83//Hs. 
40 46328:087942 

F-NT2RM4000290//Human transducin-like enhancer protein (TLE3) mRNA, complete cds//2.5e-154:609:93//Hs. 
31305:M99438 

F-NT2RM4000324//Homo sapiens hCPE-R mRNA for CPE-receptor, complete cds//0.070:460:59//Hs.5372: 
AB000712 

45 F-NT2RM4000327//ESTs//0.019:269:60//Hs.1 53697: AI240707 . , 

F-NT2RM4000344//ESTS, Highly similar to YME1 PROTEIN [Saccharomyces cerevisiae]//2.7e-83:432:95//Hs. 
12796:W27884 

F-NT2RM4000349//Human mRNA for KIAA0005 gene, complete cds//5.2e-53:666:68//Hs.1 55291:01 3630 
F-NT2RM4000354//ESTS. Weakly similar to lethal(2)denticl,eless [O.melanogaster]//O.0078:55:92//Hs.59075: 
50 M023761 

F-NT2RM4000356A^ESTs//1 .0:225:60/yHs.1 61 1 75:AI41 8425i i; ' 

F-NT2RM4000366//Homo sapiens mRNA for Kl AA0642 protein . pai^tial cds//5.3e-1 35:628:99//Hs.81 52:AB01 4542 
F-NT2RM4000368//ESTs//4.9e-13:323:63//Hs.143695:AA662745; ' ' 

F-NT2RM4000386//HumanDNA sequence from clone 1052iyi9 on chromosome Xq25. Contains the SH2D1 A gene 
55 for SH2 domain protein 1 A, Ouncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLPI) LIKE gene and part of a mouse D0C4 LIKE gene. Contains ESTs and GSSs//2.0e-72: 
843:6a//Hs.23796: AL02271 8 

F-NT2RM4000395//Nitric oxide synthase 2A (inducible. hepat6cytes)//0.63:166:65//Hs.946:X73029 
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F-NT2RM4000414//Homo sapiens XYLB mRNA for xyluloklnase, complete CdS//4.9e-17:114:94//Hs.137580: 
AB015046 

F-NT2RM4000421 '■* ' 

F-NT2RM4000425//Homo sapiens mRNA for KIAA0594 protein, partial cds/Zl .1e-42:432:74//Hs. 154872: 
5 AB011166 

F-NT2RM4000433//Colony Stimulating factor 3 receptor (granulbcyte)//0.023:543:58//Hs.2175:M59820 
F-NT2RM4000457 • . „ 

F-NT2RM4000471 //Human transcriptional corepressor hKAPI/TIFTB mRNA. complete Cds//0.060:178:631/Hs. 
66369:U95040 

10 F-NT2RM4000486//ESTs//9.2e-48:237:99//Hs.160685:AI280004 * * 

F-NT2RM40a0496//ESTs//0.069:252:61//Hs.155958:AA573632 . 
F-NT2RM400051 1//EST//0.92:1 91 :58//Hs.61 51 7:AA02891 5 . . * 
F-NT2RM4000514 

F-NT2RM4000515//ESTs//7.3e-93:450:98//Hs.120975:AA034409 
15 F-NT2RM4000520//ESTS//0.1 3:1 83:65//Hs.144828:AI221305 

F-NT2RM4000531//ESTS, Highly similar to ZINC FINGER PROTEIN Ml_Z-4 [Mus musculus]//1.8e-1 53:756:96// 
Hs.1 25870: AI364967 

F-NT2RM4000532//ESTs//7.7e-43:388:78//Hs.105665:H78987 
F-NT2RM4000534 
20 F-NT2RM4000585 

F-NT2RM4000590//Homo sapiens mRNA for KIAA0469 protein, complete cdS//1.2e-19:593:62//Hs.7764: 
AB007938 

F-NT2RM4000595//ESTS. Highly similar to HYPOTHETICAL 54.9 KD PROTEIN C02F5.7 IN CHROMOSOME III 
[Caenorhabditis elegans]//3.le-l04:532:96//Hs.6092:T75227 , ^ 
25 F-NT2RM4000603//Human mRNA for KIAA0392 gene, partial cds//1 .7e-1 5:305:68//Hs.401 00: AB002390 

F-NT2RM400061l//EST//0.76:268:58//Hs.1 50031 :AI292068 f^'C'" 
F-NT2RM4000616 l-:'f'^,^ 
F-NT2RM4000674 if\V- 
F-NT2RM4000689 

30 F-NT2RM4000698//Apolipoprotein E//1.0:290:59//Hs.76260:M12529'-- 

F-NT2RM40007aO 

F-NT2RM4000712//Homo sapiens ubiquitin hydrolyzing enzyme 1 (UBH1 ) mRNA. partial cds//3.5e-91 :744:77//Hs. 
42400:AF022789 - 

F-NT2RM4000717//ESTS. Highly Similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Mus musculus] 
35 //2.6e-1 63:771 :97//Hs.6823:W18181 

F-NT2RM4000733//PUTATIVE TACHYKININ RECEPTOR//0;70:257:60//Hs.957:M84605 
F-NT2RM4000734//Homo sapiens mRNA for KIAA0760. protein., partial cds//1 .2e-1 59:743 :98//Hs. 1371 68: 
AB018303 ' [ ' .' 

F-NT2RM4000741 

40 F-NT2RM4000751//ESTS. Highly similar to ZINC FINGER PROTEIN MLZ-4 [Mus musculus]//1 .1e-75:388:96//Hs. 

112361:R99396 

F-NT2RM4000764//ESTs//3.8e-1 04:539:95//Hs.24739:H6781 5 . 
F-NT2RM4000778//ESTS//1 .56-85:41 9:97//Hs.99838:/^A204731 

F-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein, complete cds//1 .8e-1 73:81 0:9a//Hs.1 8586: 
45 AB007920 

F-NT2RM4000787//EST//0.01 1 :1 82:65//Hs.1 59928:AA9691 86 ' : • 

F-NT2RM4000790//Homo sapiens chromosome 19, cosmidR27216//4.5e-156:736:98//Hs.25817:AC005306 
F-NT2RM4000795//ESTS. Highly Similar to LIVER CARBOXYLESTERASE PRECURSOR [Homo sapiens]//6.7e- 
19:160:80//Hs.124902:AI337820 ' ? . ■ 

50 F-NT2RM4000796//Human K4- channel subunit gene, complete cds//0.96:292:62//Hs.124212:M64676 
F-NT2RM4000798//ESTS//1 .9e-34:271 :82//Hs. 1 28203: AA9723qi,.\ ,^ . 

F-NT2RM4000813//Homo sapiens snRNA activating protein complex 190kD subunit (SNAP190) mRNA, complete 
cds//0.052:238:64//Hs:113265:AF032387 

F-NT2RM4000820//ESTs//0.053:274:61//Hs.23748:H16568 ' 
55 F-NT2RM4000833 . . . 

F-NT2RM4000848//Human mRNA for KIAA0324 gene, partiarcds//6:97:374:61//Hs.7841 :AB002322 
F-NT2RM4000852//EST//1 .0:222:60//Hs.1 20354: AA71 8934 . . 

F-NT2RM4000855//ESTS. Highly similar to RAS-RELATED C3 BOTULINUM TOXIhsl SUBSTRATE 2 [Homo sapi- 
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ens]//4.4e-29:1 64:95//Hs.1 1 5095:AI392943 
F-NT2RM4000887 

F-NT2RM4000895//Homo sapiens HuUAPI mRNA for UDP'-N-:acetyIglucosamine pyrophosphorylase, complete 
cds//6.8e-22:407:64//Hs.21 293:AB011 004 
5 F-NT2RM4000950 • . • ^ * 

F-NT2RM4000971//ESTs//3.6e-27:142:l00//Hs.130912:AI014546' 

F-NT2RM4000979//Homo sapiens KIAA0415 mRNA. complete cds//3.7e-63:571:77//Hs.7289:AB007875 
F-NT2RM4000996//Zinc finger protein 3 (A8-51 )//8.7e-34:381 :67//Hs.2481 :X78926 



F-NT2RM4001 002//Homo 


sapiens 


mRNA 


for 


KIAA0729 


protein,. 


partial 


Cds//1 .6e-1 71 :803:98//Hs.1 9542: 


AB018272 
















F-NT2RM4001 01 6//Homo 


sapiens 


mRNA 


for 


KIAA0639 


protein, 


. partial 


cds//1 . 1 e-1 26:584:99//Hs.1 571 1 : 


ABO 14539 
















F-NT2RM4001 032//Homo 


sapiens 


mRNA 


for 


KIAA0711 


protein. 


complete ccls//4.8e-05:469:58//Hs.5333: 



AB018254 

15 F-NT2RM4001047//ESTS, Moderately similar to M025 PROTEIN [M.musculus]//7.0e-56:340:92//Hs.87310: 

AI247543 

F-NT2RIVI4001054//HIGH AFFINITY IMMUNOGLOBULIN GAMMA FC RECEPTOR I "A FORM" PRECURSOR// 

0.79:142:69//Hs.77424:M63835 
F-NT2RM4001084 

20 F-NT2RM4001092//Human mRNA for KIAA0050 gene, complete cds//0.045:235:62//Hs. 108947:030758 

F-NT2RM4001116 

F>NT2RM4001140//Human engrailed protein (EN2) gene, 5! end//0.00029:225:61//Hs.134989:L12701 
F-NT2RM4001151//ESTS//1 .1e-07:190:65//Hs.151691 :AA443730 / 
F-NT2RM4001155//ESTs//2.2e-12:181 :74//Hs.1 28826 :AI 0041 45 . 
25 F-NT2RM4001160//EST//0.83:166:61//HS.117051:AA677351 "■::--^'}'^ 

F-NT2RM4001187 

F-NT2RM4001191//ESTs//1.3e-42:248:93//Hs.13475:R18220 ' . > 
F-NT2RM4001200//Zinc finger protein 10 (KOX 1)//4.0e-68:799'69//Hs.2479:X78933 

F-NT2RM4001203//Homo sapiens rab3-GAP regulatory domain mRNA, complete cds//1.4e-153:707:99//Hs. 
30 14934:AF004828 . • 

F-NT2RM4001204//ESTS, Moderately similartoHYPOTHETICAL59.'l*KDPROTEINZK637.1 IN CHROMOSOME 
III [Caenorhabditis elegans]//0.19:291:62//Hs.31582:AA877205 

F-NT2RM400121 7//Homo sapiens nuclear matrix protein NRP/B (NRPB) mRNA. complete cds//7.0e-63:715:70// 
Hs.104925:AF059611 

35 F-NT2RM4001256//ESTS, Weakly similar to probable CBP3 protein homolog [C.elegans]//i.ie-67:208:96//Hs. 
26676:AA033997 

F-NT2RM4001258//Homo sapiens mRNA for KIAA0481 protein, complete cds//0.0019:435:59//Hs.6360: 
AB007950 

F-NT2RM4001309//Human Chromosome 16 BAC clone CIT987SK-254P9//0.019:356:59//Hs.26971:AC003003 
40 F-NT2RM4001313//H.sapiens mRNA for phosphatidylinositbl 3-kinase//8.0e-79:474:89//Hs.32971 :Z46973 

F-NT2RM4001 31 6//ESTs//1 .2e-1 4: 1 26:84//Hs. 1 54344: AA258335 

F-NT2RM4001320//Human mRNA for Neuroblastoma, complete CdS//3.6e-43:642:66//Hs.87435:D89016 
F-NT2RM4001340//EST//0.40:135:70//Hs.161198:AI418988 

F-NT2RM4001344//ESTS, Highly similar to HYPOTHETIC/VL GTP^BINDING PROTEIN IN PMI40-PAC2 INTER- 
45 GENIC REGION [Saccharomyces cerevisiae]//0.0096:284:58//Hs.120997:R56714 

F-NT2RM4001347//ESTS, Weakly similar to weakly similar/to ANK. repeat region of Fowlpox virus BamHI-orf7 
protein [C.elegans]//3.7e-52:252:100//Hs.15301:AA167818 - 
F-NT2RM4001371//EST//0.52:262:59//Hs.145991:AI277656 ; ^ \ 

F-NT2RM4001382//Homo sapiens RanBP7/importin 7 mRNA,' complete cds//7.2e-169:790:98//Hs.5151: 
50 AF098799 

F-NT2RM4001384 : ' ' ' ' 

F-NT2RM4001410//ESTS//1. 1e-47:290:91//Hs.72447:AA1 60575 ' 

F-NT2RM4001411//Homo sapiens mRNA for APS, complete Cds//2.5e-23:475:64//Hs.105052:AB000520 
F-NT2RM4001412 

55 F-NT2RM4001414//ESTS, Moderately similar to 18547_1 [H.sapiens]//5:2e-18:133:87//Hs.28209:AI073817 

F-NT2RM4001437//Human mRNA for KIAA0118gene, partiarcds//2.5e-42:611:70//Hs. 154326:042087 
F-NT2RM4001444 

F-NT2RM4001454//ESTs//3.9e-31 :1 69:96//Hs.1 1 7982:AA644658 
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F-NT2RM4001455//ESTs//0.0054:48:100//Hs.14920:AA910914' ' 

F-NT2RM4001483//ESTS, Weakly similar to ZINC FINGER PROTEIN ZFP-36 [H.sapiens]//1.1e-71:313:99//Hs. 
1 63754: AA587784 ' " ' 

F-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete cds//3.9e-157:724:99//Hs.153121: 
5 AB014585 

F-NT2RM4001 51 9//ESTs//0.66:264:59//Hs. 1 39891 : AA55361 9 

F-NT2RM4001522//ESTS. Weakly similar to D9481 .12 gene product [S.cerevisiae]//1.3e-114:536:99//Hs.88820: 

AA456247 

F-NT2RM4001557 

10 F-NT2RM4001565//ESTs//1.7e-107:509:99//Hs.146l39:AA731487 

F-NT2RM4001566//Human phosphatidylinositol 3-kinase catalytic subunit pllOdelta mRNA, complete cds//1.0: 
255:60//Hs.14207:U86453 

F-NT2RM4001569//ESTs//1.4e-86:417:98//Hs.153044:AI1?885? . 
F-NT2RM4001582 ;■ * 

15 F-NT2RM4001592//EST//0.61 :142:64//Hs.1 62900: AA664566 " 

F-NT2RM4001594//Homo sapiens mRNA for KIAA0522 protein, partial cds//0.0072:484:60//Hs. 129892: 
AB011094 

F-NT2RM4001597//ESTS, Moderately similar to red-1 [M.musculus]//2.3e-72:387:95//Hs.114722:AA448077 
F-NT2RM4001605//Homo sapiens mRNA for KIAA0791 protein, cohfiplete cds//1.1e-163:750:99//Hs.23255: 
20 AB018334 . . . 

F-NT2RM4001611//ESTS. Weakly similar to F25H9.6 [C.elegans]//8.6e-05:91 :79//Hs. 24647: W1 9739 
F-NT2RM4001629//ESTS, Moderately similar to 55 KD ERYTHROCYTE MEMBRANE PROTEIN [Homo sapiens] 
//0.0042:1 53:68//Hs.1 1 4832 :AI1 47946 

F-NT2RM4001650//Human mRNA for KIAA0341 gene, partial cds//0.95:328:60//Hs.101761:AB002339 
25 F-NT2RM4001662//Human mRNA for KIAA0322 gene, partial cds//8.3e-83:449:93//Hs.1 53685 :AB002320 

F-NT2RM4001 666//ESTs//2. 1 e-1 1 :78:96//Hs. 1 52446: AA5 55323 ' - 
F-NT2RM4001682//EST//0.027:145:70//Hs.133253:AI052638 
F-NT2RM4001 71 0//ESTs//0.098:1 40:62//Hs.5796:AA767384 

F-NT2RM4001714//Human mRNA for KIAA0202 gene, partial CdS//2.2e-86:748:74//Hs.80712:D86957 
30 F-NT2RM4001 71 5//ESTs//1.3e-104:490:99//Hs.1 27336: AI332905 

F-NT2RM4001731//Human involucrin mRNA//0.23:432:59//Hs.1 57091 :M 13903 

F-NT2RM4001741//Human mRNA for KIAA0320 gene, partial cds//6.9e- 80: 737: 73//H$. 150443 :AB0023 18 
F-NT2RM4001746//H.sapiens NF-H gene, exon 1 (and joined CDS)//2.1e-07:418:61//Hs.75735:X15306 
F-NT2RM4001754//ESTS, Weakly similar to RETROVIRUS-RELATED POL POLYPROTEIN [Mus musculus]// 
35 2.0e-27:205:83//Hs.110601:AA206719 . \ . 

F-NT2RM4001758//H.sapiens mRNA for serine/threonine protein, kinase EMK//2.1e-86:729:75//Hs.157199: 
X97630 

F-NT2RM4001776//Homo sapiens mRNA for KIAA0727 protein, partial Cds//7.4e-1 75:803:99//Hs.39871 : 
AB018270 

40 F-NT2RM4001783//ESTS. Weakly similar to T12D8.i [C. elegans]//3. 1 e-7 1: 376 :95//Hs.1 08396 :AA 160677 

F-NT2RM4001 81 0//Homo sapiens centrosomal Nek2-associated protein' 1 (C-NAPl) mRNA, complete cds//0.99: 
446:58//Hs.2791 0:AF0491 05 

F-NT2RM4001 81 3//Homo sapiens clone 24820 mRNA sequence//6.6e-14:249:70//Hs.1 4631 2:AF070547 
F-NT2RM4001819//Cell division cycle 2-like 1 (PITSLRE proteihs)//1 .4e-35:195:95//Hs.963:M37712 

45 F-NT2RM4001823//ESTS, Weakly Similar tO ZINC FINGER PROTEIN 91 [H.sapiensl//2.3e-40:252:90//Hs.119294: 

AI379442 v / • 

F-NT2RM4001828//Zinc fmger protein 157 (HZF22)//1 .8e-75:688:72//Hs.89897:U28687 
F-NT2RM4001836//NUCLEOBINDIN PRECURSOR//0.0022:588:59//Hs.953 :M96824 
F-NT2RM4001841//ESTs//0.86:156:67//Hs.146276:AI214204 

50 F-NT2RM4001842//ESTs//0.20:191:62//Hs.107657:AAl26814 . 

F-NT2RM4001856 

F-NT2RM4001858//Human putative cerebral cortex transcriptional regulator T-Brain-1 (Tbr-1) mRNA, complete 
cds//8.0e-10:244:66//Hs.22138:U49250 ; . " * 

F-NT2RM4001865//Homo sapiens mRNA for atopy related aiitoantigen CALC//2.3e-150:704:98//Hs.61628: 
55 Y17711 

F-NT2RM4001876//Human mRNA for KIAA0231 gene, partial cds//9.1e-44:621 :66//Hs. 7938:086984 
F-NT2RM4001880 

F-NT2RM400 1 905//ESTs//7.5e-1 1 : 1 37: 75//HS. 86950: AI20421 2''' 1- ' ' 
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F-NT2RM4001922//ESTs//2.5e-51 :291 :93//Hs.26660:AI31 2633 ' 

F-NT2RM4001930//Homo sapiens mRNA for putative glucosyltransferase, partial ccl$//0.98:359:57//Hs.l 55356: 

AJ224875 

F-NT2RM4001938 

5 F-NT2RM4001940//Homo sapiens timeless homolog mRNA, complete cds//3.6e-l72:808:98//Hs.i 18631: 
AF098162 

F-NT2RM4001 953//Human mRNA for KIAA01 1 8 gene, partial cds//5.0e-54:362:83//Hs.1 54326:042087 
F-NT2RM4001965//ESTS, Weakly similar to KIAA0157 gene product is novel. [H.sapiens]//1.8e-65:337:96//Hs. 
130135:AA905493 

10 F-NT2RM4001969//ESTs//0.00024:261 :63//Hs.1 57579: AI31 2862 

F-NT2RM4001979//Homo sapiens mRNA for KtAA0798 protein, complete cds//3.2e-63:527:76//Hs. 159277: 
AB018341 ,.t - 

F-NT2RM4001984//EST//7.1e-05:235:61//Hs.105444:AA508082^ - • 

F-NT2RM4001987//Homo sapiens mRNA for KIAA0467 protein, partial cds//0.73:181 :65//Hs.11147:AB007936 
75 F-NT2RM4002013//ESTs//0.97:185:63//Hs.103345:AI302271 .- 

F-NT2RM400201 8//ESTs//2,5e-76:398:94//Hs. 1 1 9544:195601 

F-NT2RM4002034 • 

F-NT2RM4002044//ESTs//9.6e-83:410:97//Hs.128162:AA815048 * 

F-NT2RM4002054//EST//8.5e-12:176:71//Hs.137181:R56912 
20 F-NT2RM4002055//Homo sapiens mRNA for KIAA0640: protein, partial cds//3.3e-1 73:803 :98//Hs. 153026: 

AB014540 

F-NT2RM4002062//ESTS. Weakly similar to ASPARTYL-TRNA SYNTHETASE [Thermus aquaticus thermophilus] 

//7.0e-94:396:94//Hs.59346:AI126802 ' 

F-NT2RM4002063 

25 F-NT2RM4002066//Homo sapiens OPA-containing protein mRNA, complete cds//1.1e-74:889:69//Hs.85313: 

AF071309 

F-NT2RM4002067//ESTs//2.3e-34:455:69//Hs. 1 1 8273: AA626040 . 

F-NT2RM4002073//lnsulin-like growth factor binding protein 2//3.2e-10:470:61//Hs.1 62 :X 16302 
F-NT2RM4002075//Homo sapiens actin binding protein MAYVEN 'mRNA, complete cds//2.9e-24:588:61//Hs. 
30 1 22967: AF059569 

F-NT2RM4002093//Polypyrimidine tract binding protein (hnRNP I) {alternative products}//9.2e-34:532:65//Hs. 
146459:X66975 . , ' ! 

F-NT2RM40021 09//Homo sapiens mitotic centromere-associated'kinesin mRNA, complete cds//0.99:408:62//Hs. 
69360:U63743 \ ; / . 

35 F-NT2RM4002128//Homo sapiens mRNA for KIAA0642 protein^ partiarcds//0. 93:202 :63//Hs. 8 152: AB0 14542 

F-NT2RM4002140//Human p300 protein mRNA, complete c'd^/0,9?:320:59//Hs.25272:U01877 
F-NT2RM4002145//CARBOXYPEPTIDASE N 83 KD CHAI.N//2.7e-66:388:59//Hs.73858:J05158 
F-NT2RM4002146//ESTS. Highly Similar to Similar to mago.nashi [H.sapiens]//1.6e-135:646:97//Hs.1 04650: 
AI037879 

40 F-NT2RM40021 61//Homo sapiens laforin (EPM2A) mRNA, partial Cds//i .4e-1 50:763:95//Hs.22464:AF084535 

F-NT2RM4002174 * . 

F-NT2RM40021 89//Mucin 2, intestinal/tracheal//0.087:298:61//Hs.31 5:121 998 

F-NT2RM4002194//Human semaphorin III family homolog mRNA, complete cds//7.3e-11:454:60//Hs. 32981: 
U38276 / ' ; 

45 F-NT2RM4002205//EST//2.6e-21:270:71//Hs.120013:AA70745.4 * 

F-NT2RM4002213//Homo sapiens mRNA for KIAA0610 protein; partial cds//0.52:313:61//Hs,118087:AB011182 
F-NT2RM4002226//ESTS. Highly similar to GTPASE ACTIVATING PROTEIN ROTUNO [Orosophila melanogaster] 
V/8.4e-1 25:588:98//Hs.23900:U82984 

F-NT2RM4002251//ESTS//1 .0:77:74//Hs.1 551 35: AA9 10966 ' 
50 F-NT2RM4002256//ESTs//7.5e-28:358:74//Hs.13356:AI205764. 

F-NT2RM4002266//Human kinase Mytl (Mytl) mRNA. complete; cds//0.73:502:57//Hs.77783:AF01 41 18 

F-NT2RM4002278//EST//0.33: 1 38 :63//Hs.1 44096: AI0321 80 

F-NT2RM4002281 

F-NT2RM4002287//ESTs//0.00037:55:98//Hs.11134:T62979 
55 F-NT2RM4002294//Human mRNA for KIAA0281 gene, complete cds//6.7e-50:511 :72//Hs.31 463:087457 

F-NT2RM4002301 " I , 

F-NT2RM4002323//ESTs//3.6e-09:105:87//Hs,131737:AI343331 * ^ 
F-NT2RM4002339 ' ' :V ' . 
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F-NT2RM4002344//EST//0.1 6:1 66:64//Hs.1 28600 :AA906454 • 

F-NT2RM4002373//Homo sapiens mRNA for KIAA0649 protein, complete ccls//9.1e-151:708:98//Hs.26163: 
AB014549 

F-NT2RM4002374//Homo sapiens mRNA for KIAA0720 protein, partial cds//0.0040:303:63//Hs.23741 :AB01 8263 
5 F-NT2RM4002383//ESTs//8.0e-16:153:78//Hs.155243:N70293 

F-NT2RM4002390 . . 

F-NT2RM4002398 

F-NT2RM4002409 

F-NT2RM4002438//ESTS, Weakly similar to probable CBP3 protein homolog [C.elegans]//1.1e-55:282:96//Hs. 
10 26676: AA033997 

F-NT2RM4002446//Homo sapiens clone 24574 mRNA sequence//0.59:339:60//Hs.18686:AF052151 
F-NT2RM4002452 

F-NT2RM4002457//Homo sapiens mRNA for epiregulin, complete ccls//3.2e-25:228:81//Hs.1 15263:030783 
F-NT2RM4002460//EST//1 .0:142:65//Hs.1 45370: AI252780 
15 F-NT2RM4002479//Homo sapiens RNA helicase-related protein mRNA, complete cds//8.9e-165:777:98//Hs. 
8765:AF083255 

F-NT2RM4002482//Homo sapiens mRNA for KIAA0691 protein, complete cds//7.3e-95:464:97//Hs.94781 : 
AB014591 

F-NT2RM4002493 ... 
20 F-NT2RM4002499//ESTs//1.3e-44:653:67//Hs.23790:N99347 

F-NT2RM4002504//Small inducible cytokine A5 (RANTES)//4.3e-30:225:83//Hs.155464:AF088219 
F-NT2RM4002527//Human pre-B cell enhancing factor (PBEF) mRNA, complete cds//0.99:290:60//Hs.1 54968: 
U02020 

F-NT2RM4002532//Human mRNA for KIAA0238 gene, partial cds//1 .0:232:61//Hs.82042:D87075 
25 F-NT2RM4002534//Homo sapiens angiotensin/vasopressin receptor AII/AVP mRNA, complete cds//1 .0:1 00:70// 

Hs.159483:AF054176 

F-NT2RM4002558//Homo sapiens amphiphysin II mRNA, complete cds//0.1 7:393:6 1//Hs.6619:U84004 
F-NT2RM4002565//Homo sapiens mRNA for Asparaginyl tRNA Synthetase, complete cds//1 .0:226:60//Hs.84043: 
D84273 

30 F-NT2RM4002567//ESTS, Weakly similar to C17G10.1 [C.elegans]//3.3e-88:484:93//Hs.1 05837: AA536054 

F-NT2RM4002571//ESTS, Weakly similar to UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase [H.sa- 

piens]//0.059:121:70//Hs.155413:/VA429394 

F-NT2RM4002593//ESTs//1.0e-15:103:95//Hs.108920:W2815i ' ' 

F-NT2RM4002594//Homo sapiens 26S proteasome regulatory, sub unit (SUG2) mRNA, complete cds//1 .Oe-06: 
35 499:59//Hs.79357:D78275 ' ' V - 

F-NT2RM4002623//ESTS//1 .2e-11 :92:92//Hs.1 64046:197402 

F-NT2RP1 00001 8//Homo sapiens mRNA for Kl AA0687 protein , partial cds//2.0e-1 02:746:81//Hs.3628:AB01 4587 
F-NT2RP1000035//Homo sapiens mRNA for NSl-bindIng protein (NS1-BP)//3.7e-1 55:747 :96//Hs.1 59597: 
AJ012449 

40 F-NT2RP1000040//ESTs//1.3e-58:338:92//Hs.17534:H16907 

F-NT2RP1000063//ESTs//0.0013:72:83//Hs.108196:W81647 ' ' . 

F-NT2RP1 000086//Human mRNA for KI/VA0360 gene, partial cds//5.4e-1 85:548:91 //Hs.79971 :X98834 
F-NT2RP1000101//Homo sapiens hook2 protein (H00k2). rhRNA, * complete cds//0.33:247:61//Hs.30792: 
AF044924 

45 F-NT2RP1000111 

F-NT2RP1000112//TTK protein kinase//3.2e-40:324:81//Hs.2052:M86699 
F-NT2RP1000124//ESTs//2.4e-42:268:89//Hs.146078:AI084025 

F-NT2RP1 0001 30//ESTS, Moderately similar to HEPATOMA-DERIVED GROWTH FACTOR [H.sapiens]//1 .4e-71 : 
382:94//Hs.127842:W38901 ; . , ' 

50 F-NT2RP1000163//Homo sapiens cell cycle progression 2 protein*(CPR2) mRNA, complete cds//2.le-06:77:90// 
Hs.3760:AF011792 

F-NT2RP1000170//EST//0.68:130:63//Hs.146994:AI184430 

F-NT2RP1000174//Homo sapiens clone 24432 mRNA sequence//8:3e-140:679:97//Hs.78019:AF070535 
F-NT2RP1000191//ESTs//1.3e-71:405:93//Hs.24054:N4649? . . 
55 F-NT2RP1 000202//H.sapiens mRNA for cytokine inducible nuclear protein//2.0e-05:591 :58//Hs.7401 9:X83703 

F-NT2RP1 000243 ^1 ' 

F-NT2RP1 000259 • ^ 

F-NT2RP1000272//Homo sapiens TLS-associated protein JASR-2 mRNA, complete cds//5.4e-109:528:97//Hs. 
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4214:AF067730 

F-NT2RP1 000324//ESTs//3.4e-98:499:96//Hs.42530:N41 661 

F-NT2RP1000326//Honno sapiens metaxin 2 (MTX2) mRNA, nuclear gene encoding mitochondrial protein, com- 
plete cds//1.3e-l46:693:98//Hs.3l584:AF053551 i . ■ 
5 F-NT2RP1000333//Homo sapiens monocyte/macrophage Ig-related receptor MIR-iO (MIR cl-io) mRNA, com- 
plete cds//0.28:328:60//Hs.22405:AF00423l 

F-NT2RP1000348//Human plectin (PLEC1) mRNA, complete cds//0.018:337:62//Hs.79706:U53204 
F-NT2RP1 000357 

F-NT2RP1000358//DYNAMIN-1//0.96:273:59//Hs.126:L07807 * 
10 F-NT2RP1000363//Homo sapiens mRNA for KIAA0638 protein, partial cds//3.2e-126:497:86//Hs.77864: 

AB014538 

F-NT2RP1000376//Homo sapiens calcium-independent phospholipase A2 mRNA, complete cds//5.9e-1 78:877: 
96//HS.1 20360:AF064594 

F-NT2RP1 000409//ESTs//5.4e-59:41 5:83//Hs.1 40578: AA828031 
15 F-NT2RP1000413//Homo sapiens mRNA for KIAA0587 protein, complete cds//3.0e-1 79:71 0:98//Hs.2 1862: 

AB011159 

F-NT2RP1000416//ESTS. Highly similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Musmusculus] 

//7.3e-1 77:857:97//Hs.6823:W1 81 81 

F-NT2RP1 00041 8//Homo sapiens calcium-activated potassium channel (KCNN3) mRNA, complete cds//0.46:222: 
20 60//Hs.89230:AF031815 

F-NT2RP1 000439//EST//0.98:339:56//Hs. 1 37377: AA1 01 603 ' ' , 

F-NT2RP1000443//Human SLP-76 associated protein mRNA, complete cds//1.0:356:59//Hs.58435:AF001862 
F-NT2RP1 000460 

F-NT2RP1000470//Human DNA from chromosome 19-speclflc cosmid R27090, genomic sequence//3.7e-134: 
25 665:96//Hs.143187:AC002985 

F-NT2RP1000478//Human beta-tubulin class III isotype (beta-Sj-mRNA. complete cds//6.2e-57:440:80//Hs. 
159154:U47634 ' 
F-NT2RP1 000481//ESTs//4.8e-21 :1 54:87//Hs.1 7392:AA5351 02 
F-NT2RP1 000493 

30 F-NT2RP1 00051 3//ESTs//2.2e-71 :409:91//Hs.1 21 029:AA48p977 

F-NT2RP1000522//Homo sapiens clone DT1P1A11 mRNA.r'CAG repeat region//0.21:255:62//Hs.98834:U92992 
F-NT2RP1000547//H.sapiens mRNA for transmembrane protein rnp24//1 .9e-06:337:63//Hs,75914:X92098 
F-NT2RP1000574//Homo sapiens homeobox protein MEIS2 (MEIS2) mRNA, partial cds//1 .4e-82:295:92//Hs. 
104105:AF017418 

35 F-NT2RP1000577//Human sialoprotein mRNA. complete cds//0:oi4:235:65//Hs.121552:J05213 

F-NT2RP1000581//VON WILLEBRAND FACTOR P R EC URS0R//1 .66-33:223 :89//Hs. 11 0802:X04385 
F-NT2RP1000609//Homo sapiens chromosome 11, BAC Clf-HSP-311e8 (BC269730) containing the hFENI 
gene//2.2e-49:506:73//Hs.132898:AC004770 

F-NT2RP1000629//Human clathrin assembly protein 50 (AP50) .mRNA, complete cds//3.6e-19:556:62//Hs. 
40 152936:063475 
F-NT2RP1 000630 

F-NT2RP1000677//Human breast tumor autoantigen mRNA, complete sequence//2.4e-05:389:59//Hs.3844: 
U24576 

F-NT2RP1000688//ESTS, Weakly similar to T06E6.d [C.elegans]//2.5e-43:232:95//Hs.3487:AA425553 
45 F-NT2RP1000695//ESTS, Weakly similar to C27F2.7 gene product [C.elegans]//9.2e-53:312:90//Hs.7049: 
AI141736 ' ' ■ 

F-NT2RP1000701//Myogenic factor 3//0.81 :186:63//Hs.2834:AF027148 

F-NT2RP1000721//Homo sapiens mRNA for repressor protein, partial cds//4.0e-33:278:78//Hs.581 67:030612 
F-NT2RP1000730//ESTS. Weakly similar to putative pi 50 [H.sapiens]//6.2e-40:297:84//Hs.18122:AI338045 

50 F-NT2RP1 000733//G1 to S phase transition 1//1 .4e-31 :286:78//Hs.2707:X1 7644 

F-NT2RP1000738//Homo sapiens Wolf-Hirschhorn syndrome candidate 2 protein (WHSC2) mRNA, complete 
Cds//2.6e-123:604:96//Hs.21771:AF101434 ;/ 
F-NT2RP1 000746 ^"">;V ' 

F-NT2RP1 000767 ' V": ' 

55 F-NT2RP1000782//Human globin gene//3.6e-21:140:91//Hs.1o6o90:M69023 

F-NT2RP1000796//H.sapiens mRNA for ROX protein//0.17:4b4:57//Hs.25497:X96401 
F-NT2RP1000825//Human DNA sequence from PAC 127B20 pn chronhosome 22qll.2-qter, contains gene for 
GTPase-actlvating protein similar to rhoGAP protein, libosomal protein L6 pseudogene, ESTs and CA repeat// 
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2.7e-23:1 47:91 //Hs.1 02336:Z83838 

F-NT2RP1000833//Homo sapiens cGMP phosphodiesterase A1.(PDE9A) mRNA, complete cds//5.4e- 143:424: 
96//Hs.18953:AF067223 • ' * 

F-NT2RP1 000834//ESTS//0. 1 8:280:60//Hs. 1 5721 5:A1332903 
5 F-NT2RP1000836//EST//0.60:103:66//Hs.1 45708: AI267990 

F-NT2RP1000846//EST//1.2e-15:322:65//Hs.149925:AI288838 * *' ' 
F-NT2RP1000851//ESTs//6.1e-96:459:98//Hs.121586:AA423875 . 
F-NT2RP1000856//Human globin gene//6.7e-22:140:91//Hs.iq6o96:M69023 

F-NT2RP1000860//Homo sapiens KL04P mRNA. complete cds//2.2e-1 07:551 :95//Hs.125156:AF064094 

10 F-NT2RP1000902//EST//1.8e-28:218:85//Hs.145258:AI218683 . . 

F-NT2RP1000915//ESTs//8.8e-11:102:81//Hs.163740:AI248847 . 

F-NT2RP1 00091 6//ESTS, Weal^ly Similar to coded for by C. elegafis cDNA icm04e9 [C.elegans]//2.2e-27:l 59:94// 
Hs.122153:AA780270 ■ ' ' 

F-NT2RP1000943//Human hSIAH2 mRNA, complete cds//0.45:130:68//Hs.20191:U76248 
15 F-NT2RP1000944//EST//0.99:116:63//Hs.116633:AA668400 ; v.. 

F-NT2RP1000947//Human E2 ubiquitin conjugating enzyme UbcH5B (UBCH5B) mRNA, complete cds//2.7e-26: 
185:87//Hs.1 08332:U3931 7 

F-NT2RP1000954//Homo sapiens BACH1 mRNA, complete cds//0.81:329:56//Hs.1 54276: AB002803 
F-NT2RP1000958//ESTS//1 .3e-20:129:92//Hs.1 63740:A1248847 
20 F-NT2RP1000959//Ribosomal protein, large. P0//0.36:76:73//Hs.73742:M 17885 

F-NT2RP1000966//NUCLEOLIN//1.2e-72:353:98//Hs.79110:M60858 
F-NT2RP1000980//ESTs//1.6e-109:555:96//Hs.84429:N28866 ^ 

F-NT2RP1000988//Human chromosome 3p21.1 gene sequence//2.6e-73:685:80//Hs.82837:L13435 

F-NT2RP1001011 J 
25 F-NT2RP10ai013//ESTs//3.4e-40:393:74//Hs.120206:AI089163 ' 

F-NT2RP1001014 

F-NT2RP1001033//Tubulin. gamma potypeptide//0. 00041 :313:59//Hs.150785:M61764 
F-NT2RP1001073//Glucocorticoid receptor//1.0:204:61//Hs.75772:M10901 
F-NT2RP1001079//ESTs//1.0:174:62//Hs.158209:AI360531f . 
30 F-NT2RP1001080//Homo sapiens forkhead protein (FKhNlI)' mRNA^ complete cds//0.57:215:64//Hs. 14845: 

AF032886 ':7;' ' ' 

F-NT2RP1 00111 3//ESTS, Weakly similar to coded for by C. elegans cDNA CEESB82F [C.elegans]//1 .4e-65:293: 

95//HS.32751 :H38087 

F-NT2RP1001173 

35 F-NT2RP1001177//Homo sapiens histone macroH2A1.2 mRNA, complete cds//6.1e-26:259:74//Hs.75258: 
AF054174 

F-NT2RP1 001 1 85//EST//1 .4e-27:266:77//Hs. 1 22245: AA781 524' 
F-NT2RP1 001 1 99//ESTs//0.97:75:73//Hs. 1 31 498: AI0221 50 • 

F-NT2RP1001247//Human endometrial bleeding associated factor mRNA, complete cds//1.6e-19:120:95//Hs. 
40 25195:U81523 

F-NT2RP1 001248//ESTs//3.0e-21 : 1 43 :93//Hs.1 57243: A 1337094 

F-NT2RP1001253//PUTATIVE GLUCOSAMINE-6-PHOSPHATE IS0MERASE//1 .2e-89:344:93//Hs.3090: 
AJ002231 

F-NT2RP1 001 286//H.sapiens mRNA for adenosine triphosphatase, calcium//0.026:392:57//Hs.5541 :Y1 5724 

45 F-NT2RP1001294 , .'. i • 

F-NT2RP1001302 ''■ . 

F-NT2RP1 001 31 0//Homo sapiens creatine transporter mRNA, complete cds//3.6e-07:379:6 1//Hs. 1 54503:U36341 
F-NT2RP1 001 31 1//ESTs//9.5e-73:403:93//Hs.24739:H6781 5 . . 

F-NT2RP1001313//Homo sapiens chromosome 11, BAG Clt-WsP-311e8 (BC269730) containing the hFENI 
50 gene//3.1e-87:437:97//Hs.1 32898: AC004770 

F-NT2RP1 001 361//ESTS, Highly similartoNADH-UBIQUI.N6Nii)X^^^ 
rus]//6.8e-101:480:94//Hs.75017:AA166853 ' T'^ ' * 

F-NT2RP1001385//EST//0.86:127:65//Hs.156304:AI336859 _ ' ^- 

F-NT2RP1001395//Homo sapiens stannin mRNA, complete cds//0.75:355:58//Hs.76691:AF070673 
55 F-NT2RP1001410/n"hromboxane A2 receptor//1 .0:157:63//Hs.89887:D38b81 

F-NT2RP1001424//ESTs//5.3e-20:118:95//Hs.159792:R60700 . 
F-NT2RP1001432//ESTs//5.3e-20:118:95//Hs.159792:R60700 . ' ' 

F-NT2RP1001449//Homo sapiens clone 24733 mRNA sequence//5.7e-86:422:97//Hs.21970:AF052149 
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F-NT2RP1001457//H.sapiens DAP-klnase mRNA//0.40:23 1:61 //Hs.153924:X76 104 
F-NT2RP1001466 

F-NT2RP1 001 475//ESTS//1 .2e-98:495:97//Hs.1 4347:AA287742 
F-NT2RP1001482 
5 F-NT2RP1001494 

F-NT2RP1001543//ESTs//1.2e-38:207:98//Hs.131063:AI016400.. • . 
. F-NT2RP1001546//Homo sapiens mRNA for DAP-1 beta, complete <3ds//0.00077:254:64//Hs.758 14: AB000277 
F-NT2RP1001569 

F-NT2RP1001616//Homo sapiens Tax Interaction protein 1 mRNA, partial ccls//2.5e-41 :496:74//Hs. 12956:119091 3 
10 F-NT2RP1001665//ESTs//9.4e-58:311:96//Hs. 127391 ;AA954420.. 

F-NT2RP2000001//Homo sapiens clone 617 unknown mRNA, complete sequence//4.7e-137:685:96//Hs.93677: 
AF091081 ■ \ . 

F-NT2RP2000006//ESTS, Weakly similar to B0035.14 [C .elegans]//8.2e-47:300:89//Hs.6473:AA853955 
F-NT2RP2000007//Human mRNA for KIAA0392 gene. partlal ecls//i .1e-1 5:241 :68//Hs.40100:AB002390 
15 F-NT2RP2000008//Human mRNA for KIAA0065 gene, partial Cds//1 .5e-29:526:66//Hs.70617:D31763 

F-NT2RP2000027//ESTS. Highly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 

2.06-26:21 4:82//Hs.140385:AA773359 

F"NT2RP2000032//ESTs//0.91:368:57//Hs.131209:AI038867 

F>NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein, partial cds//6. 1 e-78:3 83 :97//Hs. 8309: AB0 18290 
20 F-NT2RP2000045//Homo sapiens tumorous imaginal discs protein Tid56 homolog (TID1 ) mRNA, complete cds// 

7.8e-97:467:97//Hs.621 6:AF061 749 

F-NT2RP2000054//HOIVIEOBOX/POU DOMAIN PROTEIN RDC-1//1 .0:110:70//Hs.74095:L20433 
F-NT2RP2000056//Human HPTP epsilon mRNA for protein tyrosine phosphatase epsilon//1 .2e-27:146:100//Hs. 
1 55991 :X541 34 

25 F-NT2RP2000067//Human DNA sequence from clone 1 052M9 on chromosome Xq25. Contains the SH2D1 A gene 

forSH2 domain protein 1 A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a 60S Acidic Ribos- 
omal protein 1 (RPLPI) LIKE gene and part of a mouse D0C4.LIKE gene. Contains ESTs and GSSs//8.1e-4l: 
767:61//Hs.23796:AL022718 F-NT2RP2000070//Homo sapiens ichromosome 5, BAG clone 203013 (LBNL H1 55), 
complete sequence//6.5e-08:344:58//Hs.159402:AC0056b9' ! * ' 

30 F-NT2RP2000076//H.saplens mRNA for TFMAI/0.00023:356:62//H^.1 21 686:014887 

F-NT2RP2000077//Homo sapiens growth arrest specif Ic ll' (GASii) mRNA, complete cds//6.8e-79:278:97//Hs. 
54877:AF050078 ■ 
F-NT2RP2000079//ESTs//1.2e-36:202:94//Hs.17606:AI279879. I- !* 

F-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein, partial cds//7.1e-160:752:98//Hs.22926: 
35 AB018338 ) 

F-NT2RP2000091 
F-NT2RP2000097 

F-NT2RP2000098//ESTs//0.086:92:69//Hs. 1 59389: AI371 963 ' ■ ^ ' 

F-NT2RP2000108//Human mRNA for KIAA0392 gene, partial cds//1 .4e-18:200:77//Hs.40100:AB002390 
40 F-NT2RP2000114//Homo sapiens mRNA for GM3 synthase, complete cds//1.6e-11 5:551 :97//Hs. 17706: 
AB018356 

F-NT2RP2000120//ESTS, Weakly similar to HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III 
[C.elegans]//0.019:72:81//Hs.5268:W22670 

F-NT2RP2000126//Homo sapiens chromodomain-hellcase-DNA-binding protein mRNA, complete cds//l .4e-120: 
45 607:96//Hs.159273:AF054177 . 

F'NT2RP2000133//Neuronal pentraxln ll//0.00014:401:61//Hs.3281:U29195 

F-NT2RP2000147//Human ctathrin assembly protein 50 (AP50) mRNA, complete cds//2.2e-18:559:60//Hs. 
152936:063475 ' ' T*'' 

F-NT2RP2000153//Homo sapiens splicing factor (CC1 .3) mRNA, complete cds//0.33:85:70//Hs.256:L10910 
50 F-NT2RP20001 57//ESTs//0.53:75:81//Hs.24885:R49291 [ '^^i* / ' 

F-NT2RP2000161//ESTs//2.6e-06:89:84//Hs.21738:AI188190 . .\ 
F-NT2RP2000173 ' ' ? ; ;•: . . 

F-NT2RP20001 75 " '• ' / ' 

F-NT2RP20001 83//Homo sapiens mRNA for dlhydropyrimidinas^ reiated protein 4, complete Cds//0.001 8:324:58// 
55 Hs.100058:AB006713 

F-NT2RP2000195//ESTS, Weakly similar to C37E2.2 [C.elegahs]//3,6e-37:233:90//Hs.56750:AI1 48761 

F-NT2RP2000205//ESTs//5.6e-58:317:93//Hs.49559:AA401050 : * 

F-NT2RP2000208 
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F-NT2RP2000224//Homo sapiens hLRplOS mRNA for LDL receptor related protein 105. complete ccls//0.007l: 
243:61//Hs.1 43641 :AB009462 

F-NT2RP2000232//EST//0.0087:187:62//Hs.151024:Z3999g 

F-NT2RP2000233//Homo sapiens Notch3 (N0TCH3) mRNA.^cdmplete ccls//0.17:342:59//Hs.8546:U97669 
5 F-NT2RP2000239//Human mRNA for KIAA0380 gene, complete "cds//1 .0:227:60//Hs.47822:AB002378 

F-NT2RP2000248//EST//0.49:1 1 7:70//Hs.61 01 6:AA01 971 9 

F-NT2RP2b00257//Macrophage stimulating 1 (hepatocyte grbvyth factpr-like)//0.51 :227:60//Hs.30223:X90846 
F-NT2RP2000258//ESTs//3.1e-48:261:94//Hs.128230:AA972691 . , 
F-NT2RP2000270//ESTs//2.9e-38:357:75//Hs.1 40329:AA71 401 1 " • 
10 F-NT2RP2000274//ESTS//1 .1 e-1 06:508:98//Hs.47646:AA307599 

F-NT2RP2000283//EST//1.0:139:63//Hs.128256:AA972910 . ' 

F-NT2RP2000288 

F-NT2RP2000289 

F-NT2RP2000297//Human repressor transcriptional factor (ZNF85) mRNA, complete cds//4.2e-60:744:70//Hs. 
15 37138:U35376 

F-NT2RP2000298//ESTs//6.1e-46:322:85//Hs.159490:AI123467 

F-NT2RP2000310//Human proline dehydrogenase/proline oxidase (PRODH) mRNA, complete cds//4.3e-13:140: 
8a//Hs.58218:U82381 

F-NT2RP20Q0327//ESTs//4.3e-18:108:98//Hs.126212:AI417006 
20 F-NT2RP2000328//ESTs//6.3e-88:437:96//Hs.127336:AI332905- 

F-NT2RP2000329//GTP:AMP PHOSPHOTRANSFERASE MiT6CHONDRIALy/6.6e-41 :607:66//Hs.101642: 
X60673 

F-NT2RP2000337//Homo sapiens neurocan (CSPG3) mRNA. complete cds//0.96:126:69//Hs.1 53706: AF026547 
F-NT2RP2000346//Homo sapiens apoptosis associated protein (GADD34) mRNA, complete cds//1 .2e-1 30:627: 
25 97//Hs.76556:U83981 - , 

F-NT2RP2000369//Homo sapiens mRNA for KIAA0630 protein'/'partial cds//0.56:464:57//Hs.12259:AB014530 
F-NT2RP2000412//ESTs//1.0:214:60//Hs.91226:AA649047f . ' 

F-NT2RP2000414//Homo sapiens HnRNP F protein mRNA, complete Cds//1 .6e-67:375:93//Hs.808:L28010 

F-NT2RP2000420//ESTS, Moderately similar to zinc finger 'protein •"[H.sapiens]//3.9e-75:413:92//Hs.36779: 
30 AA626790 • 

F-NT2RP2000422//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds//6.7e-l28:609: 

96//Hs.5819:AF1 02265 * . ' 

F-NT2RP2000438//ESTS//1 .3e-05:50:98//Hs.1 56532:AA91 3381 . . 

F-NT2RP2000448//EST//1 . 1 e-24:1 36:98//Hs. 1 60402:AI39391 8 
35 F-NT2RP2000459//H.sapiens mRNA for imogen 38//1 .9e-22:1 58:87//Hs.1 54655:268747 

F-NT2RP2000498//ESTS//1 .00-17:181 :79//Hs.155243:N70293' * 

F-NT2RP2000503//ESTs//4.5e-41 :205:100//Hs.62751 :AA765702 

F-NT2RP20Q0510 

F-NT2RP2000516 

40 F-NT2RP2000523//ESTS. Highly similar to APOLIPOPROTEIN B MRNA EDITING PROTEIN [Rattus norvegicus] 

//3.2e-1 5:1 67:75//Hs. 1 0984: AA806768 

F-NT2RP2000603//Homo sapiens mRNA for KIAA0572 protein, partial cds//5.6e-38:196:98//Hs.14409:AB011144 
F-NT2RP2000617//Myosln, heavy polypeptide 6, cardiac muscie; alpha (cardiomyopathy, hypertrophic 1)//1.0: 
242:57//Hs.114001:220656 

45 F-NT2RP2000634//Homo sapiens mRNA for KIAA0614protein,partlalCds//4.2e-151:732:97//Hs.7314:AB014514 

F-NT2RP2000644//ESTs//0.035:276:60//Hs.43660:N331 74 ' " ' 
F-NT2RP2000656 ^':;.>: 
F-NT2R P2000658//ESTs//0.032:28 1 :59//Hs. 1 24853: AA420602 . - tl . . , . " 
F-NT2RP2000668 * 

50 F-NT2RP2000678//ESTs//2.9e-1 6:31 0:65//Hs.1 26867: AI093453 • : 

F-NT2RP2000704//ESTS, Highly similar to PUTATIVE SERINE/fH^EONINE-PROTEIN KINASE C41C4.4 IN 
CHROMOSOME 1! PRECURSOR [Caenorhabditis elegans]//2.4e-3l:233:78//Hs.114905:AA088442 
F-NT2RP2000710 ' * ' 

F-NT2RP2000715 ' " - 

55 F-NT2RP2000731 ' . 

F-NT2RP2000758//EST//1 .Oe-1 4: 1 99:71 //Hs. 1 62409: AA573242 

F-NT2RP2000764//ESTS, Weakly similar to NIFS-LIKE 54.5 KD PROTEIN [Saccharomyces cerevisiaeJ/ZI .6e-74: 
445:89//Hs.21 421 :AA91 1 739 
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F-NT2RP2000809//ESTS//1 .2e-36:235:89//Hs.1 54580:N341 0.t / 

F-NT2RP2000812//Homo sapiens pendrin (PDS) mRNA, compiete'cds//0.22:351:58//Hs.159275:AF030880 
F-NT2RP2000814 

F«NT2RP2000816//Homo sapiens mRNA for KIAA0610 protein. partial cds//1 .0:311 :61//Hs.118087:AB011182 
5 F-NT2RP2000819 

F-NT2RP2000841//Human mRNA for KIAA0294 gene, complete Cds//3.4e-28:390:70//Hs.20695:AB002292 
F-NT2RP2000842//Human lysophosphatidic acid receptor homolog mRNA. complete cds//9.5e-29:167:94//Hs. 
75794:U80811 

F-NT2RP2000845//ESTS//1 .06-83:403 :98//Hs.1 56828 :AI336850 
10 F-NT2RP2000863//ESTS, Highly similar to HYPOTHETICAL 36.7 Kp PROTEIN C2F7.02C IN CHROMOSOME I 

[Schizosaccharomyces pombel//6.4e-34:207:92//Hs.135235:AI081880 

F-NT2RP2000880//Homo sapiens mRNA for K1AA0741 protein, complete CdS//7.7e-142:732:94//Hs.3615: 
AB018284 

F-NT2RP2000892//ESTS, Weakly similar to mitogen-activated kinase kinase kinase 5 [H.sapiens]//0. 50: 189:65// 
15 Hs.46146:AA418097 

F-NT2RP2000931//MATRIN3//1.1e-130:610:98//Hs.78825:AB018266 

F"NT2RP2000932//Homo sapiens BAC clone GS166A23 from 7p21//5.5e-66:326:97//Hs.15144:AC005014 
F-NT2RP2000938//ESTS//1 .8e-28:296:75//Hs.22822:H06408 

F-NT2RP2000943//Homo sapiens mRNA for KI/U0755 protein, complete cds//1.9e-113:533:98//Hs. 19822: 
20 AB018298 ..... 

F-NT2RP2000965//ESTs//5.3e-59:328:94//Hs.35575:R96494 ' 
F-NT2RP2000970 .r- , 

F-NT2RP2000985//ESTS, Weakly similar to HYPOTHETICAL' ^96:8 KD PROTEIN IN S1S2-MTD1 INTERGENIC 

REGION [Saccharomyces cerevisiae]//7.3e-76:385:96//Hs.21 875: AA243700 
25 F-NT2RP2000987//ESTs//5.6e-11:177:72//Hs.15776:T91944 • , . . 

F-NT2RP2001 036//ESTs//2.0e-55:352:88//Hs.1 22131 :AA789262'''"'^^' •'. * " 
F-NT2RP2001 044//EST//0.069:267:60//Hs.1 02808:N671 1 7 

F-NT2RP2001056//Homo sapiens mRNA. chromosome 1 specific transcript KI/VA0488//1.0e-145:696:97//Hs. 
67619:AB007957 
30 F-NT2RP2001065 

F-NT2RP2001070//Human mRNA for KIAA0315 gene, partial "cds/yi .0:310:60//Hs.3989:AB002313 
F-NT2RP2001081 ; ; • : 

F-NT2RP2001 094//ESTS//0. 0071 :262:64//Hs.1 2811 5:AI356550; 

F-NT2RP2001119//Small inducible cytokine A5 (RANTES)//2.2e-34:311:78//Hs.155464:AF088219 
35 F-NT2RP2001127//Human mRNA for KIAA0234 gene, complete Cds//3.5e-33:519:63//Hs.80358:U52191 

F-NT2RP2001137//ESTS. Highly similar to RAB GDP DISSOCIATION INHIBITOR ALPHA [Bos taurus]//6.4e-34: 
201 :91//Hs.118470:AI336362 

F-NT2RP2001149//EST//3.9e-27244:78//Hs.162236:AA55f582 ^ 
F-NT2RP2001168//ESTs//0.0023:216:62//Hs.134938:AI091361 • ' 
40 F-NT2RP2001173//Homo sapiens mRNA for KIAA0480 protein, complete cds//7.4e-114:567:96//Hs.26247: 
AB007949 

F-NT2RP2001174//H.sapiens ZNF81 gene//0.21 :256:59//Hs.104d20:X68011 
F-NT2RP2001196 

F-NT2RP2001218//ESTS//1 .1e-65:337:96//Hs.115710:AA524598; 
45 F-NT2RP2001 226//Guanylate cyclase 1 , soluble, alpha 2//0.03b:395i59//Hs.2685:Z50053 

F-NT2RP2001233//Zlnc finger protein 136 (clone pHZ-20)//4.4e-58:656:70//Hs.69740:U09367 
F-NT2RP2001245//EST//0.018:228:62//Hs.116798:AA6338i3. ■ 

F-NT2RP2001 268//Homo sapiens mRNA for Kl AA081 0 protein; p)artiai cds//8.1 e-1 08:51 4:97//Hs.7531 :AB01 8353 
F-NT2RP2001277//EST//0.42:127:66//Hs.42834:N20277 
50 F-NT2RP2001 290//Homo sapiens alpha SNAP mRNA, complete cds//l .8e-62:527:76//Hs. 75848:1)3941 2 

F-NT2RP2001 295//ESTs//3.4e-29:90:1 00//HS.1 23321 :AA81 0287 
F-NT2RP2001 31 2//ESTS//1 .0:121 :61//Hs. 160261 :AI1 46387 

F-NT2RP2001327//Human B12 protein mRNA, complete Cds//1.9e-30:359:71//Hs.76090:M80783 
F-NT2RP2001328//ESTs//5.2e-1 03:532:94//Hs.69476:AA628522 
55 F-NT2RP2001347//ESTs//4.3e-28:21 7:82//Hs.31 775 :H4 1883 \. 

F-NT2RP2001 366//ESTS, Weakly similar to ZK1 058.5 [CelegansJ/Zl .8e-72:41 8:91//Hs.1 07039:W27244 
F-NT2RP2001378 

F-NT2RP2001381//ESTs//0.59:235:62//Hs.118569:AI377558 ' 
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F-NT2RP2001392//Homo sapiens chromosome 5, BAG clone 203o13 (LBNL H155), complete sequence//0.28: 
225:62//Hs.159402:AC005609 

F-NT2RP2001394//ESTs//8.3e-22:133:78//Hs.109655:AI189767 
F-NT2RP2001397//ESTs//0.090:265:60//Hs.1 52775: AA633088 ' ' 
5 F-NT2RP2001420 

F-NT2RP2001 423//ESTS, Weakly similar to hypothetical protein [H.sapiens)//0.030:443:59//Hs.1 40506:AA30801 8 
F-NT2R P2001 427//EST//1 .9e- 1 9: 1 74:79//Hs. 1 32635: AI032875 
F-NT2RP2001436//EST//0.16:132:66//Hs.128265:AA972966 • 

F-NT2RP2001 440//Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide// 
10 9.8e-56:603:72//Hs.75544:Z82248 

F-NT2RP2001 445//ESTs//2.2e-26:1 93:86//Hs.1 2861 0:AA5042.1 8 . 
F-NT2RP2001449 ' ' '* 

F-NT2RP2001450 

F-NT2RP2001467 . . 

15 F-NT2RP2001506 , /. 

F-NT2RP2001511//ESTS, Weakly Similar to F48F7.1 [C.elegans]//3.2e-83:409:98//Hs.156161:AI333779 
F-NT2RP2001520//Homo sapiens mRNA for mitochondrial carrier protein ARALAR1//6.4e-138:657:97//Hs.4277: 
Y14494 

F-NT2RP2001 526//EST//1 .0:1 80:61 //Hs. 13631 1 :AA4371 34 
20 F-NT2RP2001536//Homo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cds// 
5.2e-1 05:384:94//Hs.99742:AF035586 *^'- ' 

F-NT2RP2001560 

F-NT2RP2001569//Homo sapiens mRNA, chromosome 1 specific' transcript KIAA0488//1.4e-124:590:98//Hs. 
67619:AB0a7957 

25 F-NT2RP2001 576//Erythrocyte membrane protein band 4.9 (dematin)//0. 046:521 :60//Hs.75936:U28389 

F-NT2RP2001581//EST//1.0:28:96//Hs.148002:AI264876 

F-NT2RP2001597//Casein kinase 2. alpha prime polypeptide//0.069:165:65//Hs.82201 :M55268 
F-NT2RP2001601//Homo sapiens mRNA for KIAA0797 protein, partial cds//2.3e-138:647:9a//Hs.27197: 
AB018340 
30 F-NT2RP2001613 

F-NT2RP2001 628//ESTs//4.9e-45:238:96//Hs.1 35222:AI082229 

F-NT2RP2001 634//Homo sapiens alpha-catenin related protein (ACRP) mRNA, complete cds//4.9e- 124:604:96// 
Hs.58488:U97067 , ; ; . 

F-NT2RP2001 660//Homo sapiens putative 1 3 S Golgi transport complex 90kD subunit brain-specific isoform mR- 
35 NA. complete Cds//1 .3e-1 45:687:97//Hs. 1 59558: AF05871 8 . . 

F-NT2RP2001663//Enolase 1, (alpha)//4.2e-38:372:74//Hs.675:M14328 
F-NT2RP2001 675//X-LINKED HELICASE ll//0.040:454:58//Hs.96264:U72936 

F-NT2RP2001677//Homo sapiens mRNA for KI/WV0771 protein, partial cds//0. 028:285: 63//HS.61 62: AB0 1831 4 
F-NT2RP2001678//Homo sapiens semaphorin F homolog mRNA, complete cds//1 .7e-34:328:76//Hs.27621 : 
40 U52840 ' - 

F-NT2RP2001699//EST//0.029:94:68//Hs.1 25936: AA889091 / , 

F-NT2RP2001720//ESTS, Highly similar to Rap2 interacting ;protein 8 [M.musculus]//1 .0:1 73:62//Hs.1 07361: 
AI197870 

F-NT2RP2001721 

45 F-NT2RP2001740//Homo sapiens Rigui (RIGUI) mRNA, complete cds//0.58:403:57//Hs.8114:AF022991 

F-NT2RP2001 748//Famesyl diphosphate synthase (farnesyl pyrophosphate synthetase, dimethylallyltranstrans- 
f erase, geranyltranstransferase)//1 .2e-1 9:151 :86//Hs. 77393:01 4697 

F-NT2RP2001 762//Homo sapiens exonuclease la (EX01a) mRNA, complete_cds//5.2e-34:191:96//Hs.47504: 
AF091754 

50 F-NT2RP2001813//EST//0.46:183:57//Hs.144096:AI032180 " 

F-NT2RP2001 839//EST//2.5e-1 2:86:94//Hs.1 33226:AI052250 ' 

F-NT2RP2001861//Homo sapiens mRNA for paraplegin//0. 068:1 46:71 //Hs. 78497: Y 166 10 
F-NT2RP2001869//Homo sapiens ZNF202 alpha (ZNF202) mRNA, complete cds//0.0013:174:62//Hs.9443: 
AF027219 

55 F-NT2RP2001 876//Allograft inflammatory factor 1//2.2e-08:1 62 :67//Hs. 76364: Y1 4768 

F-NT2RP2001883 

F-NT2RP2001898//75 KD INOSITOL-1 ,4,5-TRISPHOSPHAtE 5-RHOSPHATASE PRECURSOR//3.0e-1 13:633: 
90//Hs.142189:M74161 ' 
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F-NT2RP2001900//EST//1.9e-14:132:84//Hs.130049:AA90265p 

F-NT2RP2001907//ESTS. Weakly similar to ankyrin 3, long form [H.sapiens]//0.37:263:62//Hs.106377:H29757 
F-NT2RP2001 926//ESTs//1 . 1 e-87:430:97//Hs.1 33487: AI393754 
F-NT2RP2001936 
5 F-NT2RP2001943 

F-NT2RP2001 946//ESTS//1 .0:1 1 0:69//Hs.7941 :AA894797 
F-NT2RP2001947 

F-NT2RP2001 969//ESTs//3.3e-93:433:93//Hs.9622:W44489 

F-NT2RP2001976//Homo sapiens KIAA0432 mRNA, complete CCls//0.20:238:63//Hs.155174:AB007892 
10 F-NT2RP2001985//Homo sapiens mRNA for KIAA0545 protejn, partial cds//7.4e-05:235:62//Hs.1 29943: 
AB011117 

F-NT2RP2001991//EST//0.0027:163:68//Hs.162458:AA5791 96,. 

F-NT2RP2002025//Homo sapiens mRNA for KIAA0756 protein, partial ccls//3.2e-62:314:97//Hs.1 16604: 
AB018299 

15 F-NT2RP2002032 ' \ - 

F-NT2RP2002033//EST//1 .2e-1 6:224:74//Hs. 1 50409:AI003543 

F-NT2RP2002041//EST//0.022:139:69//Hs.127219:AA939336 

F-NT2 R P2002046//ESTS//1 . 1 e-35 :2 1 8 :92//Hs . 1 30678 : R5 1 509 . 

F-NT2RP2002047//ESTs//0.43:131:64//Hs.153939:AI284198,^ 
20 F-NT2RP2002058//Homo sapiens mRNA for KIAA0741 protein, complete cds//0.96:137:71//Hs.3615:AB018284 

F-NT2RP2002066//Homo sapiens transmembrane receptor UNC5C (UNC5C) mRNA, complete cds//3.1 e-36:509: 

66//Hs.44553:AF055634 

F-NT2RP2002070//ESTs//0.00027:107:72//Hs.4852:R84241 

F-NT2RP2002076//Homo sapiens clone 24804 mRNA sequence//3:4e-i29:643:96//Hs.11039:AF052183 
25 F-NT2RP2002078//EST//1.0:83:65//Hs.115996:AA609014 

F-NT2RP2002079//ESTs//6.2e-06:326:60//Hs.1 34202:A131 31 56 

F-NT2RP2002099//Homo sapiens mRNA for E1B-55kDa-associated protein//3.2e-112:533:97//Hs.155218: 
AJ007509 

F-NT2RP2002105//Homo sapiens serine threonine kinase 11 (STK11) mRNA, complete cds//6.1e-07:408:60//Hs. 
30 1 22755: AF032986 

F-NT2RP20021 24//ESTS//1 .3e-90:459:96//Hs.1 42053:AA224286 

F-NT2RP2002137//ATPase, Ca4-4- transporting, plasma membrane 47/0.0032:31 9:59//Hs. 995 :M83363 
F-NT2RP2002154//Homo sapiens mRNA for C17orf1 protein//1.0:149:65//Hs.100217:AJ008112 
F-NT2RP2002172//EST//4.4e-14:276:67//Hs.148392:AI0853l'4 ' 
35 F-NT2RP2002185//ESTS, Weakly similar to ubiquitin S6(l) ;'[b:melanogaster]//6.8e-6l:354:9l//Hs. 109966: 
C06057 

F-NT2RP2002192//Human 75-kD autoantigen (PM-Sci) mRNA. complete cds//3.7e-37:194:97//Hs.91728: 
M58460 

F-NT2RP2002193//Homo sapiens protein inhibitor of activated STAT protein PIASx-alpha mRNA, complete cds// 
40 6.8e-15:228:67//Hs.111323:AF077954 • . . 

F-NT2RP2002208 

F-NT2RP200221 9//ESTs//0.0059:247:61//Hs.36495:AA1 51 628 ' 
F-NT2RP2002231//ESTs//0.29:167:63//Hs.112013:AI394318 - ' ' 
F-NT2RP2002235//H.saplens mRNA for PHAPI2b protein//0.86:67:82//Hs.84264:U70439 
45 F-NT2RP2002252//Homo sapiens mRNA for KIAA0527 protein, partial cds//0.79:264:59//Hs.129748:AB011099 

F-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cds//2.1e-51 :315:89//Hs. 150595: 
AF005418 

F-NT2RP2002259//Human L-myc protein gene, complete cds//1 .2e:26:343:71//Hs.92137:M19720 
F-NT2RP2002270//ESTS, Weakly Similar to AF-9 PROTEIN [H.sapiens]//1 .3e-31 :206:88//Hs.4029:Z78373 
50 F-NT2RP2002292//ESTs//1.3e-07:153:67//Hs.13533:H23079 

F-NT2RP2002312//Homo sapiens CDP-diacylglycerol synthase 2^0032) mRNA, partial cds//5.0e-95:467:96//Hs. 
24812:AF069532 

F-NT2RP2002316//ESTs//0.95:194:63//Hs.157214:AA805445 . . ^ 

F-NT2RP2002325//Homo sapiens peroxisomal biogenesis facto¥'(PEXl1a) mRNA, complete cds//l.3e-1 24:640: 
55 95//Hs.31034:AB015594 ■ , . , ' ' 

F-NT2RP2002333//Proteln-tyrosine kinase tyk2 {non-receptorj//.1 .0:257:60//Hs.75516:X54637 
F-NT2RP2002373 

F-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds//3.1 e-1 39:673: 
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97//HS.1 09051 :AF038958 

F-NT2RP2002394//Human clone 23695 mRNA sequence//0.16:456:59//Hs.90798:U79289 
F-NT2RP2002408//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//0.00069:265:65//Hs.74095:L20433 
F-NT2RP2002426//EST//4.3e-33:271 :79//Hs.1 45743 :AI269098 
5 F-NT2RP2002439//ESTs//0.0041:129:68//Hs.146064:AA714326 

F-NT2RP2002442//ESTS, Weakly similar to similar to molybdoterin biosynthesis MOEB proteins [C.elegans]//5.6e- 
26:169:89//Hs.25198:AA904265 

F-NT2RP2002457//ESTS//0.00031 :121 :71//Hs.1 34860: AI09.1 436 

F-NT2RP2002464//Human mRNA forKIAA0086 gene, complete cds//0,0013:207:63//Hs. 1560:042045 
10 F-NT2RP2002475//ESTS//1 .0:85:75//Hs.1 55371 :AI1 39929 ' 

F-NT2RP2002479//Homo sapiens mRNA for ABC transporter 7, protein, complete cds//7.6e-125:607:96//Hs. 
1 25856 :ABa05289 .' . 

F-NT2RP2002498 . 

F-NT2RP2002503//Human2incflngerprotein (FDZF2) mRNA. complete cds//2.2e-89:314:87//Hs.1 0268 1:U95044 
15 F-NT2RP2002504//Homo sapiens mRNA for KIAA0791 protein, complete cds//3.8e-1 59:761 :97//Hs.23255: 

AB018334 

F-NT2RP2002520//RAB6, member RAS oncogene family//0.99:216:59//Hs.107563:M28212 
F-NT2RP2002537 

F-NT2RP2002546//EST//0.81 :161 :65//Hs.1 20562 :AA74 1096 
20 F-NT2RP2002549//ESTs//0.76:228:61//Hs. 1 46313:AA594979 

F-NT2RP2002591//Homo sapiens mRNA for KIAA0798 protein, complete cds//2.9e-33:285:78//Hs.1 59277: 
AB018341 

F-NT2RP2002595//Adenylate cyclase 8 (brain)//0.39:377:59//Hs.2522:235309 

F-NT2RP2002606//Human Line-1 repeat mRNA with 2 open reading frames//6.4e-24:1 44:95//Hs. 23094: M 19503 
25 F-NT2RP2002609//Human guanine nucleotide regulatory protein (t'imi) mRNA, complete cds//l .0:120:68//Hs.334: 

U02082 

F-NT2RP2002618//H .sapiens mRNA for arglnine methyltrarisferase, splice variant, 1262 bp//4.3e-28:460:63//Hs. 

20521 :Y1 0805 ' ' ' 

F-NT2RP2002621 

30 F-NT2RP2002643//Human p300/CBP-associated factor (P/CAF) mRNA. complete cds//0.0022:210:64//Hs. 

155302:U57317 

F-NT2RP2002672//ESTs//7.4e-30:226:84//Hs.94694:W52493 ■ 

F-NT2RP2002701//ESTS. Highly similar to HYPOTHETICAL 68,7'Kb PROTEIN ZK757.1 IN CHROMOSOME III 
[Caenorhabditis elegans]//8.3e-56:278:97//Hs.1 09857:AA088385: . 
35 F-NT2RP2002706//CEREBELLIN 1 PRECURSOR//0.00042:367:61//Hs.662:M58583 

F-NT2RP2002710//Homo sapiens mRNA for KIAA0672 prbteirt, complete cds//8.0e-42:631 :65//Hs.6336: 

AB014572 

F-NT2RP2002727 

F-NT2RP2002736//ESTs//3.2e-67:336:97//Hs.86583:AA7612i7 ' 
40 F-NT2RP2002740//EST//1 .0e-70:352:97//Hs.1 451 68:AI1 50297 

F-NT2RP2002741//Human mRNA for Neuroblastoma, complete cds//2.4e-30:628:62//Hs.87435:D89016 

F-NT2RP2002750//Human mRNA for KIAA0331 gene, complete Cds//2.1e-29:285:75//Hs.146395:AB002329 

F-NT2RP2002752//EST//2.2e-06:126:74//Hs.159913:AA862709 

F-NT2RP2002753//ESTs//4.3e-14:137:81//Hs.133478:T79705 
45 F-NT2RP2002769//Human plectin (PLECl) mRNA, complete cds//0.017:507:57//Hs.79706:U53204 

F-NT2RP2002778//EST//1 .66-57:31 9:93//Hs. 14751 9: AI21 6407 : 

F-NT2RP2002800 

F-NT2R P2002839//ESTS//0.075: 1 77:62//Hs. 1 32445: AA921 763 ' 
F-NT2RP2002857//ESTs//0.99:88:69//Hs.132104:AI382142: ;" . . . 
50 F-NT2RP2002862 
F-NT2RP2002880 

F-NT2RP2002891//Homo sapiens mRNA for KIAA0673 protein, Ipartial Cds//i.0:237:62//Hs. 106487: AB0 14573 
F-NT2RP2002925//ESTS//1 .60-33:31 8:77//Hs.1 6808:W22606 

F-NT2RP2002928//Homo Sapiens pre-mRNA splicing factor,(RRP1 7) mRNA, complete cds//3.9e-1 36:623:99//Hs. 
55 116674:AF038392 ' '' S' ' f' ^ 

F-NT2RP2002929//Homo sapiens ataxin-7 (SCA7) mRNA, complete cds//0.24:158:65//Hs.108447:AJ000517 

F-NT2RP2002939 : l'};]/ \ \ 

F-NT2RP2002954 



2117 



EP 1 074 617 A2 



F-NT2RP2002959//Human E2 ubiquitin conjugating enzyme UbcHSB (UBCH5B) nrtRNA, complete cds//6.4e-21 : 

1 35:91//Hs. 1 08332:U3931 7 

F-NT2RP2002979 

F-NT2RP2002980 

5 F-NT2RP2002986//Homo sapiens actin binding protein MAYVEN mRNA. complete cds//7.8e-ii:272:6i//Hs. 
1 22967: AF059569 .. , 

F-NT2RP2002987//ESTs//8.2e-20:99:82//Hs.138965:AI004746 ■ * 
F-NT2RP2002993 - r . . 

F-NT2RP2003000//Small inducible cytokine A5 (RANTES)//2.1e-46:353:81//Hs.155464:AF088219 
10 F-NT2RP2003034//ESTs//1.6e-08:263:66//Hs.164048:AA811741 , 

F-NT2RP2003073//Human clone 230971 defective mariner transposon Hsmar2 mRNA sequence//4.6e-43:381: 
78//Hs.159176:U92019 > •; 

F-NT2RP2003099//TRICHOHYALIN//0.98:183:62//Hs.82276:L09190 

F-NT2RP2003108//H.sapiens nek2 mRNA for protein ltinase//0.025:185:67//Hs.153704:U11050 
15 F-NT2RP2003117//ESTs//7.6e-30:219:8a//Hs.153408:AA416633 " 

F-NT2RP20031 21//ESTs//1 .9e-1 3:1 58:73//Hs.1 29998: AI291 379 

F-NT2RP2003125//Serum response factor (c-fos serum response element-binding transcription factor)//4.5e-06: 

556:57//Hs. 1 55321 :J031 61 

F-NT2RP20031 29//ESTs//0.095:21 8:63//Hs.70836:AA1 21 544- 
20 F-NT2RP2003137 

F-NT2RP2003157//Homo sapiens mRNA for KIAA0620 protein, partial cds//0.40:227:61//Hs.105958:AB014520 
F-NT2RP2003158//Homo sapiens mRNA for proteasome subunit p58, complete cds//5.7e-11 3:581 :93//Hs.9736: 
D67025 

F-NT2 R P2003 1 6 1 //ESTS//0. 0095: 1 20: 65//HS. 1 63532 : Al 424 1 70 
25 F-NT2RP2003164//EST//0.11:179:63//Hs.163299:AA853944 ' 

F-NT2RP2003165//Human mRNA for KIAA0355 gene, complete cds//1.0e-39:342:79//Hs.153014:AB002353 

F-NT2RP20031 77//ESTs//3.6e-80:41 4:96//Hs.4767:N91 1 23 

F-NT2RP20031 94//ESTs//5.4e-20:1 1 9:95//Hs.1 49531 :AI393223;:;.' 

F-NT2RP2003206//EST//0.095:182:60//Hs.88461:AA278594 ' 
30 F-NT2RP2003228//CDC21 HOMOLOG//9.3e-1 38:726:93//Hs 1 54443:X74794 

F-NT2RP2003230//ESTs//3.0e-1 0:239:62//Hs.1 63720:AA526?47 ' 

F-NT2RP2003237//Human 53K isoform of Type II phosphatidylihositol-4-phosphate 5-kinase (PIPK) mRNA, com- 
plete cds//1 .3e-62:543:77//Hs.1 08966:U48696 > ; ' ! ' 

F-NT2RP2003243//Homo sapiens proline and glutamic acid rich nuciear protein isoform mRNA, partial cds//0.52: 
35 200:62//Hs.102732:U88153 
F-NT2RP2003265 

F-NT2RP2003272//ESTS. ' Weakly similar to ubiquitin S6(.1) [D.melanogaster]//5.8e-57:313:93//Hs.109966: 
C06057 

F-NT2RP2003277//Homo sapiens mRNA for KIAA0625 protein',- partial cds//4.9e-147:714:96//Hs.154919: 
40 AB014525 ■ ' 

F-NT2RP2003280 

F-NT2RP2003286//Homo sapiens mRNA for KIAA0587 protein, complete cds//0.0097:243:65//Hs.21862: 
AB011159 

F-NT2RP2003293//ESTs//5.5e-28:418:70//Hs.146227:AI269334 , 
45 F-NT2RP2003295//Homo sapiens RMP mRNA for RPB5 meidating protein, complete cds//2.0e-86:4l6:97//Hs. 
7943:AB006572 

F-NT2RP2003297//EST//0.99:240:60//Hs.133228:AI052312* ' i ' 

F-NT2RP2003307//ESTs//5.6e-15:137:81//Hs.90020:AA442752 

F-NT2RP2003308 

50 F-NT2RP2003329//ESTS, Highly similar to HYPOTHETICAl: si'.b'kD PROTEIN C02F5.7 IN CHROMOSOME III 

[Caenorhabditis elegans]//1.8e-102:532:95//Hs.6092:T75227 , 
F-NT2RP2003339//ESTS//0. 13:1 66:63//Hs. 1 49649: AI346765 . ' ' 

F-NT2RP2003347//ESTs//0.96:1 85:59//Hs.125003:H85963 ' 

F-NT2RP2003367//Human HsLIM15 mRNA for HsLim15, complete cds//0,99:243:60//Hs.371 81 :D64108 
55 F-NT2RP2003391 . ., 

F-NT2RP2003393 ' * ; ; 

F-NT2RP2003394//Homo sapiens Ran-GTP binding protein mRNA, partial cds//0.86:41 6:57//Hs.4976: AF039023 
F-NT2RP2003401 
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F-NT2RP2003433//ESTS, Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 

famillaris]//3.7e-33:303:77//Hs.14038:R06800 

F-NT2RP2003445//EST//1.7e-06:154:65//Hs.142843:R36893 • 

F-NT2RP2003446//Prostaglandin receptor. ep1 subtype//0.8l :273:61//Hs.159360:L22647 

5 F-NT2RP2003456//EST//0.17:95:65//Hs.147190:AI193320 : ' : 

F-NT2RP2003466//Homo sapiens chromosome 11, BAG CIT^HSP-311e8 (BC269730) containing the hFENI 
gene//4.3e-53:339:78//Hs.132874:AC004770 • . ; 

F-NT2RP2003480//Calpain. small polypeptide//! .16-06:1 54:66//Hs\74451 :X041 06 
F-NT2RP2003499//Homo sapiens delta-catenin mRNA, complete.cds//3.1e-10:481:60//Hs.80220:U96136 

10 F-NT2RP2003506 

F-NT2RP2003511//Spectrin, beta, non-erythrocytic 1//0.76:189:62y/Hs.107164:M96803 
F-NT2RP2003513//Human mRNA for KIAA0270 gene, partial Cds//8.3e-78:403:94//Hs.78482:Y 16270 
F-NT2RP2003517//Platelet-derived growth factor beta polypeptide (simian sarcoma viral (v-sis) oncogene ho- 
mology/! .3e-24:1 51 :95//Hs.1 976:M 12783 

15 F-NT2RP2003522//Zlnc finger protein 148 (pHZ-52)//1.1e-17:512:i50//Hs.112180:AF039019 

F-NT2RP2003533//ESTS//1 .8e-76:373:98//Hs.1 40402:AI1 38765 • 
F-NT2RP2003543//ESTs//9.3e-65:363:92//Hs.70643:AA03a01 0 - 
F-NT2RP2003559//ESTs//0.00037:93:77//Hs.157564:AI356513 

F'NT2RP2003564//Sjogren syndrome antigen A1 (52kD, ribonucleoprotein autoantlgen SS-A/Ro)//2.9e-28:664: 
20 63//Hs.l042:M62800 

F-NT2RP2003567//Homo sapiens mRNA for KIAA0462 protein, partial cds//1.3e-11 4:541 :98//Hs. 129937: 
AB007931 

F-NT2RP2003581//EST//1 .0:59:76//Hs.1 58575: AI368947 

F-NT2RP2003596//ESTS. Weakly Similar to No definition line found [C.elegans]//1.3e-63:224:95//Hs.34627: 
25 AA1 26463 

F-NT2RP2003604//Homo sapiens alpha-catenin related protein (ACRP) mRNA, complete cds//1 .7e-l 24:585:98// 
Hs.58488:U97067 . 
F-NT2RP2003629//ESTs//2.0e-1 03:535:95//Hs. 1 05633: AA479t6^ * 
F-NT2RP2003643//Kallmann syndrome 1 sequence//0.85:216;6'l//Hs.895?1:M97252 
30 F-NT2RP2003668//Homo sapiens haemopoietic progenitor homebbox HPX42B (HPX42B) mRNA, complete cds// 
9.46-47:371 :80//Hs.1 25231 :AF068006 ' ' 'V" 

F-NT2RP2003687//EST//2.9e-14:134:80//Hs.132635:AI032875 
F-NT2RP2003691//ESTs//8.2e-47:296:83//Hs.138852:AA284247 

F-NT2RP2003702//DNA POLYMERASE EPSILON, CATALYTIC SUBUNIT A//0.85:190:61//Hs.18366:L09561 
35 F-NT2RP2003704//ESTS, Weakly similar to putative p150 [H.sapiens]//5.1e-44:269:91//Hs.139757:N95271 

F-NT2RP2003706//Homo sapiens mRNA for KIAA0525 protein, partial cds//8.3e-!10:518:98//Hs.78494: 

AB011097 ' ' * 

F-NT2RP2003713 

F-NT2RP2003714//Homo sapiens hematopoietic cell derived zinc finger protein mRNA, complete cds//2.7e-56: 
40 252:83//Hs.86371 :AF0541 80 

F-NT2RP2003727//EST//0.52:277:59//Hs.69507:AA1 1 1 879 

F-NT2RP2003737//Human E2 ubiquitin conjugating enzyme UbcHSC (UBCH5C) mRNA, complete cds//4.0e-55: 

584:71 //Hs. 1 1 8797:U3931 8 

F-NT2RP2003751 

45 F-NT2RP2003760 

F-NT2RP2003764 ; , 

F-NT2RP2003769 

F-NT2RP2003770//RETINOBLASTOMA BINDING PROTEIN 3//6V58:i247:59//Hs.96055:U47677 

F-NT2RP2003777 C;>: > . ' . 

50 F-NT2RP2003781//ESTS, Weakly similar to C47D12.3 [C.eleg8insl/A3.7e-63:356:92//Hs.1 613! :AA568689 

F-NT2RP2003793//ESTs//4.8e-68:392:92//Hs.93949:AA782955 l^^^ ^ 

F-NT2RP2003825//ESTs//7.6e-79:232:98//Hs.14347:AA287742 :': :/; 

F-NT2RP2003840//DNAJ PROTEIN HOMOLOG HSJ1//0.95:300:59//Hs.77768:X63368 

F-NT2RP2003857//EST//1.0:112:62//HS,139216:AA244425, ... 
55 F-NT2RP2003859 /V; . 

F-NT2RP2003871//ESTs//2.5e-44:222:99//Hs.146295:AA93"578P ' 

F-NT2RP2003885 . ^ 

F-NT2RP2003912//ESTS, Weakly similar to G2-SPECIFIC PROtEIN.KINASE NIMA [Emericella nidulans]//2.2e- 
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113:632:92//Hs.50072:AI378221 i 

F-NT2RP2003952//ESTS, Moderately similar to 60S RIBOSOMAL PROTEIN L32 [H.sapiens]//1 .0:146:67//Hs. 
1 56920: AA489296 ^ \' \ 

F-NT2RP2003968//Homo sapiens hUBP mRNA for ubiquitin specific protease, complete ccls//6.8e-30:1 65:96//Hs. 
5 35086: AB0 14458 , \ . , 

F-NT2RP2003976//Homo sapiens mRNA for KIAA0447 protein, complete cds//7.9e-116:610:94//Hs.7302: 
AB007916 

F-NT2RP2003981//Homo sapiens mRNA for KIAA0804 protein, .partial cds//3.2e-1 61 :783:96//Hs.731 6:AB01 8347 
F-NT2RP2003984 

10 F-NT2RP2003986//ESTS//1 .3e-39:296:83//Hs.152482:AI056036 

F-NT2RP2003988//Thiopurine S-methyltransferase//7.1 e-44:532:70//Hs.511 24:AF01 9369 
F-NT2RP2004013//ESTS, Highly Similar to TRANSCRIPTION FACTOR BTF3 [Homo sap iens]//7.0e- 104:556:93// 
Hs.111081:Ai380378 
F-NT2RP2004014 

IS F-NT2RP2004041//Homo sapiens Chromosome 19,cosmid F17127//6.0e-11:120:80//Hs.10116:AC004780 

F-NT2RP2004042 

F-NT2RP2004066//Homo sapiens zinc finger protein (2nF20) mRNA, complete cds//0.80:292:61//Hs.1147: 
AF011573 

F-NT2RP2004081//ESTs//5.7e-87:427:96//Hs.102296:AI217942 
20 F-NT2RP2004098//Homo sapiens leucine-rich repeat protein SHOC-2 (SHOC-2) mRNA, complete cds//0.1 5:1 99: 

60//HS.1 0431 5:AF054828 

F-NT2RP2004124//Homo sapiens mRNA for ephrln-A2//0.98 :233:59//Hs. 158306 : A J007292 
F-NT2RP2004142 . 

F-NT2RP2004152//ESTs//5.7e-35:187:96//Hs.98977:AA625872: , 
25 F-NT2RP2004165//Homo sapiens serine kinase SRPK2 mRNA,.complete cds//0.69:176:63//Hs.78353:U88666 

F-NT2RP2004170//ESTs//3.9e-05:380:61//Hs.143748:AI419966*'^^- " 
F-NT2RP2004172//ESTs//5.8e-18:104:99//Hs.157031 :AI34350.V • 

F-NT2RP2004187//ESTS, Moderately similar to zinc finger-'protein [H.sapiens]//1.7e-16:276:67//Hs.36779: 
AA626790 

30 F-NT2RP2004194//Human p300/CBP-associaled factor (P/CAF) mRrsJA, complete cds//1.0:124:69//Hs. 155302: 

U57317 

F-NT2RP2004196 ' ' . 

F-NT2RP2004207//ESTs//3.8e-11:92:88//Hs.22678:AA604756.., 

F-NT2RP2004226//ESTS, Weakly Similar to teg292 protein [M 'musculus]//1 .8e-80:386:98//Hs.68791 :AA527270 
35 F-NT2RP2004232//Protein kinase C, mu//3.9e-36:448:67//Hs.2891 :X75756 

F-NT2RP2004239//ESTs//0.12:196:61//Hs.127209:AA976680 
F-NT2RP2004240//EST//1.0:134:63//Hs.104466:AA282536 

F-NT2RP2004242//Homo sapiens Nck-2 (NCK2) mRNA, complete cds//0.27:313:59//Hs.129725:AF047487 
F-NT2RP2004245//ESTS, Weakly similar to No definition line found [C.elegans]//8.2e-51 :474:74//Hs. 108990: 
40 N25951 

F-NT2RP2004270//MUELLERIAN INHIBITING FACTOR PRECURSOR//1.6e-06:490:60//Hs.12432:AC005263 
F-NT2RP2004300//1 -PHOSPHATIDYLINOSITOL-4,5-BIS PHOSPHATE PHOSPHODIESTERASE BETA 3//0.35: 
157:67//Hs.37121 :Z37544 

F-NT2RP2004316//Homo sapiens EXT-like protein 2 (EXTL2) mRNA, complete cds//1 .5e-151 :735:97//Hs.6l152: 
45 AF000416 ; • - 

F-NT2RP2004321//ESTs//2.6e-64:385:88//Hs.1 33128:W27735^^ ;: 

F-NT2RP2004339//ESTs//3.3e-46:338:83//Hs.1 45091 :AA8145,1 0 • , 

F-NT2RP2004347//ESTs//1.0:184:61//Hs.134469:AA731632 ' . : 

F-NT2RP2004364//ESTs//2.9e-70:366:95//Hs.14928:AA256202, 
50 F-NT2RP2004365 '^r. 

F-NT2RP2004366//Homo sapiens mRNA for DFFRY protein, abundant transcript//0.60:295:57//Hs.39163: 

AF000986 . 

F-NT2RP2004373 

F-NT2RP2004389//ESTS, Highly similar to HYPOTHETICAL 70.7 KD PROTEIN F09G8.3 IN CHROMOSOME III 
55 [Caenorhabditiselegans]//3.3e-97:477:98//Hs.30490:AA146916 ^ ' 

F-NT2RP2004392//ESTs/-/2.6e-61 :305:98//Hs.431 00:AA1 86588 

F-NT2RP2004396//Homo sapiens BAC done RG135C18 from 7q21//1.4e-174:875:95//Hs.152759:AC005164 
F-NT2RP2004399//ESTS, Weakly similar to KOI HI 2.1 [C.elegans]//1.2e-92:519:91//Hs.13275:AI341468 
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F-NT2RP2004400//EST//0.018:150:65//HS.158739:A1375367 
F-NT2RP2004412 

F-NT2RP2004425//EST//0.049:145:64/Hs.160759:R36944 ^ • ■ 
F-NT2RP2004463//ESTs//1.5e-40:207:98//Hs.98057:C15687 
5 F-NT2RP2004476//Homo sapiens TWIK-related acid-sensitive K+ channel (TASK) mRNA, complete cds//0.45: 

208:61//Hs.24040:AF006823 
F-NT2RP2004490 

F-NT2RP2004512//ESTS//0.0012:330:61//HS.70258:AI091203 

F-NT2RP2004523//Human high-affinity copper uptake protein (hCTRI) mRNA, complete cds//1 .3e-29:270:79// 
10 Hs.73614:U83460 

F-NT2RP2004538//Homo sapiens mRNA for KIAA0591 protein, partial cds//4.6e-139:687:96//Hs. 129908: 
AB011163 

F-NT2RP2004551//ESTs//0.0075:285:62//Hs.149442:AI346891 

F-NT2RP2004568//Homo sapiens antigen NY-CO-16 mRNA, complete cds//8.8e-06:291:61//Hs.1 32206: 

15 AF039694 , 

F-NT2RP2004580//Small inducible cytokine A5 (RANTES)//1 .2e-45:334:82//Hs.155464:AF088219 
F-NT2RP2004587//Homo sapiens mRNA for KIAA0766 protein; complete cds//0. 98:1 36 :64//Hs. 28020 :AB01 8309 
F-NT2RP2004594//ESTS, Highly similar to MKR2 PROTEIN [Mus musculus]//1 .0:104:68//Hs.125729:N99898 
F-NT2RP2004600//Homo sapiens mRNA for Hrs. complete cds//0.20:260:60//Hs.24756:U43895 

20 F-NT2RP2004602//ESTS, Weakly similar to I!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.0e-59: 

273:93//Hs.12845:N28835 

F-NT2RP2004614//EST//0.99:103:68//Hs.148738:AI224908 

F-NT2RP2004655//Homo sapiens mRNA for leucine rich protelh//8.4e-104:496:98//Hs.5198:AJ006291 
F-NT2RP2004664//Homo sapiens mRNA for KIAA0460 protein, partial cds//5.2e-155:728:98//Hs.29956: 
25 AB007929 ' **■ 

F-NT2RP2004675//EST//0.65: 1 51 :62//Hs. 1 30504: Al 003839 
F-NT2RP2004681 

F-NT2RP2004689//Homo sapiens mRNA for KIAA0625 protein, partial cds//4.le-6l:327:94//Hs.l549l9: 
AB014525 

30 F-NT2RP2004709//ESTs//2.2e-05:98:77//Hs.1 61 898:AA286942 

F-NT2RP2004710//ESTs//0.0035:76:82//Hs.108470:R93786 ' ' 

F-NT2RP2004736//Homo sapiens mRNA for KIAA0478 protein, complete cds//2.1e-118:582:96//Hs.4236: 
AB007947 

F-NT2RP2004743//EST//0.11 :170:64//Hs.112670:AA609242 
35 F-NT2RP2004767//EST//1.5e-09:303:65//Hs.148374:AA948183 

F-NT2RP2004768//ESTS, Highly similar to SERINE/THREONINE-PROTEIN KINASE PAK [Rattus norvegicus]// 
3.7e-110:548:96//Hs.85768:W16504 

F-NT2RP2004775//Homo sapiens transcriptional regulatoiy protein p54 mRNA, complete cds//0.025:547:57//Hs. 
107474:AF045451 . 
40 F-NT2RP2004791//Human endosome-assoclated protein (EEA1) mRNA,* complete cds//0.99:121:64//Hs.2864: 
L40157 • '" i" < 

F-NT2RP2004799//Homo sapiens ATP-specific succlnyl-CoA synthetase beta subunit (SCS) mRNA, partial cds// 
4.9e-118:594:95//Hs.40820:AF058953 

F-NT2RP2004802//ESTs//5.6e-16:116:91//Hs.153841:N36043 
45 F-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA, complete cds//6.8e-103:495:97//Hs.67052: 
AF054179 

F-NT2RP2004841 //Human transposon-like element mRN/V/3.0e-70:519:83//Hs.84775:M23161 
F-NT2RP2004861//ESTs//6.7e-89:427:98//Hs.132980:AI290258 
F-NT2RP2004897//ESTs//6.4e-81:431:94//Hs.130961:N79111 
50 F-NT2RP2004933//Homo sapiens mRNA for ZIP-kinase, complete cds//6.5e-84:418:95//Hs.25619:AB007144 

F-NT2RP2004936 
F-NT2RP2004959 

F-NT2RP2004961//Human mRNA for KIAA0065 gene, partial cds//7.2e-26:456:66//Hs.70617:D31763 
F-NT2RP2004962//EST//2.8e-1 5:242:69//Hs.146794:Al 149478 
55 F-NT2RP2004967//ESTs//0.0022:21 8:63//Hs.1 31 987: AI239735 

F-NT2RP2004978//Homo sapiens mRNA for KIAA0458 protein, complete cds//1 .0:218:61//Hs.7414:AB007927 
F-NT2RP2004982//Human kinesin-like spindle protein HKSP (HKSP) mRNA, complete cds//0.13:260:60//Hs. 
41723:U37426 vi:;. : i 
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F-NT2RP2004985//Human mRNA for KIAA0144 gene, complete cds//4.8e-22:431:65//Hs.81 27:063478 
F-NT2RP2004999 

F-NT2RP2005000//Homo sapiens hyperpolarization-activated channel 1 (IH1) mRNA. partial ccIs//0.99:269:58// 
Hs.124161:AF065164 

5 F-NT2RP2005001//Homo sapiens mRNA for KIAA0615 protein, complete Cds//1.9e-160:782:97//Hs.1 55972: 

AB014515 

F-NT2RP2005003//H.sapiens StafSO mRNA//9.9e-44:430:75//Hs.68054:X82200 

F-NT2RP2005012//Homo sapiens SEC63 (SEC63) mRNA. complete Cds//4.5e-1 00:501 :96//Hs.31575:AF1 001 41 
F-NT2RP200501 8//Arachidonate 5'lipoxygenase//1 .0:232:58//Hs.89499: J03600 

10 F-NT2RP2005020//ESTS//1 .26-06:61 :1 00//Hs.1 061 60:AA527433 

F-NT2RP2005022//Eukaryotic translation initiation factor 3 (elF-3) p36subunit//0.095:271:60//Hs.139745:U39067 
F-NT2RP2005031//Homo sapiens mRNA for SCP-1 , complete cds//0.99:338:61//Hs.112743:D67035 
F-NT2RP2005037//Homo sapiens mRNA for repressor protein; partial cds//0.098:217:60//Hs.581 67:030612 
F-NT2RP2005038//Homo sapiens protease-activated receptor 4 mRNA, complete cds//0.22:498:59//Hs. 137574: 

15 AF055917 

F-NT2RP2005108//ESTs//0.74:145:63//Hs.116557:AA657838'' 

F-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial cds//6.4e-105:495:98//Hs.22616: 
AB014564 

F-NT2RP2005126//H.sapiens mRNA for RNA helicase (Myc-regulated dead box protein)//9.2e-29:157:98//Hs. 
20 100555:X98743 

F-NT2RP20051 39//ESTs//2.6e-91 :479:95//Hs.1 25037:W42803 
F-NT2RP20051 40//ESTS//0.81 :308:59//Hs.27308: AA534947 

F-NT2RP20051 44//Homo sapiens tubby like protein 3 (TULP3) mRN A, complete cds//8.3e-91 :447:96//Hs.1 32226: 

AF045583 \: 
25 F-NT2RP2005147 ' ' ' ": ' 

F-NT2RP20051 59//ESTs//1 .5e-44:242:94//Hs.1 0981 9:AI357582 

F-NT2RP2005162//ESTS, Weakly similar to Y53C12A.3 [C.elegansy/0.97:80:73//Hs.1 07747: AI357868 
F-NT2RP2005168//Homo sapiens mRNA for ElB-55kOa-associated protein//4.4e-127:633:96//Hs.155218: 
AJ007509 

30 F-NT2RP2005204//H.sapiens 5T4 gene for 5T4 Oncofetal antigen//0.0034: 1 87:66//Hs.821 28: AJ01 21 59 

F-NT2RP2005227//Homo sapiens PAC clone DJ0905J08 from^ 7pi^p14//1 .3e-66:340:95//Hs.8173:AC005189 
F-NT2RP2005239//EST//1.3e-05:215:66//Hs.129528:AA994783 

F-NT2RP2005254//H.sapiens mRNA for PHAPI2b protein//1 .0:101 :71//Hs.84264:U70439 
F-NT2RP2005270//Homo sapiens creatine transporter mRNA, complete cds//0.56:114:68//Hs. 154503:1136341 
35 F-NT2RP2005276//Homo sapiens acyl-CoA synthetase 4 (ACS4)^mRNA, complete cds//l .2e-40:594:65//Hs. 
81452:AF030555 , 
F-NT2RP2005287//ESTs//8.2e-07:175:70//Hs.117134:AI383932 ' / 

F-NT2RP2005288//Homo sapiens RCC1-like G exchanging factor RLG mRNA, complete cds//2.3e-1 23:604:96// 
Hs.27007:AF060219 ^- ' 

40 F-NT2RP2005289//Homo sapiens mRNA for XPR2 protein//1 .3e-i4V:670:98//Hs.44766:AJ007590 

F-NT2RP2005293//EST//1 .9e-50:254:98//Hs.1 6201 7:AA505833' 

F-NT2RP2005315//Homo sapiens mRNA for KI/\A0676 protein, partial Cds//3.6e-97:483:96//Hs.115763: 
AB014576 

F-NT2RP2005325//Human LIM-homeobOx domain protein (hLH:2) mRNA, complete cds//2.6e-23:166:90//Hs. 
45 1569:U11701 ' ' 

F-NT2RP2005336//Homo sapiens snRNA activating protein complex l90kDsubunit (SNAP190) mRNA, complete 
Cds//0.016:353:62//HS.113265:AF032387 

F-NT2RP2005344//Homo sapiens mRNA for KIAA0566 protein, partial Cds//2.8e-30:456:66//Hs.44697:AB01 1138 
F-NT2RP2005354//ESTS//0.71 :1 92:60//Hs. 39063 :AA708958 
50 F-NT2RP2005358//Homo sapiens methyl-CpG binding protein MB03 (MBD3) mRNA, complete cds//1.4e'100: 

489:96//Hs.1 07254:AC005943 

F-NT2RP2005360//ESTs//8.2e-35:190:95//Hs.163038:AA700122 ' = 

F-NT2RP2005393//Homo sapiens CTG26 alternate open reading frame mRNA, complete cds//0.87:244:59//Hs. 
113252:U80761 
55 F-NT2RP2005407 

F-NT2RP2005436//Homo sapiens mRNA for KI/VA0561 protein., partial cds//0.28:338:57//Hs.6189:AB011133 
F-NT2RP2005441//ESTs//3.3e-45:238:96//Hs.5209:AA78006^V'.? ^• 
F-NT2RP2005453//ESTS//2. 1 e-20:1 1 5:99//Hs. 1 33087: AI09lV64 [ 



2122 



EP1 074 617 A2 



F-NT2RP2005457//ESTS, Highly similartoNADH-UBIQUINONEOXIDOREDUCTASESUBUNITB14.5B [Bos tau- 

rusl//8.5e-48:295:90//Hs.7501 7:AA1 66853 

F-NT2RP2005464//ESTs//2.0e-99:495:96//Hs.3530:AA808243 

F-NT2RP2005465/A/-crk avian sarcoma virus CT10 oncogene homolog//0.032:176:64//Hs. 16:010656 
5 F-NT2RP2005472//ESTS//1 .49-34:1 80:98//Hs.1 58892:AD7841 2 

F-NT2RP2005476//Homo sapiens mRNA for KIAA0772 protein, complete cds//9.9e-48:432:77//Hs.15519: 
AB018315 

F-NT2RP2005490//ESTs//4.5e-1 9:1 65:84//Hs.1 34382:AA083573 
F-NT2RP2005491 

10 F-NT2RP2005495//ESTs//5.6e-96:452:99//Hs.145417:AI084164 

F-NT2RP2005496//Human mRNA for KIAA0326 gene, partial ccls//4.4e-48:621 :68//Hs.6833:AB002324 
F-NT2RP2005498//Human protein phosphatase 2A beta subunit mRNA. complete cds//1 .6e-63:503:78//Hs.7688: 
M64930 

F-NT2RP2005501//Homo sapiens Notch3 (N0TCH3) mRNA, complete cds//0.56:139:66//Hs.8546:U97669 
15 F-NT2RP2005509//Glutamale-cystelne ligase (gamma-glutamylcysteine synthetase), regulatory (30.8kD)//l .0: 
291 :59//Hs.89709:L35546 

F-NT2RP2005520//Homo sapiens chromosome-associated protein-E.(hCAP-E) mRNA, complete cds//1 .2e-82: 
444:92//Hs. 1 1 9023:AF092563 

F-NT2RP2005525//Homo sapiens mRNA for KIAA0764 protein, complete cds//2.2e-19:112:99//Hs.6232: 
20 AB018307 

F-NT2RP2005531//ESTS, Weakly similar to erythrocyte membrane protein 4.1 [H.sapiens]//3.5e-50:366:83//Hs. 
61833:AA036735 

F-NT2RP2005539//Homo sapiens mRNA for NSI-binding protein (NS1-BP)//9.4e-155:747:97//Hs.1 59597: 
AJ012449 

25 F-NT2RP2005540//Homo sapiens mRNA for KIAA0494 protein, complete cds//1.9e-131:618:98//Hs.62515: 

AB007963 

F-NT2RP2005549//ESTS, Weakly similar to HYPOTHETICAL 32.0 KD PROTEIN CI 6C1 0.1 0 IN CHROMOSOME 
III [C.elegans]//2.5e-51 :292:93//Hs.105684:H24407 
F-NT2RP2005555//EST//0.046:308:57//Hs. 1 45962: AI276822 ^ 
30 F-NT2RP2005557//ESTs//4.6e-48:382:79//Hs.1 2501 4: AI422839 

F-NT2RP2005581//ESTs//6.3e-28:166:93//Hs.87803:AA034436 
F-NT2RP2005600//ESTs//1.6e-40:228:93//Hs.160085:AI218627 . . 
F-NT2RP2005605//ESTs//5.7e-1 3:1 1 5:86//Hs.3771 8:H60071 , 

F-NT2RP2005620//Homo sapiens opsin 2b mRNA, complete id^3yie-92:447:97//Hs,22396:AF062085 
35 F-NT2RP2005622//ESTS//0. 1 6:242:63//Hs. 1 36395: AA523702 

F-NT2RP2005635 

F-NT2RP2005637//ESTs//0.055:96:69//Hs.105998:R90905 ■ - ; ' ' 

F-NT2RP2005640//ESTs//4.5e-16:107:92//Hs.150823:AI292145 . 
F-NT2RP2005645//ESTs//2.7e-29:181:90//Hs.121653:AI37544b'' ' ' 
40 F-NT2RP2005651//Oxysterol binding protein//0.00ai1:122:69//Hs.1433065:M86917 

F-NT2RP2005654//Homo sapiens mRNA for KIAA0288 gene. complete cds//1.5e-08:351:62//Hs.91400: 
AB006626 

F-NT2RP2005669//ESTS//0.01 6: 1 85:64//Hs.9771 3:AA442239 ■ 

F-NT2RP2005675//Homo sapiens growth suppressor related (DOC-1 R) mRNA, complete cds//7.7e-96:462:98// 
45 Hs.25664:AF089814 ... 

F-NT2RP2005683//ESTs//0.83:242:62//Hs.1 36395: AA523702 

F-NT2RP2005690//PYRROLINE-5-CARBOXYLATE REDUCTASE//2.5e-11 :328:61//Hs.79217:M77836 
F-NT2RP2005694 

F-NT2RP2005701//Homo sapiens protein phosphatase 2A B56'-epsilon (PP2A) mRNA, complete cds//0.i 5:496: 
50 55//Hs.79326:L76703 

F-NT2RP2005712//Homo sapiens mRNA for KIAA0799 protein, partial cds//5.1e-126:599:97//Hs.61638: 
ABO 18342 

F-NT2RP2005719//ESTs//0.58:326:60//Hs.157209:N57527 

F-NT2RP2005722//Zinc finger protein 136 (clone pHZ-20)//8.2e-46:415:77//Hs.69740:U09367 
55 F-NT2RP2005723//ESTs/yi .Oe-1 5:141 :81//Hs.1 63747:AA1 7401 7^., V 

F-NT2RP2005726//EST//3.4e-15:96:95//Hs.156170:AI33419'f'^^^ . ' 
F-NT2RP2005732//ESTS//0.99: 1 62:62//Hs.1 54914:AA72i 086 

F-NT2RP2005741//Homo sapiens chondroadherin gene, 5'flanking region and//0.80:362:5a//Hs.97220:U96769 
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F-NT2RP2005748//H.sapjens ZNF33B gene//0.47:99:65//Hs.72991 :X68688 

F-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DR6) mRIMA, complete cds//2.5e-23: 134:96// 
Hs. 1 59651 :AF068868 

F-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//4.0e-102:486:98//Hs. 
5 26285:AF082516 

F-NT2RP2005763//EUKARYOTIC INITIATION FACTOR 4A:LIKE NUK-34//2.3e-05:425:56//Hs.79768:D21853 
F-NT2RP2005767//Homolog 2 of Drosophlla large dlSCS//0.085:262:61//Hs.23205:X82895 
F-NT2RP2005773//PYRROLINE-5-CARBOXYLATE REDUCTASE//2.0e-16:153:82//Hs.79217:M77836 
F-NT2RP2005775//Human thimet oligopeptldase (TH0P1) niRNA. complete cds//1 .7e-42:645:64//Hs.78769: 
10 Z5ai15 

F-NT2RP2005781//ESTS//1 .1 e-1 9:1 32:90//Hs.1 3550: AI378556 

F-NT2RP2005784//lnhlbltor Of DNA binding 4, dominant negative hellx-loop-hellx proteln//2.9e-06:201 :67//Hs. 
34853:U28368 

F-NT2RP2005804//ESTS//1 .2e-07:62:93//Hs.1 25509:AA883826^ ' : 
15 F-NT2RP2005812 

F-NT2RP2005815//ESTs//1.9e-32:173:97//Hs.144587:AI193595 ' 
F-NT2RP2005835 

F-NT2RP2005841//Homo sapiens retinal rod Na-Ca-i-K exchanger (NCKX1) mRNA, complete cds//0. 94: 148:65// 
Hs.59829:AB014602 
20 F-NT2RP2005853 

F-NT2RP2005857//Homo sapiens chromosome-associated protein-C (hCAP-C) mRNA, partial cds//5.4e-i 76:829: 
98//Hs.50758:AF092564 

F-NT2RP2005859//ESTS//2.1 e-97:537:92//Hs.1 31 915:W22567 ' 
F-NT2RP2005868 

25 F-NT2RP2005886//Human putative M phase phosphoprotein 1 (MPP1 ) mRNA. partial cds//0.26:728:57//Hs.240: 

LI 6782 

F-NT2RP2005890//ESTs//2.0e-97:453:1 00//HS.88671 :A/\279943 

F-NT2RP2005901//ESTs//0.99:188:64//Hs.28639:R78360 V 

F-NT2RP200590a//ESTs//2.5e-43:325:82//Hs.152340:AA521399 
30 F-NT2RP2005933//ESTS, Highly similar to nucleoporin p54 [R.norvegicus]//7.9e-90:326:98//Hs. 156882: 

A/\292186 • 

F-NT2RP2005942//H.sapiens PAP mRNA//5.1 6-48:61 8:67/yHs.49007:X76770 

F-NT2RP2005980//ESTs//2.8e-22:358:68//Hs.1 25446 :AA88b339 f 

F-NT2RP2006023 ' / . . ■' ' 

35 F-NT2RP2006038//ESTs//8.0e-37:351 :74//Hs.1 28787:AA4t8382M; ' . ; • 

F-NT2RP2006043//Human novel homeobox mRNA for a DNA bindirig protein//0.51 :271 :59//Hs.37035:U07664 

F-NT2RP2006052//ESTs//4.0e-05:233:63//Hs.1 24864:AA663093 

F-NT2RP2006069//Human mRNA for KI/VA0279 gene, partiial cds//0.0082:770:58//Hs.57652:D87469 
F-NT2RP2006071//ESTs//2.1e-24:396:65//Hs.104404:AI337416 
40 F-NT2RP2006098//ESTs//0.97:125:67//Hs.97996:AA405970 
F-NT2RP2006100 

F-NT2RP20061 03//ESTa//5.2e-1 1 :1 02:83//Hs.1 25656 :AA8831 35 
F-NT2RP2006106//ESTs//1.6e-78:456:90//Hs.133496:AA315349 ' " ' ' 
F-NT2RP2006141//ESTS//1 .7e-20:262:72//Hs.128677:AA649240 
45 F-NT2RP2006166 

F-NT2RP2006184//H.sapiens p63 mRNA for transmembrane proteln//1 .0:94:73//Hs.74368:X69910 
F-NT2RP2006186//Homo sapiens mRNA for KIAA0654 protein, partial cds//2.5e-114:567:96//Hs. 109299: 
AB014554 

F-NT2RP2006196//Homo sapiens mRNA for KIAA0772 protein, complete cds//2.0e-23:187:85//Hs.15519: 
50 AB018315 . 

F-NT2RP2006200//ESTS//1 .0:224:62//Hs.1441 00:AI205503 

F-NT2RP2006219//H.sapiens mRNA for DGCR6 protein//4,4e-1.18:618:93//Hs.153910:X96484 
F-NT2RP2005237 

F-NT2RP2006238 ; V: ' 

55 F-NT2RP2006258//ESTS//0.0034: 143:69//Hs.1 45798:AI26997tf ' ' , 

F-NT2RP2006261//H.sapiens mRNA for serine/threonine protein kinase EMK//0.019:111:71//Hs.157199:X97630 
F-NT2RP2006275//Homo sapiens mRNA for serin protease with iGF-binding motif, complete cds//2.4e-05:388: 
60//HS.751 11:087258 
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F-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete ccls//2.1e-121:598:97//Hs.3404:AF035262 
F-NT2RP2006320//ESTS, Moderately similar to maternal transcript Maid [M.musculus]//I.9e-29:151:100//Hs. 
36794:AI038407 

F-NT2RP2006321//ESTs//7.0e-15:141:82//Hs.71241:H09371 
5 F-NT2RP2006323//Homo sapiens mRNA for NBPI^ox, complete Cds//4.7e-06:1 70:70//Hs.87202:D82344 

F-NT2RP2006333//Homo sapiens TRRAP protein (TRRAR). mRNA, complete cds//0.11:43:100//Hs.6892: 
AF076974 

F-NT2RP2006334//Homo sapiens mRNA for K I AA0602 protein, partial cds//3.1 6-05:233 :65//Hs.37656:AB01 11 74 

F-NT2RP2006365//ESTs//8.9e-46:268:93//Hs.58403:AA058501 
10 F-NT2RP2006393//ESTS//1 .26-20:1 59:86//Hs.1 4601 8:AA280341 , " 

F-NT2RP2006436//Human homeodomain-containing protein. (HANF) mRNA, complete cds//0.59:133:64//Hs. 

95838:AF059734 ■ ' ; . V ' 

F-NT2RP2006441//ESTs//1.6e-82:400:98//Hs.1 4351 4:Ai22i 934 * ■ ' 

F-NT2RP2006454//EST//5.2e-07:172:68//Hs.157742:AI360509 
IS F-NT2RP2006456 

F-NT2RP2006464//Homo sapiens mRNA for AND-1 protein/1. 1e-149:545:98//Hs. 72 160: A J006266 

F-NT2RP2006467 

F-NT2RP2006472 

F-NT2RP2006534//ESTs//5.6e-05:1 92:66//Hs.1 35750:AA1 60048 
20 F-NT2RP2006554//EST//0.60:116:65//Hs.160110:AA922134,.^, . . 

F-NT2RP2006565//Homo sapiens secretory carrier-associated membrane protein (SCAMP) mRNA, complete 
Cds//2.1e-115:669:90//Hs.31218:AF038966 

F-NT2RP2006571 //Cytochrome P450. subfamily IIA (phenobarbilal-inducible), polypeptide 6//2.1e-24:476:64//Hs. 
73864:U22029 
25 F-NT2RP2006573 

F-NT2RP2006598//ESTS//1 .3e-16:137:85//Hs.1 31350:AA805223 
F-NT2RP3000002//ESTs//3.6e-32:21 5:86//Hs.1 55446:AA1 881 80 ■ . 

F-NT2RP3000031//Homo sapiens mRNA for histone deacetyiase-iike protein (JM21 )//1 .9e-1 37:637:98//Hs.6764: 
AJ011972 

30 F-NT2RP3000046//Homo sapiens TTF-I interacting peptide 20'mRNA. partial cds//9.1e-07:568:61//Hs.79531: 

AF000560 
F-NT2RP3000047 

F-NT2RP3000050//Human repressor transcriptional factor ;(ZNF85y mRNA, complete cds//1 .2e-58:633:69//Hs. 
37138:U35376 ; i / ' . \ 

35 F-NT2RP3000055//ESTS//1 .20-07:200 :66//Hs. 1 27362:AA95496'1 ■ ' ' ' . 

F-NT2RP3000068 

F-NT2RP3000072//EST//0.99:1 99:63//Hs.8469:T40769 

F-NT2RP3000080//Landsteiner-Wiener blood group glycoprotein//4.8e-41 :353:78//Hs.108287:L27670 
F-NT2RP3000085//Propionyl^oA carboxylase alpha chain//7.9e-30:665:60//Hs.80741 :X14608 
40 F-NT2RP3000092//EST//2.0e-15:94:97//Hs.145389:AI253140 
F-NT2RP3000109//ESTs//6.8e-11:77:96//Hs.153931;AI243595 

F-NT2RP3000134//Homo Sapiens PAC Clone DJ0905J08 frbm7pl2-p14//5.0e-94:438:100//Hs.8173:AC005189 
F-NT2RP3000142//Homo sapiens mRNA for KIAA0592 protein,' partial cds//2.9e-1 82 :849:98//Hs. 13273: 
AB011164 

45 F-NT2RP3000149//Human Line-I repeat mRNA with 2 open reading frames//4.1e-20:133:94//Hs.23094:M1 9503 

F-NT2RP3000186//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0492//6.6e-08:152:71//Hs. 
127338:AB007961 

F-NT2RP3000197//ESTS//1 .16-58:301 :96//Hs.87461 :AA292779' 
F-NT2RP3000207 V . 

50 F-NT2RP3000220 

F-NT2RP3000233//Homo sapiens actin binding protein MAYVEN.mRNA, complete cds//6.6e-20:509:58//Hs. 
1 22967: AF059569 V'" 
F-NT2RP3000235//ESTs//1.7e-06:220:62//Hs.42771:N26740. . , " ■ 

F-NT2RP3000247//Human mRNA for KIAA0218 gene, complete cds//6.7e-11 1:691 :86//Hs.75863:D86972 
55 F-NT2RP3000251//ESTs//6.7e-48:245:97//Hs.28249:AA203733' ; 

F-NT2RP3000252 
F-NT2RP3000255 

F-NT2RP3000267//ESTS//0. 1 4:53:92//Hs. 1 51 586:W45568 
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F-NT2RP3000299//Homo sapiens enhancer of filamentatlon (HEF1) mRNA, complete cds//1.7e-1 3:21 4:67//Hs. 
80261:143821 ^ 

F-NT2RP3000312//ESTs//2.6e-50:255:97//Hs.146263:AA255863 

F-NT2RP3000320//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA, partial cds// 
5 0.0088:236:63//Hs.102732:U88153 V • 

F-NT2RP3000324//ESTs//3.8e-10:102:83//Hs.55495:AI091242 

F-NT2RP3000333//ESTS, Weakly similar to mitogen-activated kinase kinase kinase 5 [H.sapiens]//0.57:1 89:65// 
Hs.46146:AA418097 ' ^ . V - ' 

F-NT2RP3000341 //Human mRNA for KIAA0392 gene, partiarcds//1.1e-49:442:78//Hs.40100:AB002390 
10 F-NT2RP3000348 

F-NT2RP3000350//H.sapiens mRNA for GTP-binding p rote in//0. 93:1 64 :59//Hs. 78582 :X80754 

F-NT2RP3000359//GTP:AMP PHOSPHOTRANSFERASE MIT0CH0NDRIAL7/1 .8e-43:649:66//Hs.101642: 

X60673 , . 

F-NT2RP3000361 //ESTs//2.6e-1 1 2:531 :98//Hs. 1 7672: AA305921 ' . 
15 F-NT2RP3000366//ESTS, Highly similar to RAS-RELATED PROTEIN RAB-18A [Lymnaea Stagnalis]//4.0e-116: 

596:95//Hs.21 094: AI33701 6 

F-NT2RP3000393//ESTs//2.6e-1 8:1 37:89//Hs.1 1 5600:AA351 639 
F-NT2RP3000397//ESTs//8.7e-44:355:73//Hs.1 21 961 :AA777873 

F-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA, complete cds//1.6e-1 75:841 :97//Hs.28307: 
20 AF071185 

F-NT2RP300041 8//Human Line-1 repeat mRNA with 2 open reading f rames//2.7e-33:61 0:65//Hs.23094:M1 9503 

F-NT2RP3000433//ESTS//1 .5e-32:246:69//Hs.1 20892 :AA724948 

F-NT2RP3000439//Adenosine A2b receptor//0.44:210:62//Hs.45743:X68487 

F-NT2RP3000441 
25 F-NT2RP3000449//ESTs//0.60:177:64//Hs.132605:AI051562 

F-NT2RP3000451//Receptar protein-tyrosine kinase EDDR1//0,95:315:58//Hs.75562:U48705 

F-NT2RP3000456//ESTs//7.5e-23:140:92//Hs.5209.AA780068 ^ 

F-NT2RP3000484//EST//2.5e-06:166:67//Hs.149950:AI289822 

F-NT2RP3000487//ESTS//1 .2e-63:31 1 :98//Hs. 1 43304: AI084658:V': ;. 
30 F-NT2RP3000512//Homeo bOX B3//3.1e-18:109:97//Hs.4993f:kr6667 

F-NT2RP3000526//ESTs//3.7e-74:424:93//Hs.42991 :N21379 V , 

F-NT2RP3000527//Human mRNA for KI/VA0211 gene, complete cds//8:0e-36:706:63//Hs.79347;D86966 
F-NT2RP3000531//ESTs//9.6e-75:392:95//Hs.144148:H08308 ^ ; 
F-NT2RP3000542//ESTs//3.2e-88:448:96//Hs.30622:AA48641 2 ^ 
35 F-NT2RP3000561//EST//0.8B:92:64//Hs.148290:AA908404 - ' 

F-NT2RP3000562//ESTS//1 .1e-112:522:99//Hs.125153:AA453723 
F-NT2RP3000578 

F-NT2RP3000582//ESTs//2.1e-82:413:97//Hs.118544:R17277 • 
F-NT2RP3000584 
40 F-NT2RP3000590//ESTs//1.0:134:64//Hs.12969:N56904 

F-NT2RP3000592//Paired basic amino acid cleaving system 4//3.4e-05:502:57//Hs.77234:AB001914 
F-NT2RP3000596//ESTs//6.8e-71 :361 :95//Hs.1 1 8741 :AA1 79811 . 

F-NT2RP3000599//ESTS. Weakly similar to T19B10.6 [C.elegansj//9.3e-61 :355:92//Hs.114622:/VA693492 

F-NT2RP3000603//Human mRNA for KIAA0227 gene, partial cds//6.3e-10:553:59//Hs.79170:D86980 
45 F-NT2RP3000605//ESTs//5.8e-51 :283:94//Hs.1 271 52:AI421 203 

F-NT2RP3000622//ESTs//1.7e-10:72:98//Hs.155360:AA984683 . - 

F-NT2RP3000624//64 KD AUTOANTIGEN D1//0.99:1 94:61//Hs.79386:X54162 

F-NT2RP3000628//ESTs//0.96:221 :61//Hs.131161 :AI017333 f A 

F-NT2RP3000632//ESTs//4.4e-53:244:77//Hs.1 4301 0:AA7679b4 ' ' 
50 F-NT2RP3000644//Small inducible cytokine A5 (RANTES)/y3.i)e749:343:84//Hs. 1 55464:AF08821 9 

F-NT2RP3000661 

F-NT2RP3000665//Homo sapiens putative transcription fact6f;;GAi50 mRNA, complete cds//0.62:305:59//Hs. 
13063:AF017789 *; 
F-NT2RP3000685 ' . ' ; • 

55 F-NT2RP3000690//EST//1.0:149:64//Hs.140263:AA709001 . * , 

F-NT2RP3000736//ESTs//5.3e-26:146:97//Hs.98613:D83884 
F-NT2RP3000739//ESTs//0.0046:66:87//Hs.6880: W26854 ... 
F-NT2RP3000742//ESTs//5.5e-08:31 1 :61//Hs. 1 52224:AI369426 " 
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F-NT2RP3000753//ESTs//2.6e-63:31 8:97//Hs.1 53000:AA777765 

F-NT2RP3000759//Homo sapiens mRNA for foil istaln-relaled protein (FRP), complete cds//1.6e-38:245:91//H$. 

2427:089937 

F-NT2RP3000815 
5 F-NT2RP3000825//EST//1.0:220:61//Hs.135944:N45132 ... ; 

F-NT2RP3000826//Homo sapiens deltex (Dx) mRNA, complete cdsZ/O 00040 :263:65//Hs.124024:AF053700 

F.NT2RP3000836//ESTS. Highly similar to CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG 2 [H.sapl- 

ens]//1 . 1 e-71 :363:96//Hs.23803:AA1 26476 

F-NT2RP3000841//EST//0.36:224:60//Hs.162094:AA524012 r. . 
10 F-NT2RP3000845//H.sapiens mRNA for serine/threonine- protein l^inase EMK//6.5e-48:593:68//Hs.157199: 

X97630 

F-NT2RP3000847//ESTs//0.0028:56:92//Hs.116406:AA209520 

F-NT2RP3000850//Small inducible cytokine AS (RANTES)//2,0e-49:323:86//Hs.155464:AF088219 
F-NT2RP3000852 
15 F-NT2RP3000859//ESTS//0.39: 1 69:62//Hs. 1 48948: AA69991 8 

F-NT2RP3000865//EST//0.15:236:62//Hs.123366:AA811476 . 

F-NT2RP3000868//Human ovarian cancer down regulated myosin heavy chain homolog (Doc1) mRNA, complete 
Cds//6.4e-31 :766:60//HS.1 5432:U53445 

F-NT2RP3000869//Human plectin (PLEC1) mRNA, complete cds//1.1e-1 3:70 1:60//Hs. 79706 :U53204 
20 F-NT2RP3000875 

F-NT2RP3000901//ESTs//8.2e-26:191:87//Hs.18793:R99101 
F-NT2RP3000904//EST//2.4e-49:240:1 00//HS.1 60842: AI348374 
F-NT2RP3000917 

F-NT2RP3000919//MAP KINASE PHOSPHATASE-1//0.19:340:60//Hs.109895:X68277 
25 F-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A//7.7e-44:351 :83//Hs.2953:X84407 

F-NT2RP3000980//ESTs//6.5e-10:102:81//Hs.86950:AI204212 

F-NT2RP3000994//ESTS//4.1 e-1 20:571 : 98//Hs. 127295: A A91 841 1. 

F-NT2RP3001004y/EST^1.1e-76:438:8a//Hs.144554:N92l98? \ 

F-NT2RP3001007 ' :? ^ ' 

30 F-NT2RP3001055//ESTS, Weakly similar to weak similarity to "procollagen alpha chain 1(V) chain [C.elegans]// 

2.9e-1 21 :588:98//Hs. 1 28781 :AA1 60707 

F-NT2RP3001057//ESTS, Highly similar to ZINC FINGER PROTEIN 45 [Homo sapiens]//9.8e-54:282:97//Hs. 
30303:AI244662 

F-NT2RP3001081//Homo Sapiens RCC1-like G exchanging factor RLG mRNA, complete cds//2.7e-51 :534:74// 
35 Hs.27007:AF060219 ^' " ' ' ' ' 

F-NT2RP3001 084//Homo sapiens mRNA for Kl AA0782 protein .partial cds//37e-1 6:474:60//Hs.21 264:AB01 8325 
F-NT2RP3001096//Homo sapiens mRNA for cartilage-associated protein (CASP)//4.4e-16:428:60//Hs.l 55481: 
AJ006470 

F-NT2RP3001107//Human mRNA for KIAA0215 gene, complete cds//2.8e-34:712:64//Hs.82292:D86969 
40 F-NT2RP3001 1 09//ESTs//1 .2e-67:323:99//Hs.1 34734: AI337050 

F-NT2RP3001111 

F-NT2RP3001 1 1 3//EST//1 .1 e-33: 1 73:99//Hs. 1 1 2640:AA609088. 
F-NT2RP3001 1 1 5//EST//1 .3e-22: 1 22: 1 0OZ/Hs.l 62990 :AA688023 
F-NT2RP3001 1 1 6//ESTS//1 .1 e-1 5:93:98//Hs.5841 2: W7477? 
45 F-NT2RP3001119//Homo sapiens BC-2 protein mRNA, complete cds//0.96:258:61//Hs.12107:AF042384 

F-NT2RP3001120//Zinc finger protein 136 (clone pHZ-20)//2.4e-77:687:75//Hs.69740:U09367 
F-NT2RP3001126//Homo sapiens mRNA for KIAA0775 . protein,, complete cds//0.0001 8:341 :60//Hs.94790: 
AB018318 

F-NT2RP3001133//Homeo box A4//0.00011 :484:59//Hs.7763^:M74297 
50 F-NT2RP3001 1 40//Homo sapiens mRNA for KIAA0762 protein, partial cds//1 .1 e-1 80:851 :98//Hs.5378: AB01 8305 

F-NT2RP3001147 % 

F-NT2RP3001150//PUTATIVE TACHYKININ RECEPTOR//0.97:257:59//Hs.957:M84605 
F-NT2RP3001155//Homo sapiens mRNA for AND-1 proteln//1.7e-191:891 :98//Hs.72160:AJ006266 
F-NT2RP3001176 " ' 

55 F-NT2RP3001214//EST//0.88:218:60//Hs.161147:AI417859 

F-NT2RP3001216//ESTs//1.5e-66:340:96//Hs.105994:W19981'', 

F-NT2RP3001221//ESTS, Weakly similar to M05D6.7 [C.elegansJ//1 .7e-97:512:95//Hs. 10381 6: AA1 30866 
F-NT2RP3001 232//EST//0.001 6: 1 1 6:71//Hs.1 36498:AA59401 0 
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F.NT2RP3001 236//ESTs//3.7e-97:455:99//Hs.1 57488:AI362756 

F-NT2RP3001 239//MICROTUBULE-ASSOCIATED PROTEIN 1 .B//1 .7e-20:501 :62//Hs.1 03042:106237 
F-NT2RP3001245//ESTs//7.1e-80:434:93//Hs.22587:AA743132 . , 

F-NT2RP3001253//Human prepromultimerin mRNA, complete cds//0.99:293:60//Hs.32934:U27109 
5 F-NT2RP3001260//Homo sapiens mRNA for KIAA0726 protein,, complete cds//1.2e-48:761:64//Hs. 107809: 

AB018269 

F-NT2RP3001268//Zinc finger protein 45 (a Kruppel-associated box (KRAB) domain poiypeptide)//1 .2e-42:454: 
72//Hs.41728:L75847 

F-NT2RP3001 272//ESTs//5.0e-21 :1 62:87//Hs.69149:AA1 02566 
10 F-NT2RP3001274 

F-NT2RP3001 281//ESTS//2. 1 e-39:1 86:73//Hs.1 61 662:AA83681 1 

F-NT2RP3001297//Human mRNA for KIAA0281 gene, complete cds//2.4e-48:544:69//Hs.31463:D87457 
F-NT2RP3001307//Human homeodomain protein (Prox 1) mRNA, complete cds//0.72: 1 51 :68//Hs. 159437: 
U44060 

15 F-NT2RP300l3l8//Amylo-l,6-glucosidase, 4-alpha-glucanotransf erase (glycogen debranching enzyme, glyco- 
gen storage disease type lll)//0.012:522:56//Hs.904:U84010 
F-NT2RP3001325//ESTs//2.9e-80:396:97//Hs.99838:AA204731 

F-NT2RP3001338//Human mRNA for KIAA0211 gene, complete Cds//1 .6e-30:345:73//Hs.79347:D86966 
F-NT2RP3001339//Homo sapiens mRNA for KIAA0451 • protein, complete cds//6.3e-67:559:80//Hs.1 8586: 
20 AB007920 

F-NT2RP3001340//Homo sapiens hyperpolarization-activated channel 1 (IH1) mRNA, partial cds//0. 0001 9:473: 
61//HS.124161:AF065164 

F-NT2RP3001355//ESTS. Weakly similar to ADP.ATP CARRIER PROTEIN. LIVER ISOFORM T2 [H.sapiens]// 
1 .1 e-81 :421 :96//Hs.32508:H29831 ; 'j; y'^ . : 

25 F-NT2RP3001356//Homo sapiens Nck-2 (NCK2) mRNA, co'm'plete cds//0.15:31 3:60//Hs.129725:AF047487 

F-NT2RP3001374//ESTs//0.98:269:59//Hs.125303:AA873022 

F-NT2RP3001383//Homo sapiens mRNA for Sck, partial cds//0.73:1 73:65//Hs.30965:AB001451 
F-NT2RP3001 384//Homa sapiens mRNA for HRIHFB201 8, partial Cds//2, 1 e-l 58:743:98//Hs.1 4621 4:AB01 5332 
F-NT2RP3001392//ESTs//0.013:246:63//Hs.95111:AA514595 " ' ' 
30 F-NT2RP3001 396//ESTs//5.6e-1 6:1 41 :85//Hs.97664:H 1 0783 

F-NT2RP3001398//Zinc finger protein 45 (a Kruppel-associated box (KRAB) domain polypeptide)//1.0e-05:189: 
66//HS.41 728:175847 

F-NT2RP3001399//Homo sapiens mitochondrial citrate transport protein (CTP) mRNA. 3' end//0.77:132:66//Hs. 
111024:L77567 

35 F-NT2RP3001407//EST//0.015:167:65//Hs.42217:H96658 
F-NT2RP3001 420//ESTS//1 .0:21 4:60//Hs.91 226: AA649047 
F-NT2RP3001426 
F-NT2RP3001427 

F-NT2RP3001428//Neurotrophlc tyrosine kinase, receptor, type 1//1.8e-73:431:91//Hs.85844:X66397 
40 F-NT2RP3001432//ESTS. Moderately Similar to !!!! ALU SUBFAMILY SX WARNING ENTRY !!!! [H.sapiens]//6.9e- 

05: 1 95:65//Hs. 1 1 5868: AA568393 
F-NT2RP3001447 

F-NT2RP3001449//RYANODINE RECEPTOR, SKELETAL MUSCLE//0.00033:187:68//Hs.89631 :U48508 
F-NT2RP3001453//ESTs//0.020:260:60//Hs.97882:AA203212 • 
45 F-NT2RP3001457//ESTs//9.4e-29:165:94//Hs.71749:AA988323 , 

F-NT2RP3001459 ri^-''- 

F-NT2RP3001 472//Homo sapiens Sox-like transcriptional factqr!ttiRNA; complete cds//4.2e-1 0:1 68:70//Hs.3231 7: 
AF072836 ' ".^^ . 

F-NT2RP3001 490//ESTS//3. 1 e-35:1 98:94//Hs.1 63665: AA250877 
50 F-NT2RP3001495^/ESTs//2.5e-47:239:98//Hs.128045:AA97023ii , ' 

F-NT2RP3001497//Homo sapiens multiple membrane spanning receptor TRG8 (TRC8) mRNA, complete cds// 
2.8e-1 72:804:98//Hs.28285:AF064801 

F-NT2RP3001527//Human lymphoid-specific SP100 homolog '(LYSP100-B) mRNA, complete cds//9.4e- 139:743: 
91//Hs.85283:U36500 

S5 F-NT2RP3001529//ESTS, Moderately similartotopoisomeraselC-terminal fragment [H.sapiens]//0.28:224:65//Hs. 

105912:AI431328 

F-NT2RP3001538//ESTs//4.1e-05:139:71//Hs.1 48425: AI1 98074 

F-NT2RP3001554//Microtubule-associated protein 1A//9.8e-16:327:64//Hs.147918:U38291 
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F-NT2RP3001580//lnsulin-like growth factor binding protein 2//1 .9e-06:426:59//Hs.162:X16302 
F-NT2RP3001587//Guanine nucleotide binding protein (G protein), alpha 11 (Gq class)//0.049:185:65//Hs.1686: 
M69013 

F-NT2RP3001589//Human mRNA for tryptophan hydroxylase (EC 1.14.1 6.4)//9.6e-51 :345:82//Hs. 144563: 
5 AF057280 

F-NT2RP3001607//ESTs//1.3e-07:299:63/ifHs.43231:N22688 r\ . 
F-NT2RP3001608//ESTs//5.7e-14:85:98//Hs.161133:AI0913t49'^ * ' 
F-NT2RP3001621//ESTs//1.6e-106:310:96//Hs.128505:AA306435 
F-NT2RP3001629 

10 F-NT2RP3001 634//Homa sapiens TRIAD1 type I mRNA, complete cds//1 .4e-62:276:97//Hs.9899:AF099149 

F-NT2RP3001 642//ESTS//1 .0: 1 48:63//Hs.1 59495:1701 73 • 
F-NT2RP3001646 

F-NT2RP3001671//Homo sapiens mRNA for NSI-binding protein (NS1-BP)//1 .1e- 172:8 16 :98//Hs. 159597: 
AJ012449 r 
15 F-NT2RP3001672//ESTs//5.0e-16:138:82//Hs.151864:T69027 

F-NT2RP3001 676//ESTS. Highly similar to GTP-BINDING PROTEIN LEPA [Pseudomonas fluorescens]//9.0e-53: 
375:85//Hs.41 1 27:AA5551 84 

F-NT2RP3001678//Human mRNA for KIAA0233 gene, complete cds//0.21:321:65//Hs.79077:D87071 
F-NT2RP3001679//ESTS. Highly similar to HYPOTHETICAL 68:7 KD PROTEIN ZK757.1 IN CHROMOSOME III 
20 [Caenorhabditis elegans]//4.0e-1 1 1 :51 8:99//Hs.20364: AI42p022 

F-NT2RP3001688//Homo sapiens mRNA expressed in thyrpid'gland//1 .0:230:63//Hs.7486:D83198 
F-NT2RP3001690//EST//0J5:291:59//HsJ62336:AA564329 ■ 
F-NT2RP3001698//ESTs//0.24:134:69//Hs.129551 :AA885219' ' ' ' ' ' 

F-NT2RP3001708//ESTS, Weakly similar to TWISTED GASTRULATiON PROTEIN PRECURSOR [D.mela- 
25 nogaster]//1.4e-31:191:94//Hs.131279:AA486291 

F-NT2RP3001712//Human SLP-76 associated protein mRNA, complete cds//0.41 :259:59//Hs.58435:AF001862 
F-NT2RP3001 716//ESTs, Highly Similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Mus musculus] 
//7.6e-159:747:98//Hs.6823:W18181 

F-NT2RP3001 724//Homo sapiens chromodomaln-helicase-bl^A-binding protein mRNA, complete cds//4.4e-161 : 
30 565:97//Hs.159273:AF054177 

F-NT2RP3001 727//ESTS. Highly similar to HYPOTHETICAL 37.7 KD PROTEIN ZK686.3 IN CHROMOSOME III 
[Caenorhabditis elegans]//3.5e-116:554:98//Hs.144332:AA046836 

F-NT2RP3001730//Human mRNA for KIAA0128 gene, partial cds//1.3e-1 05:811 :78//Hs.90998:D5091 8 
F-NT2RP3001739 

35 F-NT2RP3001752//ELK1, member of ETS oncogene family//7.2e-35:299:80//Hs.116549:AL009172 

F-NT2RP3001753//Human putative cerebral cortex transcriptional regulator T-Brain-1 (Tbr-1) mRNA, complete 
Cds//0.10:528:56//Hs.22138:U49250 

F-NT2RP3001764//Human protein-tyrosine phosphatase ' mRfviA; complete cds//2.4e-47:725:64//Hs.4l688: 
U27193 ' ' 

40 F-NT2RP3001777//Human eukaryotic translation Initiation factor (elF3) mRNA. complete cds//0.42:198:61//Hs. 
57783:U78525 

F-NT2RP3001782//Homo sapiens mRNA for KIAA0459 protein, partial cds//9.1e-1 53:71 0:98//Hs.281 69: 
AB007928 c V^K^ •:; 

F-NT2RP3001792//Human M4 protein mRNA. complete cds//5.6e;-27:358:69//Hs.79024:L03532 
45 F-NT2RP3001799//ESTs//0.0088:178:64//Hs.134938:AI091361 ^, • , 

F-NT2RP3001819//Collagen, type IX. alpha 3//0.026:530:58//Hs!53563:L41 162 

F-NT2RP3001 844//Homo sapiens mRNA for hair keratin acidic 3-1 l//0.90:379:58//Hs.32950:X82634 

F-NT2RP3001854//ESTs//1.5e-1 00:501 :96//Hs.72217:AA1 66729 ^ 

F-NT2RP3001855//Human homeobox-contalning protein mRNA, complete cds//7.8e-35:481:67//Hs. 158225: 
50 U68727 

F-NT2RP3001 857//ESTs//2.7e-85:41 4:98//Hs.1 51 001 :AA564766 ' " " 

F-NT2RP3001896//ESTS, Weakly similar to F20D12.3 gene product [C.elegans]//2.9e-94:452:98//Hs.54952: 
AA872675 

F-NT2RP3001898//Homo sapiens mRNA for synaptogyrin 1a//0.65:245:61//Hs.6139:AL022326 
55 F-NT2RP3001915//ESTs//1.1e-83:397:99//Hs.157125:AA723896 
F-NT2RP3001 926//EST//0.53:362:57//Hs. 1 2791 7: AA969 1 85 
F-NT2RP3001 929//ESTs//7.4e-l6:141 :82//Hs.1 38852 :AA284247 : 
F-NT2RP3001931 
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F-NT2RP3001938//Cyclin-dependent kinase inhibitor 1C (p57, KiF)2)//0.0022:268:61//Hs.l06070:U22398 
F-NT2RP3001943//Homo sapiens mRNA for KIAA0675 protein, complete ccls//5.8e-1 67:81 5:96//Hs.1 5869: 
AB014575 /' . 

F-NT2RP3001944//ESTs//0.00052:60:91//Hs.131731:AI339335 
5 F-NT2RP3001969 

F-NT2RP3001 989//EST//0.0001 6:263:63//Hs. 1 44096:AI0321 80 

F-NT2RP3002002//Small inducible cytokine A5 (RANTES)//4.0e-61 :293:83//Hs.155464:AF088219 
F-NT2RP3002004//H.sapiens mRNA for FAST kinase//5.2e-28:104:100//Hs.75087:X86779 
F-NT2RP3002007//ESTs//0.025:88:69//Hs.1 6331 0:AA856946 
10 F-NT2RP3002014//ESTs//4.8e-70:291 : 98//Hs. 123693: A A283821 

F-NT2RP3002033//Homo sapiens mRNA for HYA22. complete cds//0.021 :1 75:67//Hs.1 471 89:D881 53 
F-NT2RP3002045//ESTS. Highly similar to ALPHA-ADAPTIN [M.musculus]//3.8e-48:353:81//Hs.127507: 
AA993745 

F-NT2RP3002054//ESTS. Weakly similar to KIAA0319 [H.sapiens]/y3.0e-25:212:83//Hs.71622:AA195155 
15 F-NT2RP3002056//ESTS, Highly similar to RETINOBLASTOMA BINDING PROTEIN 1 [Homo sapiens]//4.2e-82: 

407:97//Hs. 1 3 1 888 :AI091 806 

F-NT2RP3002057//Human Line-1 repeat mRNA with 2 open reading frames//3.7e-21:168:85//Hs.23094:M 19503 
F-NT2RP3002062//EST//0.46:198:62//Hs.157711:AI359710 . • 

F-NT2RP3002063//Membrane metallo-endopeptidase (neutral endbpejstidase. enkephalinase, CALI_A, CDIO)// 
20 0.91:194:65//Hs.1298:J03779 , . 

F-NT2RP3002081 ' .'. 

F-NT2RP3002097//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA partial cds//0.073: 
297:61 //Ms. 102732:U881 53 

F-NT2RP3a02102//EST//2.8e-16:237:67//Hs.136255:T70256 
25 F-NT2RP3002108 

F-NT2RP3002142//ESTs//4.3e-138:654:98//Hs.5729:AA306018' ' 

F-NT2RP3002146//H.sapiens mRNA for RanGTPase activating protein 1//0.27:276:62//Hs.5923:X82260 
F-NT2RP30021 47//Human DNA sequence from clone 431 H6 on chromosome 16. Contains a novel gene with 
some homology to mouse HNl (Hematological and Neurological expressed sequence 1 ) downstream of a putative 
30 CpG island. Contains ESTs and GSSs//6.0e-51 :204:99//Hs. 1 07256:AL031 009 

F-NT2RP30021 51//G1 to S phase transition 1//2.6e-37:292:81//Hs.2707:Xl 7644 

F-NT2RP3002163//Human DNA fragmentation factor-45 mRNA. complete cds//0.46:224:60//Hs.1 55344: U91 985 
F-NT2RP3002165//ESTS. Highly similar to TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP [Mus musculus] 
//3.0e-61:340:93//Hs.11379:AA594140 
35 F-NT2RP3002166//EST//0.039:114:69//Hs.140335:AA737046 . 

F-NT2RP3002173//ESTS, Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZKi098.3 IN CHROMOSOME 
III [Caenorhabditis elegansl//4.0e-39:255:72//Hs.141429:AA631915 
F-NT2RP30021 81//ESTs//3,6e-1 1 1 :51 8:99//Hs.1 28505:AA30643 

F-NT2RP3002244//Myos{n, heavy polypeptide 6, cardiac muscleralpha (cardiomyopathy, hypertrophic1)//0.98: 
40 242:57//Hs.114001:Z20656 . , -. '. 

F-NT2RP3002248 i. -<r 

F-NT2RP3002255//ESTs//8.4e-1 9:227:75//Hs.1 2281 7:AA772261 V ; 

F-NT2RP3002273//Homo sapiens homeobox protein Aid (HOXA10) gene, complete cds//0.42:189:62//Hs. 
110637:AC004080 * " \ '> ' 

45 F-NT2RP3002276//ESTs//8.2e-97:463:98//Hs.45120:AA225139/ . ' 

F-NT2RP3002303//ESTs//7.1e-10:96:87//Hs.135700:AA98938'6' ^ 

F-NT2RP3002304//Protein phosphatase 1, catalytic subunit, beta isoform//1.3e-05:496:60//Hs.21537:X80910 
F-NT2RP3002330//ESTs//1.3e-81:482:90//Hs.121460:AA744871 

F-NT2RP3002343//Homo sapiens potassium channel mRNA; cdnipfete cds//0.30:462:56//Hs.1 43624: AF033383 
50 F-NT2RP3002351//NAD-DEPENDENT METHYLENETETRAfclYpROFOLATE DEHYDR0GENASE//1 .6e-65: 

588:75//Hs.154672:X16396 * ^ 1' ' 

F-NT2RP3002352//Homo sapiens mRNA for protein encoded by cxorf5 (71 -7A) gene//4.2e-1 66:770:9a//Hs.6483: 
Y16355 

F-NT2RP3002377//Homo sapiens mRNA for KIAA0788 proteinl partial cds//7.5e-1 61 :911 :89//Hs.2397:Z70200 
55 F-NT2RP3002399 ■■ ' ' 

F-NT2RP3002402//ESTS, Weakly Similar to F02E9.6 [C.elegans]//4.3e-41 :233:94//Hs.22880:AA056274 
F-NT2RP3002455//Homo sapiens mRNA for KIAA0678 protein, partial cds//3.9e-140:649:99//Hs.12707: 
AB014578 



2130 



EP1 074 617A2 



F-NT2RP3002484//ESTs//0.95:166:63//Hs.149993:AI291310 
F-NT2RP3002501//ESTs//0.92:43:90//Hs.119314:AA432108 ' ' 

F-NT2RP3002512//Homo sapiens mRNA for KIAA0466 protein, partial cds//1.0:173:61//Hs.81234:AB007935 
F-NT2RP3002529//Human vacuolar protein sorting homolog h-vps45 mRNA, complete ccls//4.4e-1 46:763:93//Hs. 
5 57738 :U35246 

F-NT2RP3002545//Homo sapiens mRNA for KIAA0729 protein, partial cds//5.9e-1 80 :833:98//Hs. 19542: 
AB018272 

F-NT2RP3002549//ESTS, Weakly similar to POLYPOSIS LOCUS. PROTEIN 1 [H.saplens]//1 .38^2:51 0:70//Hs. 
96759:AA469984 

10 F-NT2RP3002566//Carnitine acetyltransferase//0.032:226:62//Hs.;12068:X78706 

F-NT2RP3002587//EST//4.8e-31 :330:74//Hs.139415:AA426054 \ 
F-NT2RP3002590//EST//1.3e-40:202:100//Hs.144716:AI187919 ' , 

F-NT2RP3002602//RYANODINE RECEPTOR. SKELETAL MUSCLE//1 .3e-06:280:63//Hs.89631 :U48508 
F-NT2RP3002603 

15 F-NT2RP3002628//Homo sapiens mRNA for MSJ-1 . complete CdS//1 .5e-05:264:61//Hs.3845:AB014888 

F-NT2RP3002631//Homo sapiens ADAM 21 mRNA. partial ccls//0.97:320:58//Hs.121287:AF029900 
F-NT2RP3002650//Homo sapiens mRNA for cartilage-associated protein (CASP)//2.6e- 1 3:441 :63//Hs.1 55481: 
AJ006470 

F-NT2RP3002659//Human TAR RNA loop binding protein (tRPr185) mRNA, complete cds//1.7e-05:615:58//Hs. 
20 151518:U38847 

F-NT2RP3002660//ESTs//2.9e-32:1 64:1 00//HS.1 52982:AA584308 

F-NT2RP3002663//ESTS. Highly similar to OXYSTEROL-BINDING PROTEIN [Homo sapiens)//4.1e-38:493:70// 
Hs.41086:AI337400 

F-NT2RP3002671//ESTs//3.7e-05:288:59//Hs.1 61359:AI421 991 
25 F-NT2RP3002682//ESTS, Weakly similar to F17C11.8 [C.elegans]//1.6e-61 :294:100//Hs.128750:AI367584 

F-NT2RP3002687 

F-NT2RP3002688//EST//1.0:312:58//Hs.156800:AI352200 

F-NT2RP3002701//EST//0.00083:55:87//Hs.159750:AI393657 . 

F-NT2RP3002713//ESTs//0.93:229:61//Hs.150459:AI279514 
30 F-NT2RP3002763//ESTS//1 .7e-97:41 9:96//Hs.121593:W8629i;' ' 

F-NT2RP3002770//Homo sapiens G protein-coupled receptor kinase 6 (GRK6) gene, partial cds//0.9l: 161:62// 

Hs.1 29736: AF040753 > = v 

F-NT2RP3002785 " ; . 

F-NT2RP3002799//EST//1 .7e-1 7:1 99:73//Hs.1 1 8694:AA1 48713 
35 F-NT2RP300281 0//ESTS, Weakly similar to KIAA0062 [H.sa()lensV/t.4e^76:423:93//Hs.41 068:AA844350 

F-NT2RP300281 8//Homo sapiens jerky gene product homolog mRNA, complete cds//2.2e-55:61 5:70//Hs.1 05940: 

AF004715 • ' 

F-NT2RP3002861//ESTS//1 .1 e-88:468:94//Hs.1 59821 :AA524070 • * 

F-NT2RP3002869//ESTs//3.4e-23:132:97//Hs.1 48873:T3358Z 
40 F-NT2RP3002876//Homo sapiens mRNA for 81 20. complete cds//2.7e-90:557:88//Hs.1 23090: AB001 895 

F-NT2RP3002877//ESTS//1. 1e-1 9:1 60:84//Hs.11 8273: AA626d40 .' ]' • ' 

F-NT2RP3002909//Homo sapiens mRNA for KIAA0771 protiein. "partial Cds//1 .8e-1 81 :853:98//Hs.61 62:AB01 831 4 
F-NT2RP300291 1//ESTs//2.8e-07: 1 60:70//Hs. 1 40402: Al 1 38765 

F-NT2RP3002948//ESTS, Highly similar to RING CANAL PROTEIN [Drosophila melanogaster]//1 .4e-1 33:645:97// 
45 Hs.3826:U69560 

F-NT2RP3002953//Homo sapiens mRNA for KIAA0588 protein, complete cds//5.2e-13:594:57//Hs.74599: 
AB011160 .; 

F-NT2RP3002955//Homo sapiens mRNAforKIAA071 9 protein, complete cds//0.76:412:57//Hs.21 198: AB0 18262 
F-NT2RP3002969//EST//3.7e-50:272:94//Hs.1 62331 :AA563870 
50 F-NT2RP3002972//Homo sapiens PAC clone DJ1 30H1 6 from 22q12.1 -qter//5.1 e-35:361 :75//Hs.8003:AC004997 
F-NT2RP3002978//ESTs//2.8e-46:253:95//Hs.1 51 924: AI287703 

F-NT2RP3002985//Human TFIIB related factor hBRF (HBRF) rtiRNA, complete Cds//0.071 :550:58//Hs. 32935: 
U28838 • ' " 

F-NT2RP3002988//EST//0.0016:180:63//Hs.147632:AI218308 ' 
55 F-NT2RP3003008//Human DNA-binding protein (HRC1) mRNA, complete cds//0.59:201:63//Hs.72925:M91 083 

F-NT2RP3003032//ESTS//9 . 1 6-40:241 :92//Hs.1 1 3363:006446 
F-NT2RP3003059//ESTs//0.0015:399:58//Hs,136895:AA897749;* '' " /: ' ' 
F-NT2RP3003061//Ankyrin 1 , erythrocytic//4.5e-14:633:59//Hs.1242:X1.6609 



2131 



EP1 074 617 A2 



F-NT2RP3003068//EST//0.0001 4:80:83//Hs. 1 21 993:AA777928 
F-NT2RP3003071//ESTS//1 .1 6-62:31 5:98//Hs.1 6141 :W56079 
F-NT2RP3003078 
F-NT2RP3003101 

5 F-NT2RP3003121//EST, Moderately similar to ini ALU SUBFAMILY SC WARNING ENTRY ill! [H.sapiens]//0.98: 

88:68//Hs.9971 5:AA292700 

F-NT2RP3003133//EST//8.0e-17:218:68//Hs.134815:AI090740 ' 

F-NT2RP3003138//Homo sapiens vasopressin-activated calcium mobilizing putative receptor protein (VACM-1) 
mRNA. complete cdS//0.013:438:57//Hs.101299:AF017061 
10 F-NT2RP3003139//ESTs//a020:260:61//Hs.59142:W88975; \ . • 

F-NT2RP3003145//Homo sapiens aortic carboxypeptidase-like protein ACLP mRNA, complete cds//2.2e-20:430: 

63//Hs.118397:AF053944 ' 

F-NT2RP3003150 

F-NT2RP3003157//Human repressor transcriptional factor (ZNF85) mRNA, complete cds//2.0e-72:894:68//Hs. 
15 37138:U35376 , 

F-NT2RP3003185//Homo sapiens mRNA for KIAA0521 protein, partial cds//0.045:410:59//Hs.6150:AB011093 

F-NT2RP3003193//Zinc finger protein 10 (KOX 1)//2.4e-74:737:71//Hs.2479:X78933 

F-NT2RP3003197//ESTS//1 .86-24:130:1 00//Hs.1 62504: AA6682 11 

F-NT2RP3003203//ESTs//3.56-30:232:82//Hs.6880:W26854 
20 F-NT2RP3003204//ESTS//3. 1 e-1 09:524:98//Hs. 1 52982:AA584308 

F-NT2RP300321 0//ESTs//3.6e-1 6:1 1 3:91//Hs. 1 21 030:AA625325 

F-NT2RP3003212//EST//1 .0e-52:500:74//Hs.161 635:W22525 

F-NT2RP3003230//Human mRNA for actin binding protein p57. complete cds//6.0e-55:587:70//Hs. 109606: 
D44497 

25 F-NT2RP3003242//Homo sapiens stannlocalcin-2 (STC-2) mRNA, complete cds//1.2e-129:617:98//Hs.155223: 

AF055460 

F-NT2RP3003251//H.sapiens StafSO mRNA//1 .1 e-68:651 :76//H^;68054:X82200 

F-NT2Rp3003264//Human bullous 230 kDa pemphigoid antigen (BPAGI) mRNA, complete cds//0. 069:382:59// 
Hs.620:M69225 ' -'-^ 

30 F-NT2RP3003278//Homo sapiens hook2 protein (H00K2) *! mRNA,- complete cds//0.98:261 :59//Hs.30792: 

AF044924 

F-NT2RP3003282//Homo sapiens dynamin (DNM) mRNA, complete cds//4.2e-133:694:93//Hs.11702:L36983 

F-NT2RP3003290//Human mRNA for RTP, complete cds//6.3e-66:66^;71//Hs.75789:D87953 

F-NT2RP3003301//EST//1.0:58:74//Hs.158575:AI368947 l" 
35 F-NT2RP3003302//Human Line-1 repeat mRNA with 2 open reading frames//3.1 e-91 :681 :80//Hs.23094:M1 9503 

F-NT2RP3003311//ESTs//0.95:308:59//Hs.27308:AA534947 ' V 

F-NT2RP3003313//ESTs//0.0016:345:61//Hs.143304:AI084p58 

F-NT2RP3003327//H.saplens Staf50 mRNA//8.0e-31 :253:67//Hs.68054:X82200 

F-NT2RP3003330 \ ' 

40 F-NT2RP3003344 

F-NT2RP3003346//H.sapiens mRNA for delta 4-3-oxosteroid 5 beta-reductase//1 .2e-42:644:66//Hs.2638:Z28339 

F-NT2RP3003353//Breast cancer 1 , early onset//0.30:145:67//Hs. 66746: L78833 

F-NT2RP3003377//Human mRNA for cadherin-15. complete cds//0.01 9:41 6:60//Hs. 148090:083542 

F-NT2RP3003384//ESTs//1.1e-65:346:96//Hs.35012:R92791 * 
45 F-NT2RP3003385//ESTS, Highly similar to SKD3 [M.muscutusl//7.0e-74:384:96//Hs.21263:H16363 

F-NT2RP3003403//ESTs//4.9e-12:335:63//Hs.87258:AA463850 

F-NT2RP3003409//Human DHHC-domaln-containing cysteine-rich protein mRNA, complete cds//3.2e-22:430: 

63//Hs.113272:U90653 

F-NT2RP3003411//Human metallothionein-le gene (hMT-le)//d'.99Tfl6:62//Hs.74170:M10942 

50 F-NT2RP3003427//ESTs//0.24:447:61//Hs.160907:AI422830:,Y 

F-NT2RP3003433//Protein tyrosine phosphatase, non-receptortype i2//1.0:243:61//Hs.62:M93425 
F-NT2RP3003464//Homo sapiens rab3-GAP regulatory dorri'^in* mRNA, complete cds//1.7e-182:853:98//Hs. 
14934:AF004828 

F-NT2RP3003490//Homo sapiens mRNA for KIAA072^ pirotein; partial cds//5.2e-175:826:98//Hs.26450: 
55 AB018268 ' " 

F-NT2RP3003491//Ryanodine receptor 2 (cardiac)//1 .0:148:66//Hs.90821 :X98330 
F-NT2RP3003500//ESTs//0.86:211:62//Hs.136037:AA013302v.' ' ' ' 

F-NT2RP3003543//Homo sapiens clone 23790 unknown protein mRNA. complete cds//0.64:626:58//Hs. 150828: 
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AF038169 
F-NT2RP3003552 

F-NT2RP3003555//ESTS//1 .4e-12:81 :98//Hs.144487:AI418322 

F-NT2RP3003564//EST//4.5e-08:186:69//Hs.l16769:AA630365. : 
5 F-NT2RP3003572//EST//0.27:105:69//Hs.162134:AA526311 , 

F-NT2RP3003576//ESTS//1 .2e-57:277:84//Hs.1 38852 :AA284247 • 

F-NT2RP3003589//RAS-RELATED PROTEIN RAB-a//6.3e-38:373:?3//Hs.123109:X56741 

F-NT2RP3003621//HEPATOCYTE GROWTH FACTOR ACTIVATOR PRECURSOR//8,0e-09:564:61//Hs.104: 

D14012 . 
10 F-NT2RP3003625 ' ' '\" 'o : 

F-NT2RP3003656 

F-NT2RP3003659 . . ^ 

F-NT2RP3003665//ESTS//0.01 5:221 :62//Hs. 1 53705:AA527586 ■ 
F-NT2RP3003672//ESTs//0.70:351 :57//Hs.27633:N761 84 
15 F-NT2RP3003680//Human Bcl2, p53 binding protein Bbp/53BP2 (BBP/53BP2) mRNA, complete cds//0.013:190: 

63//Hs.44585:U58334 

F-NT2RP3003686//Homo sapiens clone 24519 unknown mRNA. partial cds//0.69:246:62//Hs. 11 8463: AF055000 
F-NT2RP3003701//EST//0.93:79:69//Hs.145285:AI249848 

F-NT2RP3003716//Homo sapiens KIAA0405 mRNA, complete cds//8.3e-24:478:61 //Hs. 48998 :AB007865 
20 F-NT2RP3003726//Homo sapiens mRNA for KIAA0757 protein, complete cds//7.4e-150:700:98//Hs.48513: 

AB018300 
F-NT2RP3003746 

F-NT2RP3003795//ESTS//7. 1 e-20:228:74//Hs.1 59571 :AA454230 
F-NT2RP3003799 

25 F-NT2RP3003800//Gardner-Rasheed feline sarcoma viral (v-fgr) oncogene homolog//4.7e-4l :432:73//Hs.1422: 
M19722 

F-NT2RP3003805//Myosln, heavy polypeptide 6, cardiac muscle, alpha (cardiomyopathy, hypertrophic 1)//0.98: 
242:57//Hs.1 14001 :Z20656 • ' ' 

F-NT2RP3003809//Human transcription factor, forkhead relateci'actiyator 4 (FREAC-4) mRNA, complete cds// 
30 5.lG-07:624:59//Hs.96028:AF042832 

F-NT2RP3003819//Human ring zinc-finger protein (ZNF127tXp) gene and 5' flanking sequence//0.84:171 :63//Hs. 

' 102877:U41315 ': \: ' 

F-NT2RP3003825 

F-NT2RP3003828//ESTs//2.1e-12:434:61//Hs.l56864:AI346481 , 
35 F-NT2RP3003831 

F-NT2RP3003833//Homo sapiens clones 24718 and 24825 mRNA sequence//2.6e-48:242:98//Hs.25300: 
AF070611 * . ' ' 

F-NT2RP3003842//lntegrin, beta 8//1 .0:345:60//Hs.832:M73780 

F-NT2RP3003846//Homo sapiens mRNA for KIAA0725 protein , partial cds//1 .3e-37: 335 :68//Hs. 26450: AB0 18268 
40 F-NT2RP3003870//Homo sapiens mRNA for KIAA0800 protein, complete cds//1.3e-175:805:99//Hs.1 18738: 

AB018343 

F-NT2RP3003876//ESTS. Highly similar to RabinS [R.norvegiCUS]//6.8e-39:243:90//Hs.124832:AA846576 
F-NT2RP3003914//ESTS, Weakly similar to UDP-GLUCOSE;GLYCOPROTEIN GLUCOSYLTRANSFERASE 
PRECURSOR [D.melanogaster]//1 .1e-107:499:99//Hs.1 05794: AA7bl 659 
45 F-NT2RP300391 8//Homo sapiens VAMP-associated protein of 33 kDa (VAP-33) mRNA, complete cds//8.3e-49: 
404:77//Hs.9006:AF057358 

F-NT2RP3003932//ESTs//0.94:278:58//Hs. 15661 :W02396 ^ 
F-NT2RP3003989//ESTS//1 .0:1 74:64//Hs.8095:AI359006 

F-NT2RP3003992//Cyclic nucleotide gated channel (photoreceptor), cGMP gated 2 (beta)//0.00070:433:58//Hs. 
50 93909:AF042498 ] V . . . 

F-NT2RP3004013//ESTS, Moderately similar to M-phase"^hpsphoprotein 4 [H.sapiens]//2.8e-1 27:61 7:97//Hs. 
142151:AA984061 

F-NT2RP3004016//Human p300/CBP-associated factor (P/CAF); mf=tNA, complete Cds//0.0086:283:62//Hs. 
155302:U57317 

55 F-NT2RP3004041//EST//0.98:264:58//Hs.127552:AA953234 

F-NT2RP3004051//Human mRNA for KIAA0319 gene, complete Cds//7.0e-63:774:67//Hs. 26441 :AB0023 17 
F-NT2RP3004070//EST//6.8e-22:163:85//Hs.132635:AI032875 ' 

F-NT2RP3004078//Regulatory factor (trans-acting) 2 (influences HLA class II expression)//5.3e-90:520:90//Hs. 
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100007:X76091 
F-NT2RP3004093 

F-NT2RP3004095//Human clone 23732 mRNA, partial cds//3.3e-27:372:69//Hs.81281:U79258 
F-NT2RP3004110//Human mRNA for KIAA0392 gene, partlal^cdsZ/l .2e-20:211:77//Hs.40100:AB002390 
5 F-NT2RP3004125//ESTS, Highly similarto OOCYTE ZINC FINGER PROTEIN XLC0F7.1 [Xenopus laevis]//1 .Oe- 

126:590:99//Hs.129888:AI096509 

F-NT2RP3004145 . 
F-NT2RP3004148 ' ' ' 

F-NT2RP3004155//Homo sapiens timing protein CLK-1 mRNA, complete ccls//2.1e-121 :578:98//Hs.157113: 
10 AF032900 

F-NT2RP30041 89//ESTS//1 .3e-80:409:97//Hs.1 51 001 :AA5647b6 : 

F-NT2RP3004206//Human mRNA for stac. complete cds//1 .0:245:60//Hs.56045:D86640 

F-NT2RP3004207//Transcription factor 3 (E2A immunoglobulin enhancer binding factors E12/E47)//0. 095:281: 

62//Hs.101047:M31523 
15 F-NT2RP3004209//ESTs//5.8e-87:458:94//Hs.155303:AI221835 ■ 

F-NT2RP300421 5//ESTs//0.074:56:80//Hs. 1 63590:H43361 

F-NT2RP3004242 

F-NT2RP3004246//EST//0.20:219:63//Hs.161920:AA483240 
F-NT2RP3004253//ESTS//1 .2e-36:204:96//Hs.l43588:AI149140 
20 F-NT2RP3004258//Human gene for neurofilament subunit M (NF-M)//7.2e-07:369:59//Hs.71 346:Y00067 

F-NT2RP3004262//Homo sapiens heat shock protein hsp40-3 mRNA, complete cds//1.0e-154:733:98//Hs. 
1 58471 :AF088982 

F-NT2RP3004282//Homo sapiens torsinA (DYT1) mRNA. complete cds//4.2e-26:597:61//Hs.19261:AF007871 
F-NT2RP3004332 
25 F-NT2RP3004334//ESTs//8.8e-27:142:99//Hs.28068:H06285 

F-NT2RP3004341//EST//0.0068:213:64//HsJ53208:X9842'6 '■7;^^ / 
F-NT2RP3004348//ESTs//1.2e-18:126:93//Hs.58595:AA8309?9i^^ 

F-NT2RP3004349//ESTS. Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1098.3 IN CHROMOSOME 
III [Caenorhabditiselegansl//3.9e-45:337:83//Hs.141429:AA631915 , 
30 F-NT2RP3004378//ESTS, Weakly similar to weak similarity to procollagen alpha chain 1(V) chain [C.elegans]// 

4.3e-125:608:98//Hs.1 28781 :AA1 60707 ' 

F-NT2RP3004399//H.sapiens mRNA for leucine-rich primary response, protein 1//2.3e-141:804:90//Hs.123122: 
X97249 

F-NT2RP3004424//ESTS, Weakly similar to JTV-1 [H.sapieris]//3.2e-122:609:96//Hs.20132:AA203113 
35 F-NT2RP3004428//Homo sapiens ALR mRNA, complete Cds//0 , 00044:458 :60//Hs.1 53638 :AF01 0403 

F-NT2RP3004451//Bone morphogenetic protein 8 (osteogenic protein 2)//0.00023:357:59//Hs.99948:M97016 
F-NT2RP3004454//Homo sapiens mRNA for KIAA0448 protein, complete cds//2.0e-124:583:99//Hs.27349: 
AB007917 

F-NT2RP3004466//Homo sapiens mRNA for KIAA0664 protein, partial cds//0.48:399:58//Hs.22616:AB014564 
40 F-NT2RP3004470//EST//1,3e-56:331:91//Hs.136830:AA769219 
F-NT2RP3004472 

F-NT2RP3004475//Homo sapiens mRNA for KIAA0456 protein, partial Cds//9.8e-1 52:71 5:98//Hs.5003:AB007925 
F-NT2RP3004480//ESTS, Highly similar to VACUOLAR SORTING PROTEIN 35 [Saccharomyces cerevislae]// 
4.6e-1 1 8:547:99//Hs.1 24768:AA307735 
45 F-NT2RP3004490//Homo sapiens mRNA for Musashi, complete cds//2.3e-1 56:752:97//Hs.1 5831 1 :AB01 2851 

F-NT2RP3004498//ESTS, Moderately similarto ROSA26AS [M.musculus]//3.5e-89:425:99//Hs.126082:AI077718 
F-NT2RP3004503//EST//5.3e-49:399:81//Hs.162335:AA564256.:' 

F-NT2RP3004504//Homo sapiens mRNA for KIAA0479 protein/partiaj cds//1 .0:370:59//Hs.l58244:AB007948 
F-NT2RP3004507//Human zinc finger protein (MAZ) mRNA//6:86i129:66//Hs.7647:M94046 
50 F-NT2RP3004527//EST//0.053:260:62//Hs.123314:AA810110 ' V 

F-NT2RP3004534//ESTs//3.5e-78:370:99//Hs.132808:AI03i'571 

F-NT2RP3004539//Homo sapiens mRNA for KIAA0632 protein,; partial cds//2.7e-146:679:98//Hs.75970: 
AB014532 

F-NT2RP3004544//Homo sapiens mRNA for KIAA0554 protein; partial cds//9.1e-171:793:98//Hs.74750: 

55 AB011126 : . 

F-NT2RP3004566//ESTS. Highly similar to ZINC FINGER PROTEIN MLZ-4 [Mus muSCulus]//2.2e-66:362:94//Hs. 

125870:AI364967 ' * ' 

F-NT2RP3004569 
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F-NT2RP3004572//Homo sapiens cofactor of Initiator function -(GiFSO) mRNA, complete ccls//3.3e-181 :860:97// 
Hs. 1 22752: AF026445 : ^ . ] 

F-NT2RP3004578//Homo sapiens nfiRNA for KIAA0454 protein, partial cds//4.0e-85:422:97//Hs. 129928: 
AB007923 , 
5 F-NT2RP3004594//Homo sapiens mRNA for AND-1 protein//3.7e-160:796:95//Hs.72160:AJ006266 

F-NT2RP300461 7//ESTS, Weakly similar to estrogen-responsive finger protein, efp [H.sapiens]//6.4e-1 3:356:64// 
Hs.124138:AI266336 , 
F-NT2RP300461 8//ESTs//l .5e-42:481 :70//Hs.1 30768:AA909232 ' 

F-NT2RP3004669//Human plectin (PLEC1) mRNA, complete ccls//0.0099:538:56//Hs.79706:U53204 
10 F-NT2RP3004670//Homo sapiens sox1 gene//0.11 :311 :58//Hs.144029:Y13436 

F-NT2RP4000008//ESTS, Highly similar to CHLORINE CHANNEL PROTEIN P64 [Bos taurus]//8.0e- 177:827:98// 
Hs.118991:AA675919 

F-NT2RP4000023//ESTS//1 -4e-33:1 82:96//Hs. 1 22722:AA455668 
F-NT2RP4000035//ESTS//1 . 1 e-23:283:72//Hs.1 421 47: AA706495 
15 F-NT2RP4000049//Homo sapiens decoy receptor 2 mRNA, complete cds//6. 8e-83: 556 :85//Hs.1 29844: AF029761 

F-NT2RP4000051//Homo sapiens mRNA for cartilage-associated protein (CASP)//4.9e-13:44l:62//Hs. 155481: 
AJ006470 

F-NT2RP4000078//Homo sapiens mRNA for NSl-binding protein (NSl-BP)//8.0e-1 51 :720:97//Hs.1 59597: 
AJ012449 

20 ' F-NT2RP4000102//ESTs//8.8e-33:184:82//Hs.93054:H47743 ,. 

F-NT2RP4000109//Homo sapiens mRNA for MEGF5, partial cds/ZI .4e-167:774:99//Hs.57929:AB011538 
F-NT2RP4000111 ; 

F-NT2RP4000129//Homo sapiens mRNA for KIAA0483 "protein, ,. partial cds//1.1e-115:548:98//Hs.64691: 

AB007952 ; v ;,: 

25 F-NT2RP4000147//Human mRNA for KIAA0041 gene, partial Ccis7/0:00645:212:63//Hs.75520:D26069 

F-NT2RP4000150 ' ' \ _ . 

F-NT2RP4000151//Homo sapiens chromosome 7q22 sequence//0.§8:43i:59//Hs.3386:AF053356 
F-NT2RP4000159 

F-NT2RP4000167 . r^r f . 

30 F-NT2RP4000185//ESTs//1.1e-51:240:68//Hs.33020:N31946 ' ■ 

F-NT2RP4000210//Homo sapiens mRNA for KIAA0700 protein,' partial cds//1.6e-175:825:98//Hs.13999: 

AB014600 ' .n • 

F-NT2RP4000212//ESTs//1.6e-10:74:95//Hs.111885:/WV422b06- 

F-NT2RP4000214//ESTs//3.9e-11:225:68//Hs.59793:AA451731 ' • 
35 F-NT2RP4000218//Human G proteln-coupled receptor (STRL22) mRNA, complete cds//6.2e-34:425:71//Hs. 

46468:U45964 

F-NT2RP4000243//Homo sapiens mRNA for cartilage-associated protein (C AS P)//8. 6e-1 58:77 1:97//Hs. 155481: 
AJ006470 

F-NT2RP4000246//ESTS, Highly similar to NPC DERIVED PROLINE RICH PROTEIN 1 [M.musculus]//1 .9e-62: 
40 384:89//Hs.115498:AA436298 • ' ' ' 

F-NT2RP4000259//Homo sapiens clone 683 unknown mRNA. complete sequence//9.4e-l30:604:99//Hs.43728: 
AF091092 

F-NT2RP4000263 ■ ' 

F-NT2RP4000290//EST//1 .0:149:63//Hs.136928:AA812580 . > ... 
45 F-NT2RP4000312//Human mRNA for KIAA0147 gene, partiaLcds//i ;5e-42:685:63//Hs.1 581 32:063481 

F-NT2RP4000321//Homo sapiens gene for insulin recept6i',:substrate-2, complete cds//8.6e-05:547:57//Hs. 
1 43648 :AB000732 : '. 

F-NT2RP4000323//Human HCF1 gene related mRNAsequence//0.<^8:589:58//Hs.83634:U52112 
F-NT2RP4000355 ; •: 

50 F-NT2RP4000360//Homo sapiens mRNA for KIAA0738 protein, complete cds//6.4e-142:654:99//Hs. 107479: 

AB018281 

F-NT2RP4000367//Homo sapiens IkappaB kinase complex associated protein (IKAP) mRNA, complete cds//8.5e- 
137:649:97//HS.31323:AF044195 • ' 

F-NT2RP4000370//ESTS. Weakly similar to MITOCHONDRIALPEPTID^ CHAIN RELEASE FACTOR 1 PRECUR- 
55 SOR[S.cerevisiae]//1.2e-09:157:76//Hs.97950:AI382073 ''"^l, 

F-NT2RP4000376//1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE' PHOSPHODIESTERASE BETA 2// 
0.098:291 :59//Hs.994:M95678 

F-NT2RP4000381//Myosin, heavy polypeptide 7, cardiac muscle,.beta//0.00025:509:59//Hs.929:M57965 
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F-NT2RP4000398//2lnc finger protein 140 (clone pHZ-39)//4.9e-60:469:68//Hs.154205:U09368 
F-NT2RP400041 5//ESTs//0.85:89:67//Hs. 1 5231 2: AA485688 

F-NT2RP4000417//Homo sapiens alpha 1.2-mannosidase IB'mRNA, complete ccls//0.014:178:66//Hs.125315: 
AF027156 

5 F-NT2RP4000424//Human G protein-coupled receptor (STRL22)*mRNA, complete cds//2.0e-34:43l:73//Hs. 

46468:U45984 

F-NT2RP4000448/'/Human mRNA for KIAA0118 gene, partial 'cds//1 .be-37:360:75//Hs.1 54326:042087 
F-NT2RP4000449//EST//0.84:113:65//HS.145274:AI249468 : 

F-NT2RP4000455//ALPHA-2C-1 ADRENERGIC RECEPTOR//0.063:221 :61//Hs.1 23022: J03853 
10 F-NT2RP4000457//H.sapiens mRNA for herpesvirus associated ubiqultin-specific protease (HAUSP)//1.le-05: 
532:57//Hs.78683:Z72499 

F-NT2RP4000480//Homo sapiens mRNA, complete cds//0.056:655:60//Hs.133151 :ABQ01535 
F-NT2RP4000481//Human mRNA forKIAA0268 gene, partial cds//0.46:272:58//Hs. 78862:087742 
F-NT2RP4000498//Human ON A binding protein FKHL15 (FKHL15) mRNA. complete cds//0.94:133:69//Hs. 
15 159234:U89995 

F-NT2RP4000500/A^-myb avian myeloblastosis viral oncogene homolog-lil^e 2//0.60:335:61//Hs.74605:X13293 

F-NT2RP4000515//ESTs//2.9e-45:253:95//Hs.104898:AA429594 
F-NT2RP400051 7//EST//0.043: 1 31 :64//Hs.99030:AA443904 . 

F-NT2RP4440518//Homo sapiens mRNA for ATP-dependent RNA helicase, partial//2.0e-34:203:93//Hs. 99423: 
20 AJ010840 ; ; 

F-NT2RP4000519//Human mRNA for KIAA0374 gene, complete* cds//0.33:154:66//Hs.1 00837: AB002372 

F-NT2RP4000524 . ^ y - 

F-NT2RP4000528 . 

F-NT2RP4000541//ESTS//2.1 e-51 :251 :99//Hs.1 57240:AI3481 54 
25 F-NT2RP400Q556//ESTS, Highly similar to 60S RIBOSOMAL PROTEIN L1 1 [R.norvegiCUS]//1.1e-27:162:93//Hs. 

25597:H93026 . .. .. 

F-NT2RP4000560//ESTs//2.5e-09:181:66//Hs.l22609:AA778351 - , 

F-NT2RP4000588//ESTs//14e-46:533:70//Hs.8836:AA181053., ; ^ 

F-NT2RP4000614//Homo sapiens TLS-assoclated protein tASR-2 mRNA, complete cds//1.0e-139:666:98//Hs. 
30 4214:AF067730 

F-NT2RP4000638//Flbroblast growth factor 2 (basic)//1. 0:226 :61//Hs.56066:J0451 3 
F-NT2RP40a0648//ESTs//2.5e-11:116:80//Hs.115449:AA418396 

F-NT2RP4000657//Homo sapiens bone morphogenetic protein 11 (BMP11) mRNA, complete cds//0.00056:367: 
60//HS.1 44626:AF1 00907 

35 F-NT2RP4000704//Homo sapiens mRNA expressed in 19week fetal lung, clone IMAGE:300856//8.0e-1 67:676: 
98//Hs.50748:AB004848 

F-NT2RP4000713//Homo sapiens N-methyl-D-aspartate receptor 2D subunit precursor (NMDAR2D) mRNA, com- 
plete Cds//6.9e-07:494:61//Hs.113286:U77783 

F-NT2RP4000724//ESTS, Weakly similar to pol/env ORF [H.sapiensl//2.8e-46:411:78//Hs. 111 817:780622 
40 F-NT2RP4000728//Homo sapiens mRNA for KIAA0606 protein, partial ccls//9.9e-43:350:71//Hs.38176:AB011178 

F-NT2RP4000737//Human mRNA for KIAA0252 gene, partial ccls//0;97:409:60//Hs.8341 9: D87440 
F-NT2RP4000739//DESMOPLAKIN I AND ll//0.99:192:63//Hs,74316:AL031058 

F-NT2RP4000781//Homo sapiens mRNA for APC 2 protein; complete cds//0.023:351 :60//Hs.20912:AB012162 
F-NT2RP4000787//Human mRNA for ESP1/CRP2, complete cds//0;b051:276:58//Hs.70327:D42123 
45 F-NT2RP4000817//Homo sapiens mRNA for KIAA0470 protein, complete cds//4.8e-176:816:98//Hs.25132: 

AB007939 ..'i.-. 

F-NT2RP4000833//Homo sapiens PAC clone DJ0905J08 from' 7pli2-p14//1 .3e-93:438:99//Hs.8173:AC005189 

F-NT2RP4000837//Homo sapiens SALL1 gene. partial//5.9e-d5:470:59//Hs.123094:X98833 

F-NT2RP4000839//ESTs//5.7e-11:133:82//Hs.103852:W27603 > ^ ■ • 
50 F-NT2RP4000855//Homo sapiens DNA-binding protein (CROC- IB) mRNA, complete cds//1 .4e-37:680:63//Hs. 

75875:U49278 ■ ' ' 

F-NT2RP4000865//Zinc finger protein 136 (clone pHZ-20)//2.0e-96:415:78//Hs.69740:U09367 

F-NT2RP4000878//ESTs//2.7e-1 6:390:63//Hs.1 63451 :AI206803 

F-NT2R P4000879//ESTS//0.89: 1 84:64//Hs . 1 22333: AA782843 
55 F-NT2RP4000907//Homo sapiens BAG clone RG11 8D07 from' 7q31//4.5e-52:933:61//Hs.3781 :AC0041 42 

F-NT2RP4000915//Homo sapiens mRNA for ZNF198 protein//3:0e-80:584:78//Hs.109526:AJ2249O1 

F-NT2RP4000918 . ■ 

F-NT2RP4000925//Homo sapiens KIAA0405 mRNA, complete cds//1.9e-47:861:61//Hs.48998:AB007865 
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F-NT2RP4000927//ESTs//0.37:159:63//Hs.147949:AI341503 

F-NT2RP4000928//Homo sapiens CDP-diacylglycerol synthase 2 (CDS2) mRNA, partial cds//1.1e-164:781:97// 
Hs.24812:AF069532 
- F-NT2RP4000929//ESTs//0.88:284:60//Hs.141317:AI281371 
5 F-NT2RP4000955//Human mRNA for cadherin-15. complete cds//0.001 9:495:58//Hs.148090:D83542 

F-NT2RP4000973//Homo sapiens mRNA for MSJ-1 . complete Cds//1 .2e-05:31 8:60//Hs.3845:AB014888 

F-NT2RP4000975//ESTs//0.0051:345:61//Hs.143304:AI084058 

F-NT2RP4000979 

F-NT2RP4000984 

10 F-NT2RP4000989//Homo sapiens Tax interaction protein 1 mRNA, partial cds//0.85:257:63//Hs.12956:U90913 

F-NT2RP4000996//ESTs//4.3e-10:i329:62//Hs.33085:AA258068 

F-NT2RP4000997//Human plectin (PLECI) mRNA, complete CdS//1 .0:218:58//HS.79706:U53204 
F-NT2RP4001004 

F-NT2RP4001006//ESTS. Moderately similar to ROSA26AS [M.musculus]//7.4e-90:425:99//Hs.126082:AI077718 
15 F-NT2RP4001010//Homo sapiens PSD-95/SAP90-associated protelnr2 mRNA, partial cds//2.8e-19:689:61//Hs. 
113287:AF009204 

F-NT2RP4001029//Human transcription factor LSF mRNA. complete cds//9.6e-84:778:74//Hs.1 54970 :U03494 
F-NT2RP4001 041 //Human endosome-associated protein (EEA1) mRNA, complete cds//0. 95:1 70 :64//Hs. 2864: 
L40157 

20 F-NT2RP4001057//EST//9.6e-05:122:72//Hs.132518:AA928157 

F-NT2RP4001064//Homo sapiens mRNA for cartilage-associated protein (CASP)//7.2e-l 3:441 :63//Hs.1 55481: 
AJ006470 

F-NT2RP4001 078//ESTs//1 .3e-29:1 65:95//Hs.1 1 381 7: AA702497 ' . 

F-NT2RP4001079//Homo sapiens mRNA for putative Ca2+-tfarisport'ing ATPase, partial//1.4e-l31:634:98//Hs. 
25 106778:AJ010953 

F-NT2RP4001080//Polypyrimidine tract binding protein (hnRNP I) {alternative products)//0.025:166:66//Hs. 
146459:X66975 • ' 

F-NT2RP4001 086//Homo sapiens mRNA for KIAA0592 protein, partial cds//1 .5e-85:604:86//Hs.1 3273: AB0 1 1 1 64 
F-NT2RP4001095 

30 F-NT2RP4001100//ESTS, Weakly simllarto C17G10.1 [C.elegans)//1.4e-93:448:98//Hs.105837:AA536054 

F-NT2RP4Q011 17//ESTS. Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 
familiaris]//2.2e-26:171:92//Hs.14038:R06800 

F-NT2RP4001122//Human mRNA for histone H1x, complete cds//d . '99 : 1 85 :66//Hs. 109804:0641 42 

F-NT2RP4001126//ESTS, Moderately similar to The KIAA0138 gene product is novel. [H.sapiens]//5.8e-37:l85: 
35 100//Hs.126925:AA931237 

F-NT2RP4001138//ESTs//3.4e-09:125:77//Hs.1433 82:AA476266^" 

F-NT2RP4001143//ESTs//1.0:282:57//Hs.1 57423: AI35826V - ' * 

F-NT2RP4001148//ESTs//0.82:206:62//Hs.129259:AA9922d7 

F-NT2RP4001 1 49//EST//1 .3e-1 7:1 40:88//Hs.1 01 727: HI 61 71 •!'} ■ 
40 F-NT2RP4001150///VXONIN-1 PRECURSOR//7.7e-07:562:59//Hs.2998:X67734 

F-NT2RP4001159//EST//0.26:125:66//Hs.152092:AA377324 . . 

F-NT2RP4001 1 74//ESTs//2.9e-1 03:562:98//Hs. 1 25886:AA884264" • ■ 

F-NT2RP4001206//EST//0.33:125:66//Hs.1 52092; AA377324 " ' * 

F-NT2RP4001207 

45 F-NT2RP4001210//ESTs//3.1e-95:460:97//Hs.46913:AI017636 ' 

F-NT2RP4001213//KRABzinc finger protein {alternative prod ilctsV/V/l 6-45:187 :74//Hs. 22556 :U372 51 
F-NT2RP4001219//ESTS//1 .4e-69:352:96//Hs.116392:AA936262 

F-NT2RP4001228//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//7.2e-28:855:60//Hs. 
1 22967: AF059569 

50 F-NT2RP4001 235//Homo sapiens Jagged 2 mRNA, complete Cd^/i .0:257:59//Hs.1 06387:AF029778 

F-NT2RP4001256//Human mRNA for KIAA0273 gene, complete cds//0.96:247:62//Hs.75899:D87463 
F-NT2RP4001 260//Syntrophin, alpha (dystrophin-associated protein A1 , 59kD, acidic component)//0.01 5:246:62// 
Hs.31121:U40571 ' • 

F-NT2RP4001274//Homo sapiens Clone 24674 mRNAsequence//1 :2e-06:259:64//Hs.71168:AF070578 
55 F-NT2RP4001276//Homo sapiens CAGF9 mRNA, partial cds//7.6e-b6:266:62//Hs.110826:U80736 

F-NT2RP4001313//Homo sapiens mitochondrial outer membrane protein (TOM40) mRNA, nuclear gene encoding 
mitochondrial protein, complete cds//2.3e-31:535:65//Hs.30928:AF043250 
F-NT2RP4001315//EST//9.5e-20:146:88//Hs.158755:AI375917 , 
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F-NT2RP4001336//ESTS//1 .0:128:67//Hs.99598:AA6031l0 
F-NT2RP4001339 

F-NT2RP4001343 

F-NT2RP4001345//Lecithin-cholesterol acyltransferase//8.0e-39;686:64//Hs.112l25:M12625 
5 F-NT2RP4001 351 //Human ovarian cancer downregulated myosin heavy chain homolog (Doci) mRNA, complete 

Cds//2.0e-31 :784:62//Hs.1 5432:U53445 

F-NT2RP4001353//Homo sapiens chromosome 7q22 sequence//0.0034:497:57//Hs.1 25742: AF053356 
F-NT2RP4001372 

F-NT2RP4001373//Homo sapiens Clone Dt1P1b11 mRNA, GAG repeat region//0.43:290:58//Hs.82101:Z50194 
10 F-NT2RP4001375 

F-NT2RP4001379//TRICHOHYALIN//8.2e-05:591:58//Hs.82276:L09190 
F-NT2RP4001 389//EST//5.3e-27:21 2:84//Hs. 1 60402:AI39391 8 . ' 

F-NT2RP4001407//Homo sapiens mRNA for RGS5. complete cds//0.93:218:58//Hs.24950:AB0081 09 
F-NT2RP4001 414//Human mRNA for KIAA0202 gene, partial cds//6.3e-78:81 8:71//Hs.80712:D86957 
15 F-NT2RP4001 433//Zlnc finger protein 1 0 (KOX 1 .1 e-88:839:73//Hs.2479:X78933 

F-NT2RP4001442 

F-NT2RP4001447//Homo sapiens mRNA for KIAA0783 protein, complete cds//0.0075:218:63//Hs.4l153: 
AB018326 

F-NT2RP4001474//ESTS, Weakly similar to probable CBP3 protein homolog [C.elegans]//2.1e-90:460:96//Hs. 
20 26676:AA033997 

F-NT2RP4001483//Oxoglutarate dehydrogenase (lipoamide)//8.le-6i :480:75//Hs.75533:Dl0523 
F-NT2RP4001498//ESTS. Weakly similar to G A BINDING PROTEIN BETA-2 CHAIN [H.sapiens]//0.25:216:60//Hs. 
63220:AA522707 

F-NT2RP4001 502//ESTs//2.6e-41 :206:99//Hs.1 59257:N40395 
25 F-NT2RP4001 507//H.sapiens mRNA for RanGTPase activating protein 1//0.51 :281 :61//Hs.5923:X82260 

F-NT2RP4001524//ESTS, Weakly Similar to F13B12.1 [C.elegans]//9.4e-30:173:94//Hs.5570:AI377863 
F-NT2RP4001 529//Human transcription factor LSF mRNA. complete cds//1 .3e-35:329:76//Hs. 1 54970:U03494 
F-NT2RP4001547//Homo Sapiens forkhead protein FREAC-2 mRNA, complete cds//0.00l 5:221 :65//Hs.44481: 
U13220 

30 F-NT2RP4001 551//Human BRCA2 region. mRNA sequence CG003//0.56:428:59//Hs.30649:U50534 

F-NT2RP4001555//EST//0.99:225:64//Hs.96863:AA347174' . ' 
F-NT2RP4001567 

F-NT2RP4001568//ESTS. Weakly similar to HYPOTHETICAL 32.6 KD PROTEIN IN MET30-CBR5 INTERGENIC 
REGION [Saccharomyces cerevisiae]//1 .1 e-54:252:83//Hs. 15^208 :AA1 67836 
35 F-NT2RP4001 571//ESTs//3.0e-94:475:96//Hs.65322:AA01 9!4l 6 ^ 

F-NT2RP4001574 

F-NT2RP4001575//Homo sapiens mRNA for AREI-like protein//i:8b-169:796:98//Hs.108826:AL031228 
F-NT2RP4001592 

F-NT2RP4001610//Human involucrin mRNA//0.94:462:59//Hs. 157091 :M 13903 
40 F-NT2RP4001 614//ESTs//0.71 :331 :58//Hs.11 6533:AI343952 

F-NT2RP4001634 

F-NT2RP4001638//ESTS. Weakly similar to HYPOTHETICAL 117.9 KD PROTEIN IN FKH1-STH1 INTERGENIC 
REGION [S.cerevisiae]//8.6e-57:287:97//Hs.117439:C18436 • :;; 

F-NT2RP4001 644//Human mRNA for IVINKI , complete cds//1 .76-5^:41 5:80//Hs,5591 :AB000409 
45 F-NT2RP4001 656//ESTS. Highly similar to PHENYLALANYL-TRNA SYNTHETASE MITOCHONDRIAL PRECUR- 

SOR [Saccharomyces cerevisiaeJ/ZI .0:311 :59//Hs.57969:/VA2b3629 ' 

F-NT2RP4001677//Homo sapiens short form transcription factoV C-MAF (c-maf) mRNA, complete cds//0.19:162: 
67//Hs.30250:AF055376 

F-NT2RP4001679//Homo sapiens PYRIN (MEFV) mRNA, complete cds//2.2e-50:332:86//Hs.11 3283 :AF0 18080 
50 F-NT2RP4001696 

F-NT2RP4001725//GalactOkinase 1//1 .0:202:63//Hs.92357:L76927 

F-NT2RP4001730//Human growth/differentiation factor 1 ,(GDF1)'mRNA, complete cds//0.0035:247:62//Hs. 
92614:M62302 

F-NT2RP4001739//Complement component 8, gamma polypeptide//0.74:654:56//Hs.1285:U08198 
55 F-NT2RP4001 753//Zinc finger protein 84 (HPF2)//4.5e-29:476;67//Hs.9450:M27878 

F-NT2RP4001 760//ESTS//1 .0:41 1 :60//Hs.1 08548: AA081 656 ^ . . 

F-NT2RP4001790//Homo sapiens PAC Clone DJ0604G05: from 7q22-q31.1//9.1e-34:400:6a//Hs.154212: 
AC004522 V 
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F-NT2RP4001803//Human high conductance inward rectifier potassium channel alpha subunit mRNA, complete 
Cds//0.028:580:58//Hs.2363:L36069 

F-NT2RP4001822//ESTs//3.4e-50:307:90//Hs.113509:AA132131 

F-NT2RP4001823//Human faciogenital dysplasia (FGDI) mRNA, complete cds//3.1e-07:509:59//Hs.1572: 
5 U11690 

F-NT2RP4001828 - . - 

F-NT2RP4001838//Human mRNA for KIAA0071 gene, partial cds//6.9e-55:555:73//Hs.78398:D31 888 
F-NT2RP4001 841//ESTs//0.99:21 5:60//Hs.1 36895: AA897749 

F-NT2RP4001849//Homo sapiens mRNA for KIAA0672 protein, complete Cds//5.6e-57:813:65//Hs.6336: 
10 AB014572 

F-NT2RP4001861//ESTS. Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY I!!! [H.sapiens]//4.8e-12: 
84:94//Hs.140232:AA705170 • ^ 

F-NT2RP4001889 *. / - 

F-NT2RP4001893//Homo sapiens BAG clone GS166A23 from 7p21//4.4e-108:535:97//Hs.15144:AC005014 
15 F-NT2RP4001896 

F-NT2RP4001901//ESTS//1 .4e-50:291 :93//Hs.67991 :AA147848 ■ " 
F-NT2RP4001927 

F-NT2RP4001938//ESTS, Weakly similar to ZING FINGER PR0TEIN.91 [H.sapiens]//2.8e-54:375:84//Hs.119294: 
AI379442 

20 F-NT2RP4001946//EST//0.050:268:60//Hs.148341:AA921894 ' ' 

F-NT2RP4001 950//EST//7.9e-1 4:336:63//Hs.1 1 281 0:AA61 0063 
F-NT2RP4001953//ESTs//0.018:206:65//Hs.130105:AA904868 / 

F-NT2RP4001 966//Human DNA sequence from clone 1 052M9 on chromosome Xq25. Contains the SH2D1 A gene 
for SH2 domain protein 1 A, Duncan's disease (lymphoproliferative syndrome) (DSHP), part of a BOS Acidic Ribos- 
25 omal protein 1 (RPLP1) LIKE gene and part of a mouse D0C4 LIKE gene. Contains ESTs and GSSs//1 .7e-54: 
788:65//Hs.23796:AL022718 F-NT2RP4001975//Homo sapiens Homeobox protein Six3 (S1X3) gene, complete 
Cds//0.0019:279:65//Hs.159439:AF092047 

F-NT2RP4002018//ESTS, Highly similar to RING CANAL PROTEIN [Drosophrla melanogaster]//0.58:463:55//Hs. 
3826:U69560 

30 F-NT2RP4002047//EST//2.5e-1 3: 1 02:90//Hs.1 48997:AI2431 39 

F-NT2RP4002052 ' -in' 

F-NT2RP4002058//ESTs//5.2e-41 :347:72//Hs.1 21 961 AMIIBIZ^ 

F-NT2RP4002071//Homo sapiens TTAGGG repeat binding fa6tor 2 (htRF2) mRNA. complete cds//0.97:227:60// 
Hs.100030:AF002999 . . ... 

35 F-NT2RP4002075 . 

F-NT2RP4002078//ESTS, Moderately similar to zinc finger protein [H.sapiensl//1.0e-38:243:90//Hs.139115: 
AA325104 

F-NT2RP4002081/ArATA box binding protein//0.0059:310:60//Rs.1100:M55654 
F-NT2RP4002083//H.sapiens Pur (pur-alpha) mRNA, complete cds//0.0015:152:70//Hs.25180:M96684 
40 F-NT2RP4002408//Human protein kinase C-L (PRKCL) mRNA,-completecds//8.0e- 10:401 :59//Hs.89616:M55284 

F-NT2RP4002791//Ataxin 17/1.0:21 5 :61//Hs.74520:X79204 \ 
F-NT2RP4002888 

F-NT2RP4002905//ESTs//3.4e-50:280:94//Hs.1 31 697:H1496q,. 

F-NT2RP5003459//Glyceraldehyde-3-phosphatedehydrogenase//1 .3e-35:193:96//Hs.74456:U34995 
45 F-NT2RP5003461//ESTs//3.6e-104:513:98//Hs.88088:AA52l67i . 

F-NT2RP5003477//Eukaryotic translation initiation factor 3 (el F-3) p36 subunit//0.1 8:271 :60//Hs.139745:U39067 
F-NT2RP5003492 

F-NT2RP5003500//Homo sapiens mRNA for heparan-sulfate B^sulfotransferase, complete cds//6.1e-56:750:69// 
Hs.132884:AB006179 

50 F-NT2RP5003506//Homo sapiens Chromosome 1 6 BAC clone'ciT9.87SK-A-69G1 2//5. 1 e-1 4:348:62//Hs.1 54050: 

AC004131 

F-NT2RP5003512//Homo sapiens mRNA for KIAA0642 protein, partial Cds//0.94:202:63//Hs.8152:AB014542 

F-NT2RP5003522 

F-NT2RP5003524//ESTs//8.7e-08:340:62//Hs.152730:AI308943\ . 
55 F-NT2RP5003534 ( 

F-OVARC1000001//Homo sapiens mRNA for KIAA0465 pi-pteiri, partial cds//4.0e-69:373:94//Hs.1 08258: 
AB007934 

F-OVARC1000004//ESTs//6.0e-38:216:93//Hs.1 63801 :AI391729' ' 



2139 



EP1 074 617 A2 



F-OVARC1000006//ESTS, Highly similar to HISTONE H2A iCalrina moschala]//4.4e-75:355:99//Hs.36727: 
AI051983 - . 

F-0VARC1 00001 3//ESTs//0.65:331 : 58//Hs. 146326: A A534304 " ' 

F-0VARC1 00001 4//Homo sapiens GLEI (GLE1) mRNA, complete cds//1.8e-1 71:81 5:98//Hs.81449:AF058922 
5 F-0VARC1 00001 7//Homo sapiens mRNA for NTAK, complete cds//0.50:482:58//Hs.113264:AB005060 

F-OVARC1000035//Homo sapiens GA1 7 protein mRNA, complete cds//2.2e-37:238:89//Hs.69469:AF064603 
F-0VARC1 000058//ESTS//1 . 1 9-23: 1 32:97//Hs.61 809: AA503549 

F-OVARC1000060//ESTS, Highly similar to ribonuclease 6 precursor [H.sapiens]//6.7€-60:305:97//Hs.31696: 
H50008 

10 F-0VARC1 000068//ESTs//3.8e-10:69:1 00//Hs.89048:AA282798 

F-OVARC1000071//ESTs//1.9e-36:202:95//Hs.125013:AA400543 
F-0VARC1 000085 

F-OVARC1000087//EST//1 .0:199:58//Hs.122919:AA768442 - 

F-OVARC1000091//Homo sapiens Jagged 2 mRNA. complete . cds//0.0001 7:414:59//Hs.106387:AF029778 
15 F-0VARC1 000092//ESTs//4.6e-06:41 0:60//Hs.1 52250 :AA203600 

F-0VARC1 0001 06//ESTS, Weakly similar to C25A1 .1 [C.elegans]//2.9e-73:406:92//Hs.1 09463:AI2051 74 
F-OVARC1000109 

F-0VARC1 00011 3//Ho mo sapiens okadaic acid-inducible phosphoprotein (OA48-1 8) mRNA, complete cds//5.3e- 
135:663:96//Hs.3688:AF069250 : ' . 

20 F-OVARC1000114//Homo sapiens mRNA for KIAA0562 protein, complete cds//3.4e-43:532:72//Hs.1 18401: 

AB011134 

F-OVARC1000133//ESTs//9.4e-50:249:98//Hs.159146:AI384010. . 
F-OVARC1000139 

F-0VARC1 000145//ESTS//1 .6e-09:87:90//Hs.25219:AA291 293- 
25 F-OVARC1000148//ESTs//4.4e-28:146:100//Hs.133223:AA6774.14 
F-OVARC1000151 

F-0VARC1 0001 68//ESTs//2.3e-48:264:95//Hs.1 4539:H67365 ; ' ' ' 

F-OVARClOOOl9l//rhrombopoietin (myeloproliferative leukemia virus oncogene ligand, megakaryocyte growth 
and development factor)//0.10:504:59//Hs.154083:U70l36 
30 F-0VARC1 0001 98//ESTS//1 .36-1 03 :505:97//Hs.1 49341 :AI2491 31' 

F-OVARCI 000209//EST//1 .0:73:72//Hs.1 62600: AA594840 
F-0VARC1 00021 2//ESTS//1 .76-17:121 :91//H s. 50473 :W68834' 

F-OVARCI 000240//ESTS, Highly similar to THREONYL-TRNA SYNTHETASE. CYTOPLASMIC [Homo sapiens] 
//2.7e-31:264:79//Hs.1 51 895:AA1 96379 . . 

35 F-OVARCI 000241//Homo sapiens clone 23698 mRNA sequence//3.4e-35:466:68//Hs.8136:U81984 

F-OVARCI 000288//TESTS, Weakly similar to Y53C12A.3 [C.elegans]//0.00084:170:65//Hs,107747:AI357868 
F-0VARC1 000302//EST//4. 1 e-05:249:60//Hs.1 36432:AA555306 
F-OVARC 1 000304//ESTS//1 .0:252:64//Hs.1 21 26:AA203287 

F-OVARCI 000309//ESTS, Highly similar to BRAIN ENRICHED HYALURONAN BINDING PROTEIN PRECUR- 
40 SOR[Feliscatusl//0.51:193:66//Hs.6194:AI378579 
F-0VARC1 000321 

F-OVARCI 000326//Homo sapiens T-type calcium channel alpha-1 'subunit mRNA, complete cds//0.001 8:507:60// 
Hs.122359:AF051946 

F-OVARC 1 000335//ESTs//9.3e-39:202:98//Hs . 1 32849 : AA779444 '■ 
45 F-OVARCI 000347 

F-OVARCI 000384//Homo sapiens (clone PEBP2aA1) core-binding factor, runt domain, alpha subunit 1 (CBFA1) 
mRNA. 3' end of cds//3.4e-06:353:62//Hs.121895:AF00145p ' V., 

F-OVARCI 000408//Human mRNA for KIAA0140 gene. compiete!cds//0. 94:231 :64//Hs. 1 5601 6:D50930 
F-OVARC1000411//EST//0.43:234:59//Hs.1 24673: AA8581 62 - 
50 F-OVARCI 000414//EST//5.2e-05:105:72//Hs.98827:AA435682; 

F-OVARCI 000420//Human mRNA for KIAA0140 gene, complete cds//0:86:231 :58//Hs. 156016:050930 
F-OVARCI 000427//ESTS. Moderately similar to 0RF1 [H.sapiens]//1.7e-25:190:84//Hs.139513:A/^59082 
F-OVARCI 000431 //ESTS//0.041 :356:57//Hs.1 39907: AA621 61 5 

F-OVARCI 000437//Filamin 1 (actin-binding protein-280)//0.93 :281 :60//Hs.76279:X53416 
55 F-OVARCI 000440//Human PINCH protein mRNA, complete cds//8.8e-21 :1 1 6:99//Hs.83987:U09284 

F-OVARCI 000442//ESTs//2.0e-19:207:78//Hs.1 34071 :AI377423 

F-OVARCI 000443//Homo sapiens mRNA for KIAA0683 protein, complete cds//3.2e-140:566:99//Hs.12334: 
AB014583 
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F-OVARC1000461//ESTs//1.0e-39:215:95//Hs.131532:AI024524. 

F-OVARC1000465//Homo sapiens clone 24781 mRNA seq(!ience//1 .0:252:58//Hs.108112:AF070640 
F-0VARC1 000466//ESTs//3.6e-1 4:1 89:71 //Hs.1 64041 :R51 854, , , . : 
F-OVARCl000473//ESTs//0.00012:77:85//Hs.29173:AA134926 • 
5 F-OVARC 1000479 

F-0 VARC 1 000486//ESTs//4.2e-07:409:60//Hs.99280: AA453036 
F-OVARCl000496//ESTs//6.0e-14;240:69//Hs.131900:AI023327 . , : • 

F-OVARC1000520//Homo sapiens supervillin mRNA, complete cdS//6.9e-115:539:99//Hs.111285:AF05185Q 
F-OVARC1000526//ESTs//2.9e-08:368:611/Hs.42771 :N26740 . • 
10 F-OVARC1000533//EST//3.4e-14:137:82//Hs.123405:AA813492 
F-OVARC1000543//ESTs//0.13:278:61//Hs.54894:N98475 
F-OVARCI 000556//ESTS//1 .4e-31 :21 7:90//Hs.1 063B5:W26667 : 
F-OVARC1000557//ESTs//3.8e-20:208:76//Hs,138919:AA827410- 

F-OVARCI 000564//Human dsRNA adenosine deaminase DRADA2b (bRADA2b) mRNA. complete cds//0.87: 1 35: 
IS 66//Hs.85302:U76421 

F-OVARCI 000573//ESTS//2. 1 e-22:268:76//Hs.1 21 852:AA776358 
F-OVARC1000576//ESTs//9.4e-22:124:98//Hs.24220:W22200 ' ' 
F-OVARCI 000578//EST//4.7e-31 :335:74//Hs.1 62881 :AA652729 

F-OVARCI 000588//Human BMK1 alpha kinase mRNA, complete cds//0.67:263:63//Hs.3080:U29725 
20 F-OVARCI 000605//EST//1 .0; 1 48:62//Hs. 1 63346 :AA883722 

F-OVARCI 000622//EST//4.3e-50:313:88//Hs.149580:AI281 881 . 
F-OVARCI 000640//ESTs//2.6e-55:441 :80//Hs.1 0531 9 :AA470097 

F-OVARCI 000649//Human squamous cell carcinama of esophagus mRNA for GRB-7 SH2 domain protein, com- 
plete cds//l.6e-78:424:93//Hs. 86859:043772 ^' 
25 F-OVARCI 000661//Homo sapiens mRNA for KIAA0590 protein, complete cds//1.6e-100:536:94//Hs.111862: 

AB011162 ^ 

F-OVARC1000678//EST//1.3e-08:131:77//Hs.145970:AI277iq6, = 

F-OVARCI 000679//ESTs//0.66:223:61//Hs.134782:H74279 

F-OVARC1000681//EST//0.017:315:61//Hs.147799:AI221639' ; * ' ' 
30 F-OVARCI 000682//Homo sapiens alpha 1.2-mannosidase"IB' mRNA. complete cds//4.8e-153:549:99//Hs. 

125315:AFQ27156 

F-OVARC 1000689//Homo sapiens clone 24640 mRNA sequence//0.030:479:57//Hs.4764:AB018306 
F-OVARC 1000700 

F-OVARC 1 000703//ESTS//0.41 : 1 00:68//Hs.1 60699:AI284320 . . 
35 F-OVARCI 000722//Homo sapiens chromosome 1 q2i -1 q23 beta^T,4-gaiactosyltransferase mRNA, complete cds// 
1.2e-110:451:91//Hs.13476:AF038661 

F-OVARC1000730//ESTS, Weakly similar to C27F2.7 gene product [C.elegans]//2.9e-53:318:91//Hs.7049: 
AI141736 

F-OVARCl000746//ESTs//3.2e-123:570:99//Hs.127295:AA918411 
40 F-OVARC 1000769//ESTs//0.072:177:67//Hs.142573:AA601 196 

F-OVARC1000771//ESTS, Moderately similar to RAS-RELATED PROTEIN RAB-2 [H.saplensl//1.2e-38:1 94:99// 
Hs.157Q59:W28130 

F-OVARCI 000781//ESTs//4.0e-1 4:1 1 3:89//Hs.41 972:AA626793,. : 
F-0VARC1 000787//EST//0.92:91 :64//Hs.1 63258: AA828835' 
45 F-OVARCl000800//ESTs//1.6e-44:193:81//Hs.163971 :N27584 ^ / 

F-OVARC1000802//ESTs//4.6e-43:395:80//Hs.115401:AA400032 
F-OVARC1000834//ESTs//1.9e-91:431:99//Hs.154450:/W\069390\ 

F-OVARC 1000846//Homo sapiens mRNA for KIAA0643^ protein., partial cds//1.9e-1 51 :432:10a//Hs. 155995: 
AB014543 

50 F-OVARC1000850//Homo sapiens PB39 mRNA, complete cds//3.3e-137:632:99//Hs.18910:AF045584 

F-OVARCI 000862//ESTS. Highly similar to gene Fif protein [M.m'usculus]//6,1 e-31 :1 83:93//Hs. 108620: AA41 8155 

F-OVARC1000876//Human DNA binding protein FKHL15* (FKHLIS)' mRNA, complete cds//0.54:133:69//Hs. 

159234:U89995 ^ V;. 

F-OVARC1000883//ESTs//0.44:154:63//Hs.98183:AA417143 ' 
55 F-OVARC 1000885//EST//0.91:152:63//Hs. 160765 :AI313323 . 

F-OVARC1000886//ESTs//4.6e-08:375:61//Hs.131653:AI025777 

F-OVARC 1000890 ' ' V ' 

F-0VARC1 000891 
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F-0VARC1 000897//ESTS//1 .1 e-07:1 45:69//Hs.l 1 9878:AA706Sl 8 
F-0VARC1 00091 2//EST//3.6e-08:376:61//Hs.158782:AI376601 

F-0VARC1 00091 5//Homo sapiens mRNA for KIAA0600 protein, partial cds//2.3e-85:419:97//Hs.9028:AF039691 
F-OVARC1000924//ESTs//3.6e-113:540:98//Hs.66058:AA424456 
5 F-OVARC1000936//Human endogerious retrovirus envelope i-egion mRNA (PLi)//4.3e-64:623:72//Hs.ll4440: 
M11119 

F-OVARC1000937//EST//24e-39:170:96//Hs.129138:AA98807.8- ; ' 

F-OVARC1000945//ESTS, Weakly similar to protein tyrbsine phosphatase [H.sapiens]//2.4e-29:l57:97//Hs. 

1 36243: AA307843 ■ < . 

10 F-0VARC 1 000948 

. F-0VARC1 000959//EST//0.65:293:55//Hs. 1 34725:A1088986 ' ^ 

F-OVARCI 000960//Ley .4e-41 :425:72//Hs.37062:AC005952 - 

F-OVARC1000964//ESTS//1 .4e-95:486:96//Hs.57079:D45288 

F-OVARC 1 000971 //ESTs/ZO. 1 9: 1 98 : 62//Hs . 1 53429: AI283069 
15 F-OVARC 1 000984//Breakpoint cluster region protein BCR//0.26:365:56//Hs.2557:Y00661 

F-OVARC1000996//Human p300/CBP-associated factor (P/CAF) mRNA, complete cds//6.8e-10:312:65//Hs. 

155302:U57317 

F-OVARC 1000999//Homo sapiens mRNA forchemokine LEG precursor, complete cds//0.0056:209:62//Hs.1 0458: 
AF088219 

20 F-OVARCI 001 000//EST//4.2e-24:242:77//Hs.1 28952:AA9841 1,4 

F-OVARC1001004 
F-OVARCI 001 010 

F-OVARC1001011//ESTS, IVIoderately similar to Tera [M.mu6culUs]//3.8e-47:234:99//Hs.110327:AA205 
F-OVARC1001032//HUMAN IMMUNODEFICIENCY VIRUSTV^F^E I ENHANCER-BINDING PROTEIN 2//0.0076: 
25 624:57//Hs.75063:AL023584 " '5 

F-OVARC1001034//ESTS, Highly similar to mitogen-induced [M:musculusl//3.9e-97:578:89//Hs.111974:AI050735 
F-OVARC1001038//Homo sapiens TRIAD1 type I mRNA. complete'cds//8.6e-152:733:97//Hs.9899:AF099149 
F-OVARC 1001040//ESTs//2.2e-38:204:96//Hs.128927:AI1 68074 ,^ 

F-0VARC1 001 044//EST//0.036:304:61//Hs. 1 37342:AA01 7^85' 'V ^ ^^^^ 
30 F-0VARC1 001 051 '* ' . ' " 

F-OVARC1001055//Human pre-B cell enhancing factor (PBEF) mRNA, complete cds//l.le-46:38i:8l//Hs. 

154968:U02020 

F-OVARC1001062//ESTs//0.020:265:60//Hs.146226:Al312^73\ 

F-OVARCI 001 065//ESTS. Weakly similar to C50F4.12 [C.elegahs]//1 .4e-21 :183:84//Hs.46680:AA809451 
35 F-OVARCI 001 068//Homo sapiens Era GTPase A protein (HERA-A) mRNA, partial cds//6.6e-132:620:98//Hs. 
3426:AF082657 

F-OVARCI 001 072//ESTS//1 .1 e-24:289:74//Hs.1 3961 4:AA70901 3' 

F-OVARC1001074//ESTS//0.059:198:63//HS.59974:AA001937 ' 

F-OVARCI 001 085//H .sapiens mRNA for sortilin//0.99:142:67//Hs.104247:X98248 

40 F-OVARCI 001 092/AHomo sapiens mRNA for JM5 protein, complete CDS (clone IMAGE 53337, 

LLNLC110F1857Q7 (RZPD Berlin) and LLNLc110G0913Q7 (RZPD Berlin))//1 .3e-75;289:95//Hs.21753:AJ005897 
F-OVARCI 001 107//Homo sapiens SKBIHs mRNA, complete cds//1.2e-73:351:86//Hs.12912:AF015913 
F-OVARC1001113//Homo sapiens diaphanous 1 (HDIAI) mRNA, complete cds//2.1e-151:710:98//Hs.26584: 
AF051782 r..'" . 

45 F-0VARC1 0011 1 7//ESTs//3.8e-73:347:99//Hs.1 1 6029:AA81 3t02 v. 

F-OVARC1001118 / "tl;- ; ^ 

F-OVARC1001129 / 

F-OVARC1001154//Granulin//2,4e-94:686:83//Hs.75451 :Af655008 ; 

F-OVARCI 001 1 61 //ESTs//2.2e-40:208:97//Hs. 1 1 3006:AA621 725' P " 
50 F-OVARC1001162 , / ; 

F-OVARC1001167 . ■ 

F-OVARC 1 001 169//ESTs//0.81:158:63//Hs.48527:AI078279 ';■ 

F-0VARC1 001 170//ESTs//9.0e-87:412:99//Hs.116550:AA8l 3287 ' " 

F-OVARCI 001 1 71//ESTs//4.9e-26:1 67:79//Hs.1 391 58:AA2261 59 
55 F-OVARCI 001 173//ESTS, Moderately similarto GLUTAMATE DEHYDROGENASE 1 PRECURSOR [Homo sapi- 

ensl//1 .86-11 :192:69//Hs.130020:AA887581 ' ' 

F-OVARCI 001 176//Homo sapiens Chromosome 19, COSmid R26529//0.61:387:58//Hs.91103:AC005551 
F-OVARCI 001 180//ESTS, Weakly similar to ubiquitin 86(1) [D.melanogaster]//1.5e-1 3:1 99:71//Hs.1 09966: 
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C06057 . . ' 

F-OVARCl001188//ESTs,WeaklysimilartoHYPOTHETOAL27.8KD PROTEIN IN VMA7-RPS31AINTERGENIC 

REGION [S.cerevisiae]//1.4e-52:324:90//Hs. 11 4673:W72675 .: , ^ 

F-OVARC1001200//ESTs//3.9e-16:104:94//Hs.125520:AA883889-' ' ' 
5 F-OVARC1001232//Cyclin A//0.95:124:67//Hs.85137:X51688 • - 

F-0VARC1 001 240//EST//0.01 7:351 :60//Hs.1 20655: AA745676 

F-OVARC1001243//ESTS//0.78:291 :59//Hs.1 32458: AI424825 > 

F-OVARCI 001 244//RING3 PROTEIN//2.8e-1 9:1 1 8 :95//Hs. 75243:042040 

F-OVARC1001 261//EST//1 .9e-42:225:96//Hs.1 58854:AI377837 
10 F-OVARC1001268//ESTs//0.66:239:61//Hs.132525:AA576821 ' . ' . 

F'OVARCI 001 270//ESTs//0.99:204:60//Hs. 1 44647:AA625224 

F-OVARC 1001 271 //Homo sapiens mRNA for KIAA0643 protein, partial cds//6.8e-144:644:96//Hs.1 55995: 
AB014543 

F-OVARCI 001 282//ESTS, Weakly similar to Ydr438wp [S.cerevisiae]//0.11:355:60//Hs.108812:AA044835 
15 F-OVARC1001296//ESTs//1.1e-46:237:98//Hs.33746:N78172. 

F-OVARC1001306//Homo sapiens nuclear receptor co-repressor N-CdR mRNA, complete cds//0.20:188:64//Hs. 

1 52455 :AF044209 

F-OVARC 1 001 329//ESTS//1 .4e-97 : 486 :97//Hs.1 25886 :AA884264 
F-OVARC 1001 330 

20 F-OVARCI 001 339//Solute carrier family 4, anion exchanger, member 2 (erythrocyte membrane protein band 3-like 

1)//0.021 :232:62//Hs.7941 0:U62531 \ V;. \ 

F-OVARCI 001 341//ESTS, Weakly similar to C17G10.1 [C.eiegains]//2.5e-76:363:99//Hs.105837:AA536054 
F-OVARC1001342//EST//0.98:97:65//Hs.148210:AA897493 . 
F-OVARCI 001 344//EST//5.3e-1 0:241 :64//Hs.1 38777: N6725i : / J- - ' 
25 F-OVARC1001357//Homo sapiens jerky gene product homolpg mRNA,- complete cds//0.64:198:61//Hs. 105940: 

AF004715 

F-OVARC 1 001 360//ESTs//4.9e-87:429:97//Hs.1 301 45:AI264633 . 
F-OVARCl001369//ESTs//6.3e-07:371:62//Hs.131653:AI02b777 

F-OVARC1001372//Homo sapiens mRNA for KIAA0654 protein, partial cds//1.4e-69:533:74//Hs. 109299: 
30 AB014554 , ' "I 

F-OVARC1001376//Homo sapiens neuronal thread protein AD/c-NTP mRNA, complete cds//2.5e-49:365:73//Hs. 

129735:AF010144 ' ; - 

F-OVARC1001381//Hamo sapiens mRNA for candidate tumor suppressor involved in B-CLI7/4.1e-1 49:683:99// 
Hs.151428:/VJ224819 

35 F-OVARC1001391//Homo sapiens methyl-CpG binding protein MBD2 (MBD2) mRNA, complete cds//0.097:235: 
65//Hs.25674:AF072242 

F-0VARC1 001 399//ESTS//1 . 1 e-35:264:83//Hs.59379:W28225 

F-OVARC1001417//Homo sapiens EXLM1 mRNA. complete Cds//1 .3e-150:707:98//Hs.21586:AB006651 
F-OVARC 1001 41 9//Homo sapiens GOK (STIM1) mRNA. complete cds//1.6e-49:586:69//Hs.74597:U52426 
40 F-OVARC 1 001 425//ESTs//2.4e-1 1 :258:67//Hs.11 91 97:T83651 . 

F-OVARC 1001 436 

F-OVARC 1001 442 ' v;! ; 

F-OVARC 1001 453 ■ , 

F-OVARC 1 001 476//ESTS, Weakly similar to HYPOTHETIC/VL 38\6 Kb PROTEIN IN TIF4631-KRE11 INTERGEN- 
45 IC REGION [S.cerevisiae]//1 .96-125:581 :99//Hs.110950:AI041823 ■ . 

F-OVARC1001480//ESTS//0.95:125:72//HS.152584:AA584568 . ' 
F-0VARC1 001 489//EST//4.9e-72:341 :1 00//HS.1 481 91 :AA897343 ' ' ' 

F-OVARC 1 001 496//Homo sapiens C-terminal binding protein 2 mRNA, complete cds//2.6e-86:479:92//Hs.6534: 
AF016507 

50 F-OVARC 1 001 506//Polycystic kidney disease 1 (autosomal dominant)//1 .1e-97:538:92//Hs.75813:L33243 

F-OVARC 1001 525 ' : 

F-OVARCl001542//Envoplakln//0.34:258:60//Hs.25482:U53786 
F-OVARCI 001 547//EST//0.0046:237:62//Hs.54638:N90595, , . ' 
F-OVARC1001555 

55 F-OVARCI 001 577//Homo sapiens SRp46 splicing factor retropseudogene mRN/V/6.8e-57:275:98//Hs.155160: 

AF031166 

F-OVARC1001600//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY III! [H.sapiens]//0.0035: 
271 :60//Hs.108465:A1 144299 I 
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F-0VARC1 001 61 0//ESTS, Weakly similar to F22E 10.5 [C.elegans]//1 .4e-43:216:99//Hs.1 20002: AI038398 
F-OVARC1001611 

F-OVARC1001615//EST//0.99:135:68//Hs.129410:AA993500 ' 

F-0VARC1 001 668//Homo sapiens mRNA for KIAA0572 protein, partial cds//3.3e-37:21 7:94//Hs.1 4409: ABO 1 1 1 44 
5 F-OVARC1001702//Homo sapiens mRNA for hSOX20 ^protein, complete cds//5.9e-49:393:8l//Hs.95582: 

AB006867 '"\ 

F-OVARC1001703//EST//1 .7e-24:172:88//Hs.121198:AA757229 

F-OVARCl0017ll//Fms-related tyrosine kinase 3 llgand//0.049:353:61//Hs.428:U03858 

F-0VARC1 001 71 3//ESTs//8.9e-37:263:86//Hs.1 1 0298:AA621 807 
10 F-OVARCl001726//ESTs//2.0e-12:121 :82//Hs.1 53332 :AA236863 

F-OVARC1001731//Tropomyosin beta chain (skeletal muscle)//1 .7e-83:617:80//Hs.155652:X06825 

F-0 VARC 1 001 745//EST//0,75: 1 74:64//Hs. 1 46778: Al 1 48588 

F-OVARC1001762 

F-0VARC1 001 766//Homo sapiens eukaryotic translation initiation factor eiF3, p35 subunit mRNA, complete cds// 
15 1.4e-150:706:98//Hs.155377:U97670 

F-OVARC1001767//Homo sapiens mRNA for KIAA0675 protein, complete Cds//9.8e-117:580:96//Hs. 15869: 
AB014575 

F-OVARC 1001768//ESTs//0.035:179:64//Hs.87279:AI218697 
F-OVARC 100 1791 
20 F-OVARC1001795//ESTs//0.19:68:76//Hs.37699:AA062830. 

F-OVARCl001802//EST//3.7e-45:254:92//Hs.130620:AI005102 

F-OVARC1001805//Homo sapiens mRNA for KIAA0744 plrdtein,' complete cds//0.77:362:58//Hs.1 16753: 
AB018287 • 

F-OVARC1001809//Human N-type calcium channel alpha-1 subunit mRNA, complete cds//2.2e-07:435:62//Hs. 
25 69949:M94172 ^ 

F-OVARC1001812//ESTs//3.0e-47:360:83//Hs.141756:AA700825' ' 

F-0VARC1 001 81 3//EST//1 .8e-57:277:1 00//Hs.1 6241 4: AA573453 

F-0VARC1 001 820//ESTS//1 .46-64:31 0:99//Hs.1 37398:AA1 64567 

F-0VARC1 001 828//EST//1 .0e-09:1 84:66//Hs.1 30435 :AA923537 ' 
30 F-OVARC1001 846//ESTS//1 .8e-80:41 0:97//Hs.1 14539 :N54973 

F-OVARC1001861 

F-OVARC1001873//Homo sapiens clones 24718 and 24825 'mRNA sequence//3.9e-20:122:95//Hs.25300: 
AF070611 

F-OVARCl 001 879//Homo sapiens putative tumor suppressor gene 26 protein alpha 2 delta calcium channel sub- 
35 unit mRNA, complete cds//0.042:1 99 :67//Hs. 127436: AF040769 

F-0VARC1 001 880//lnlerferon regulatory factor 5//1 . 1 e-06:489:60//Hs.54434:U51 1 27 

F-OVARC1001883//Homo sapiens mRNA, chromosome i specific transcript KIAA0484//9.5e-33:509:68//Hs. 

1 58095 :AB007953 ; ' 

F-OVARCl 00 1900//Homo sapiens tumorous imaginal discs protein Tld56 homolog (TID1) mRNA, complete cds// 
40 2.6e-57:300:96//Hs.6216:AF061749 

F-OVARCl 001 901//ESTs//2.3e-07:1 85:69//Hs.1 45630:AI263834 
F-OVARC1001911//EST//0.88:101:66//HS.162622:AA601261 

F-OVARCl 001 91 6//H .sapiens mRNA for prepronociceptin//1 .0:54p:58//Hs. 89040: U48263 
F-OVARCl 001 928 * \- \' 

45 F-OVARCl 001 942//Human plectin (PLECl) mRNA, complete cds//0.038:290:62//Hs.79706:U53204 

F-OVARCl 001 943//ESTS, Weakly similar to HYPOTHETICAL 62.2 KD PROTEIN ZK652.6 IN CHROMOSOME III 
[C.elegans]//2.3e-119:565:98//Hs.5392:AA313794 

F-OVARCl 001 949//KRAB zinc finger protein {alternative products}//1 .8e-1 7:294:67//Hs.22556:U37251 
F-0VARC1 001 950//ESTS//1 .5e-1 5:300:65//Hs.1 38501 :AI05'l 228 
50 F-OVARCl 001 987//ESTs//6.7e-34:202:92//Hs.1 1 5600:AA351 639 

F-OVARCl 001 989//ESTS, Weakly similar to III! ALU SUBFAMILY J WARNING ENTRY !!ll [H.sapiens]//1 .2e-23: 
213:78//Hs.1 05292:AA504776 

F-0VARC1 002044//EST//0.26:1 64:66//Hs.1 61 094:N3041 7 , ^ . 

F-OVARC1002050//Homo sapiens mRNA for KIAA0465 protein, partial cds//6. 6e-1 60 :739:98//Hs. 108258: 
55 AB007934 

F-0VARC1 002066//ESTS//1 .8e-1 03:482:99//Hs.1 24923:AI37586& 
F-OVARC1002082//EST//2.5e-09:213:67//Hs.112810:AA610063 
F-OVARC1002107 , 
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F-OVARC1002112//Homo sapiens histone macroH2A1 .2 mRNA,. complete cds//2.7e-101:498:96//Hs.75258: 
AF054174 

F-OVARC1002127//ESTs//1.6e-76:397;96//Hs.33432:R83913; ^ 

F-OVARC1002138//Homo sapiens p60 katanin mRNA, complete cds//3.5e-20:399:62//Hs.112725:AF056022 
5 F-OVARCl002143//EST//4.2e-09:240:65//Hs.140547:AA812795 
F-0VARC1 0021 56//EST//0.35: 1 1 2;66//Hs.1 36761 :AA738097 

F-OVARC1002158//ESTS, Weakly similar to Y53C12A.3 [C.elegans]//7.4e-07:329:58//Hs.107747:A1357868 
F-0VARC1 0021 65//H .sapiens BDP1 mRNA for protein-tyrosine-phosphatase//0.00010:300:64//Hs.1 18929: 
X79568 

10 F-OVARC1002182//Hamo sapiens ataxin-7 (SCA7) mRNA, complete cds/ZO.1 9:1 78:64//Hs.108447:AJ00051 7 

F-PLACE1000004//ESTs//0.79:332:59//Hs.120221:AA731230" 
F-PLACE1000005//ESTs//1.8e-10:89:87//Hs.158913:AI378928 

F-PLACE1 000007//Homo sapiens ubiquitin hydrolyzing enzyme I (UBHI ) mRNA, partial cds//1 .2e-52:550:72//Hs. 
42400:AF022789 
15 F-PLACE1000014 
F-PLACE1 000031 

F-PLACE1 000040//ESTS//3. 1 e-1 8:1 23:91//Hs.1 38387:AA873088 
F-PLACE1 000048//ESTS//1 .2e-43:387:78//Hs.611 99:AA024494 
F-PLACE1000050//ESTS//1 .8e-84.421 :96//Hs.128632:AI076755 
20 F-PLACE1000061//Ribosomal protein L37a//5.5e-29:177:93//Hs. 1946:106499 

F-PLACE1000066//ESTS, Weakly similar to coded for by C. elegans cDNA yk10c10.3 [C.eiegans]//1 .4e-47:266: 
93//Hs.30026:AI356771 

F-PLACE1000078//ESTS. Weakly similar to !!!! ALU SUBFAMIlY SB'i WARNING ENTRY HI! [H.sapiens]//6.4e- 
1 5 :203 : 70//HS . 1 57422 : R85366 
25 F-PLACE1000081//Human transporter protein (g17) mRNA, complete cds//0.30:324:60//Hs.76460:U49082 

F-PLACE1 000094 ; [' 

F-PLACE1000133//ESTS, Highly similar to TRANSCRIPTION FACTOR BTF3 [Homo sapiens]//6.2e-82:476:92// 
Hs.111081:AI380378 

F-PLACE1000142//ESTS. Weakly similar to enoyl-CoA hydratase [H.sapiens]//7.7e-27:205:85//Hs.9670: 
30 AA632135 . ; 

F-PLACE1 0001 84//Homo sapiens estrogen-related receptor gamma mRNA, complete cds//2.5e-i 51 :737:97//Hs. 

151017:AF058291 ^ . ■ 

F-PLACE1000185 

F-PLACE1000213 

35 F-PLACE1000214//ESTs//0.00059:335:59//Hs.143849:AI167255 ' ■ 

F-PLACE1000236//Fanconi anemia, complementation group A//0.44:306:61//Hs.86297:X99226 

F-PLACE1 000246//ESTs//7.3e-80:457:89//Hs.57209:W22022 

F-PLACE1 000292//ESTS//1 .8e-05:323:60//Hs.59962:A1278202 

F- PL AC E 1 000308//EST//0 .0024:253 : 62//HS . 1 44238 : W52294 ' 
40 F-PLACE1000332//EST//5.6e-18:223:74//Hs.99532:AA461047' 

F-PLACE1000347//ESTs//6.4e-33:169:99//Hs.122975:AA428675 ' 

F-PLACE1000374//Human CCAAT-bOX-binding factor (CBF) rhRNA, complete cds//0.26:45:95//Hs. 147991: 
M37197 • ' ' 

F-PLACE1000380//Homo sapiens proline and glutamic acid rich nuclear protein isoform mRNA, partial cds//l .0: 
45 262:58//Hs.102732:U88153 

F-PLACE1000383//Myotubular myopathy 1//1.1e-50:669:67//Hs.75302:U46024 

F-PLACE1000401//Homo sapiens mRNA for KIAA061 6 protein! 'partial cds//0. 036:471 :58//Hs.6051 :AB014516 
F-PLACE1 000406//ESTS, Highly similar to PTB-ASSOCIATED SPLICING FACTOR [Homo sapiens]//8.7e-63:346: 
93//Hs.19501:AA742260 

50 F-PLACE1000420//Homo sapiens mRNA for KIAA0602 protein, partial cds//0.0023:21 6:65//Hs.37656:AB01 11 74 

F-PLACE1000421//Human lipid-activated protein kinase PRKI. mRNA, complete cds//0.55:212:63//Hs.2499: 
U33053 

F-PLAC El 000424 

F-PLACE1000435//Homo sapiens mRNA for XPR2 protein//b.58:674:55//Hs.44766:AJ007590 
55 F-PLACE1000444//Fucosyltransferase 1 (galactoside2-alpha-L-fucosyltransferase, Bombay phenotype included) 

//2.7e-52:421:80//Hs.69747:M35531 ^ 

F-PLACE1000453//Human mRNA for MTG8a protein, complete'cds//0.026:240:60//Hs.31551 :D43638 
F-PLACE1000481//Oxytocin receptor//1 .6e-25:347:71//Hs.282ti:X64878 
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F-PLACE1000492//Human mRNA for KIAA0355 gene, complete CdsZ/0. 58:302 :60//Hs. 1530 14: AB002353 
F-PLACE1000540//EST//0.32:229:59//Hs.163011:AA700573 

F-PLACE1000547//Human heparan sulfate proteoglycan (HSPG2) mRNA. complete ccls//0.0046:223:65//Hs. 
75578:M85289 
5 F-PLACE1 000562 

F-PLACE1 000564//ESTs//8.0e-35:247:89//Hs. 1 2999:AA278538 

F-PLACE1000583//Homo sapiens clone 23939 mRNA sequence//6.6e-47:525:72//Hs.21838:AF038179 
F-PLACE1000588//Guanylate binding protein 1 , Interferon-inducible, 67kD//2.3e-85:503:88//Hs.6266i:M55542 
F-PLACE1000596//Homo sapiens mRNA for NS1 -binding protein (NS1-BP)//1.2e-1 65:798 :97//Hs. 159597: 
10 AJO 12449 

F-PLACE1000599//ESTs//0.65:201:58//Hs.98216:AA758751 

F-PLACEl 00061 0//Homo sapiens mRNA for KIAA0642 protein, partial Cds//0.98:215:60//Hs.8152:AB014542 

F-PLACE10006l1//ESTs//7.2e-20:406:64//Hs.128966:AA620986 

F-PLACE1 000636 

'5 F-PLACEl 000653//Homo sapiens N-acetylglucosamine-phdsphate mutase mRNA, complete cds//5.0e-l 54:747: 
96//Hs.5819:AF1 02265 

F-PLACE1000656//Homo sapiens mRNA for JM4 protein, complete CDS (clone IMAGE 546750 and 
LLNLC110F1857Q7 (R2PD Berlin))//7.5e-158:775:97//Hs.29595:AJ005896 

F-PLACEl 000706//Homo sapiens transcription intermediary factor 1 (TIFI) mRNA, complete cds//1 .0e-57:675: 
20 69//Hs.128763:AF009353 

F-PLACEl 00071 2//EST//0.56: 1 71 :61//Hs. 1 1 2790:AA609949 

F-PLACE1000716//Human mRNA for KIAA0258 gene, complete Cds//6.1e-38:426:70//Hs.47313:D87447 
F-PLACE1000748//ESTs//2.6e-43:233:95//Hs.110754:AAlf2286 ' ' 

F-PLACEl 000749//Human MAGE-9 antigen (MAGE9) gene, complete cds//0.72:331:57//Hs.37110:U10694 
25 F-PLACE1000755//NUCLEOLIN//0.0038:186:66//Hs.79110:M60858 
F-PLACEl 000769 

F-PLACEl 000785//Homo sapiens mRNA for KIAA0648 protein, partial cds//1.1e-139:663:98//Hs.31921: 
. AB014548 

F-PLACEl 000786//Myosin, heavy polypeptide 9, non-muscle//8.5e-06:362:59//Hs.44782:Z82215 
30 F-PLACEl 000793//ESTs//2.7e-62:31 5:97//Hs,1 6141 :W56079 

F-PLACE1000798//ESTs//1.4e-55:316:93//Hs.139119:N32189.''' . 
F-PLACE1000841//EST//0.47:143:61//Hs.144096:AI032180 

F-PLACE1000849//Homo sapiens CAGF9 mRNA. partial cds//1.6e-06:266:63//Hs.110826:U80736 
F-PLACEl 000856//ESTs//2.6e-60:31 9:96//Hs.25994:AA470000 
35 F-PLACEl 000863//EST//9.4e-29:249:78//Hs.1 21 91 9:AA777428 • 

F-PLACEl 000909//ESTs//0.97:21 4:60//Hs. 1 28601 :AA906455 
F-PLACE1000931//ESTs//2.1e-46:592:70//Hs.154244:AA19526l' ' ' 
F-PLACEl 000948 

F-PLACEl 000972//Homo sapiens enhancer of filamentation (HEF1) mRNA, complete cds//7.9e-10:294:66//Hs. 
40 80261 :L43821 r • 

F-PLACE1 000977//ESTS, Weakly similar to coded for by C. elegans cDNA yk28h2.5 [C.elegans]//9.3e-45:309:88// 
Hs.13531:R61789 

F-PLACE1000979//Zinc finger protein 91 (HPF7, HTF10)//o!o034:229:62//Hs.8597:L11 672 
F-PLACEl 000987//Homo sapiens mRNA for KIAA0724 protein; complete cds//2.6e-141:694:96//Hs. 158497: 
45 AB018267 ' 

F-PLACEl 001 000//ESTs//0.0035:116:73//Hs.144532:H3991 3 

F-PLACE1001007//Guanylate cyclase 2D, membrane (retina-specific)//0.050:338:61//Hs.1974:M92432 
F-PLACE1001010//H.sapiens mRNA for retrotransposon//1 .6e-45:371 :80//Hs.6940:Z48633 
F-PLACE1001015//ESTs//8.6e-27:211 :71//Hs.88040:AA256876. 
50 F-PLACEl 001 024 ...^ 

F-PLACE1001036//EST//1.0:133:65//Hs.161424:AI424741 ' " 

F-PLACEl 001 054//Human plectin (PLEC1) mRNA. complete Cds//0.98:284:59//Hs. 79706: U53204 
F-PLACEl 001 062 

F-PLACE1001076//EST//0.84:223:59//Hs.161147:AI417859 
55 F-PLACEl 001 088 ' : - ' ' 

F-PLACE1001092//Homo sapiens sorting nexin 4 mRNA, complete cds//l .0e-96:489:96//Hs.95448:AF065485 
F-PLACE1001l04//ESTs//0.19:249:64//Hs.152627:AA595817-'' 

F-PLACE1001118//Homo sapiens KRAB domain zinc finger protein (ZFP37) mRNA. complete cds//8.2e-66:676: 
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71//Hs.150406:AF022158 

F-PLACE1001136//Amphiregulin (schwannoma-derived growth faclor)//1 .5e-16:122:91//Hs.1257:M30704 
F-PLACE1001168 

F-PLACE1001171//ESTs//4.3e-12:214:72//Hs.141392:R95135 
5 F-PLACE10011 85//ESTS, Weakly similar to ZK792.1 [C.elegans]//1 .6e-28:421 :66//Hs.8763:W30741 

F-PLACE1001238 

F-PLACE1001241//ESTs//1.1e-22:225:79//Hs.159786:R49494 
F-PLACE1 001 257//ESTS//1 .9e-23: 1 65:89//Hs. 1 2651 8: AA91 3929 
F-PLACE1001272//COATOMER BETA'SUBUNIT//0.012:50:96//Hs.75724:X70476 

10 F-PLACE1C01279//ESTs//0.97:377:59//Hs.152628:N51283 

F-PLACE1001280//Homo sapiens hyperpolarization-activated channel 1 (IHl) mRNA, partial cds//1.2e-08:586: 
58//Hs.124161:AF065164 . \ 

F-PLACE1001294//Homo sapiens mRNA for myosin phosphatase target subunit 1 (MYPT1)//0.91:221:61//Hs. 
16533:087930 

15 F-PLACE1001304//Human zinc finger protein mRNA, complete cds//8.6e-08:370:60//Hs.42672:AF01 6052 
F-PLACE1 001 311 //ESTS//1 .7e-44:480:73//Hs. 1 55384:Z78385 . 
F-PLACE1 001 323//ESTS//1 .1 e-25:1 51 :95//Hs.1 341 20:AA699591 
F-PLACE1001351 

F-PLACE1 001 366//Homo sapiens mRNA for KIAA0799 protein , partial cds//2.8e-26:1 55:95//Hs.61 638:AB01 8342 
20 F-PI_ACE1001377//Homo sapiens ADAM10 (ADAM10) mBNA, complete cds//3.4e-44:393:79//Hs. 152005: 

AF009615 

F-PLACE1001383//ESTs//1.0:159:65//Hs.128501:AA973748 

F-PLACE1001384//Homo sapiens multi PDZ domain protein MUPP1 (MUPP1) mRNA, complete cds//2.6e-09: 
117:84//Hs.21301:AF093419 

25 F-PLACE1001387//ESTS, Weakly similar to EPIDERMAL GROWTH FACTOR RECEPTOR KINASE SUBSTRATE 

EPS8 [H.sapiens]//0.00083:187:64//Hs.5399:N30646 

F-P1_ACE1001395//Homo sapiens mRNA for putative DNA methyltransferase, complete 
CDS//0.0038:496:57//Hs.97681 :AJ223333 

F-PLACE1001399//Human melanoma antigen recognized by T-cells (MART-1) mRNA//7.0e-45:456:75//Hs. 
30 154069:U06452 

F-PLACE1001412//Homo sapiens clone 643 unknown mRNA, cbmj)lete sequence//6.5e-7l:365:96//Hs.l 10404: 

AF091087 ' • • 

F-PLACE1 001 41 4//EST//1 .2e-75:364:98//Hs. 1 36622 :AA633232' [[' 

F-PLACE1001 440//ESTs//2.8e-05:1 63:66//Hs.141 082:H1 8987 
35 F-PI_ACE1001456//EST//0.95:132:61//HS.20373:R09510 ' 

F-PLACE1 001 468//ESTS//0.0001 9: 1 84:66//Hs.1 26536: AI379455 

F-PLACE1001484//EST//8.6e-18:190:76//Hs.160992:H52716 

F-PLACE1 001 502//Apolipoprotein E//2.5e-05:306:60//Hs.76260:M 12529 

F-PLACE1001503 . '' 

40 F-PLACEl001517//ESTs//1.9e-12:138:78//Hs.120352:AA718914 ' 

F-PI_ACE1001534//EST//0.015:121:65//Hs.144156:R85753 ' 

F-PLACE1001545 . : 

F-PLACE1001551 

F-PLACE1 001 570//EST//0.58:286:59//Hs. 1 20202: AA728835 
45 F-PLACE1001602//Human POU domain protein (Brn-3b) mRNA, complete cds//0.013:159:66//Hs.266:U06233 

F-PLACE1 001 603//Homo sapiens nitrilase 1 (NIT1) mRNA. complete cds//1 .1e-10:133:77//Hs.146406:AF069987 
F-PLACE1001608//ESTs//0.022:187:60//Hs.145915:Al342230 ' " ' 
F-PLJ^CE1001610//ESTs//1.4e■77:377:97//Hs.115700:AA80i3005 

F-PLACE1001611//Human faciogenital dysplasia (FGDI) mRNA, icpmplete cds//0.96:141:66//Hs.1572:U11690 
50 F-PLACE1001632//Homo sapiens mRNA for KIAA0798 protein, complete cds//3.4e-76:702:75//Hs. 159277: 

AB018341 

F-PLACE1 001634//ESTS//1 .2e-43:260:92//Hs.134064:AI276198, 
F-PLACE1 001640 

F-PLACE1001672//EST//2.8e-21 :201 :82//Hs. 123341 :AA810927 
55 F-PLACE1 001 691//Homo sapiens okadaic acld-inducible phosphoprotein (OA48-1 8) mRNA, complete cds//2.8e- 
1 48:726:96//Hs.3688: AF069250 

F-PU\CE1001692//ESTs, Highly Similar to S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN 
[Rattusnorvegicus]//1.1e-95:481:92//Hs.24309: All 25696 . . . 
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F-PLACE1001705//Human RNA polymerase III subunit (PPC39)..mRNA, complete cds//6.0e-30:347:76//Hs. 
101555:U93869 

F-PLACE1001716//Human mRNA for KIAA0191 gene, partial cds//2.1e-69:369:73//Hs.1 2413:083776 
F-PLACE1 001 720//ESTS//1 .2e-27:1 46:99//Hs.1 06432: AI391 686 
5 F-PLACE1 001 729//Homo sapiens mRNA for KIAA0522 protein, partial cds//0.0084:484:60//Hs.1 29892: ABQ1 1 094 

F-PLACE1001739//Histid(ne-riCh calcium binding protein//0.:14:.240:64//Hs.1480:M60052 
F-PLACE1001740//ESTs//4.9e-32:343:74//Hs.139158:AAi226l$9 
F-PLACE1001745 

F-PLACE1001746//ESTs//7.0e-15:168:80//Hs.46601:N78361 . :., , 
10 F-PLACE1001748//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds//2.8e-160:773:97//Hs.4812: 

AF061243 

F-PLACE1001756//Homo sapiens tapasin (NGS-17) mRNA, complete CdS//2.7e-35:269:83//Hs.5247:AF029750 
F-PI_ACE1001761//ESTs//6.9e-27:159:93//Hs.78277:AA131283 

F-PLACE1001771//Human putative calcium influx channel (htrp3) mRNA, complete cds//3.4e-52:548:72//Hs. 
IS 150981 :U47050 

F-PLACE1001781 

' F-Pi_ACE1001799//EST//5.4e-07:145:70//Hs.121840:AA776115': . " ' 
F-PLACE1 001 81 0//ESTS//0.024: 1 34:67//Hs.431 34:AA7661 38 

F-PLACE1 001 81 7//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds// 
20 3.6e-1 1 0:546:96//Hs.40820: AF058953 

F-PLACE1001821 

F-PLACE1001844//ESTs//5.4e-45:387:79//Hs.61199:AA024494 
F-PIJVCEI 001 845//ESTs//2.5e-47:232:1 00//HS.1 20809: AA1 5021 4" .? ■ : 
F-PLACE1001869//EST//1.0:139:59//Hs.122285:AA781906 
25 F-PLACE1 001 897//ESTs//0.29:348:57//Hs.1 39993: A(343257 . ■ 

F-PLACE1001912//ESTs//4.0e-10:95:89//Hs.13475:R1822d ' 

F-PLACE1001920//Homo sapiens TNF-induced protein GG2-i; mRNA, complete cds//4.0e-153:685:95//Hs. 
17839:AF099936 : • /• ' 

F-PLACE1001928//H.sapiens HUMM9 mRNA//0.063:196:66//HS:2750:X74837 
30 F-PLACE1 001 983//Homo sapiens Jagged 2 mRNA, complete.Cds//9.8e:06:431 :58//Hs.1 06387:AF029778 

F-PLACE1001989 ^' - , r ' ' 

F-PLACE1 002004 ! ' • 

F-PLACE1 002046 

F-PLACE1002052//Human mRNA for phosphollpase C, complete cds//b.0092:465:58//Hs. 153322:0421 08 
35 F-PLACE1 002066//EST//0.49:307:61//Hs.1 50652:AA908555 « ; 

F-PLACE1002072//EST//1.0:103:65//Hs.116488:F13707 ^ . 

F-PLACE1002073//Homo sapiens mRNA for KIAA0606 protein, partial cds//4.2e-39:635:64//Hs.38176:AB011178 
F-PLACEi002a90//Homo sapiens signal recognition particle 72 (SRP72) mRNA, complete cds//4.3e-83:388:99// 
Hs.5171:AF069765 = ' • 

40 F-PLACE1002115//EST//0.18:215;62//Hs.135747:AI002637 

F-PLACE1002119//Human transcription factor ETR101 mRNA. complete cds//6.2e-13:384:61//Hs.737:M62831 
F-PLACE1 0021 40//EST, Moderately similar to ALPHA-1 -ANTITRYPSIN PRECURSOR [Homo sapiensl//0.89:60: 
75//Hs.144290:T61747 

F-PLACE1002150//ESTs//0.56:245:64//Hs.24119:AA11563i: ' . 
45 F-PLACE1002157//Human mRNA for KIAA0392 gene, partial cds)/2:8ie-51 :440:79//Hs.40100:AB002390 

F-PLACE1 002 1 63//ESTs//0.76:21 2:61 //Hs. 1 1 2494:AI366891 
F-PLACE1002170//ESTs//6.5e-09:108:76//Hs.41418:H90627 
F-PLACE1 002171//ESTs//3.5e-81 :493:89//Hs.122553:H66674 

F-PLACE1002205//Human clone 23695 mRNA sequence//C)!o6080:i7'2:60//Hs.90798:U79289 
50 F-Pl^CE1002213//ESTs//0.041:146:67//Hs.119162:AA399989^, ' 

F-PLACE1 002227//ESTs//9.4e-06: 1 73:66//Hs. 1 27882: AI0244lf2'" 
F-PLACE1 002256//ESTS//1 .8e-93:440:99//Hs.1 28700:AA970935 ; 

F-PLACE10Q2259//Human Line-1 repeat mRNA with 2 open reading frames//2.3e-75:434:83//Hs.23094:M1 9503 
F-PLACE1002319//ESTs//0.82:188:62//Hs.50918:AA036675 
55 F-PLACE1002342//EST//0.61:148:66//Hs.144319:AA280279 

F-PLACE1002395//ESTs//1.2e-18:168:83//Hs.3853:AA034291 ' 

F-PLACE1002399//EST//0.0011 :166:65//Hs.137500:AA436710 

F-PLACE1 002433//ESTS//1 .2e- 14:151 :80//Hs. 1 61 837: AA421 067 
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F-PLACE1002437//Human ATP binding cassette transporter (ABCR) mRNA, complete cds//2.6e-23:458:66//Hs. 
40993:AF000148 

F-PLACEl002438//EST//0.81:48:77//Hs.158575:AI368947 , 

F-PLACE1002450//Homo sapiens KRAB domain zinc finger protein (ZFP37) mRNA, complete cds//7.1e-07:270: 
5 66//Hs.150406:AF022158 
F-PLACE1 002465 

F-PLACE1002474//Homo sapiens mRNA for matrllin-4. partial//1 .3e-14:369:63//Hs. 129361 :AJ007581 
F-PIJ\CE1 002477//ESTs//3.5e-1 3:1 25:71//Hs. 1 45032:AA343523 
F-PLACE1 002493 
10 F-PLACE1 002499 

F-PLACE1002500//Human putative zinc transporter ZnT-3 (ZnT-3) mRNA, complete cds//4.3e-19:708:59//Hs. 
111967:U76010 

F-PLACE1 00251 4//ESTS//3. 1 0-07:1 78:66//Hs.70932:AA1 26482 

F-PLACE1002529//Homo sapiens mRNA for KIAA0713 protein, partial cds//2.9e-144:583:95//Hs.88756: 
IS AB018256 

F-PLACE1002532//Homo sapiens BAG Clone RG300E22 from 7q21-q31.1//3.1e-115:566:96//Hs.99348: 
AC004774 

F-PLACE1002537//ThiopurineS-methyltransferase//1 .96-28:1 98:86//Hs.51124:AF01 9369 
F-PI_ACE1002571//Homo sapiens mRNA forTP55. complete cds//6.'99:274:59//Hs.138202:AF027866 
20 F-PLACE1002578//ESTs//7.3e-10:185:73//Hs,41418:H90627;V • 

F-PLACE1002583//EST//0.0028:348:61//Hs.160396:AI393725 ' 

F-PLACE1002591//Human mRNA for actin binding protein- p57, complete cds//2.8e-27:279:74//Hs. 109606: 
D44497 

F-PLACE1002598//EST//0.011:209:62//Hs.131470:AI024187 
25 F-PLACE1002604//EST//0.47:220:61//Hs.145434:AI198915 - . ■ • 

F-PLACE1 002625 

F-PLACE1002655//GELSOLIN PRECURSOR. P LASM A//1 . 7e-36 : 693 ;62//Hs. 80562 :X044 12 
F-PLACE1 002665//EST//0.1 5:1 56:65//Hs. 1 61 793:AA380706 

F-PLACE1 002685//Homo sapiens B cell linker protein BLNK niRN A, alternatively spliced, complete cds//1 .1 e-1 87: 
30 804:97//Hs.1 24903 :AF0681 80 

F-PLACE1002714//Human involucrin mRNA//3.6e-08:509:60//Hs.1 57091 :M 13903 

F-PLACE1 002722//Human protease-actlvated receptor 3 (PAR3) mRNA, complete cds//0.34:230:58//Hs.l 591 96: 
U92971 

F-PLACEl002768//EST//0.37:126:69//Hs.125353:AA877080 
35 F-PLACE1 002772//ESTS//0.001 7: 1 47:69//Hs. 1 32439: AA923728 

F-PLACE1002775//EST//5.5e-09:129:75//Hs.135336:AI049827 

F-PLACE1002782//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//0.0031 :298:62//Hs.26285: 
AF082516 

F-PLACE1 002794//ESTS//0.71 :125:66//Hs.97441 :AI368926 
40 F-PLACE1 00281 1//Human mRNA for KIAA01 72 gene, partial cds//5.8e-46:567:70//Hs.77546:D79994 

F-PLACE1002815 , " 

F-PLACE1 00281 6//Homo sapiens mRNA for KIAA0600 protein, partial Cds//4.3e-70:687:73//Hs.9028:AF039691 

F-PLACE1 002834//ESTs//2.6e-41 :393:74//Hs. 1 20206:AI0891 63 

F-PLACE1002839//ESTs//0.26:177:63//Hs.149013:AI334167 ;/ 
45 F-PLACE1002851//EST//0.0034:102:72//Hs.129630:AI000465 

F-PLACE1002853//ESTs//1.1e-20:136:90//Hs.125895:AA889024 

F-PLACE1002881//lnterleukln 10//1 .1e-41 :454:72//Hs.2180:IVl"57627* ' 

F-PLACE1002908//ESTs//3.8e-48:325:88//Hs.54702:AI040029 . 

F-PLACE1 002941//ESTs//5.0e-1 8:1 28:88//Hs. 1 7376:AA855056 
50 F-PLACE1 002962 

F-PLACE1002968//ESTS, Highly Similar to trg gene product [R'nofvegicusi//0.031 :372:59//Hs.8021 :AI041815 

F-PLACE1 002991 

F-PLACE1 002993 

F-PLACE1002996//ESTS, Weakly similar to T20D3.3 [C.elegans]//1 .3e-12:104:86//Hs.124808:T86959 
55 F-PLACE1003025//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0510//0.99:192:64//Hs.92660: 

AB007979 

F-PLACE1003027//Homo sapiens mRNA for KIAA0516! protein, partial cds//2.0e-131:632:97//Hs.1 29872: 
AB011088 
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F-PLACE1003044//Homo sapiens mRNA for KIAA0667 protein, partial ccls//2.7e-1 4:555 :58//Hs. 154740: 
AB014567 

F-PLACE1 003045 

F-PLACE1 003092//ESTS//1 .1 e-1 08:506:99//Hs.221 1 9:AA885491 
5 F-PLACE1003100//Human Hep27 protein mRNA, complete ccls//2.9e-66:650:73//Hs.1 02137:1)31875 

F-PLACE1003108//EST//0.016:181:65//Hs.119762:AA703419' . 
F-PLACE1003136 
F-PLACE1003145 

F-PLACE1 0031 53//ESTs/y3. 1 e-09:209:65//Hs.1 1 1 583:AA463590 
10 F-PLACE1 0031 74//ESTs//0.073:97:69//Hs.1 2992: W01 997 

F-PLACE1 0031 76//ESTs//3.3e-60:296:90//Hs.58239:AA21 5797 

F-PI_ACE1003190//Homo sapiens Cl9steroid specific UDP:glucurpnosyltransferase mRNA. complete cds//0.98: 
221 :60//Hs.1 39756:U59209 

F-PLACE1003200//EST//0.0021 :309:60//Hs. 140561 :AA765532 
15 F-PLACE1003205//EST//1.2e-07:204:65//Hs.l47372:AI208770 
F-PLACE1003238//ESTs//7.4e-62:343:94//Hs.121302:AA758208 

F-PLACE1003249//Insulin-Iike growth factor 1 (somatomedia Cy/0.99:175:62//Hs.85112:X57025 
F-PLACE1 003256 

F-PI_ACE1003258//H.sapiens mRNA for ZYG homologue//0.00020:217:64//Hs.29285:X99802 
20 F-PLACE1003296//ESTs//2.6e-14:80:86//Hs,155441:AA533106 

F-PLACE1003302//Human repressor transcriptional factor (ZNF85) mRNA, complete cds//4.3e-51:700:67//Hs. 

37138:U35376 

F-PLACE1 003334 

F-PLACEl003342//ESTs//0.94:310:57//Hs.131502:Al023308 
25 F-PLACE1003343//EST//1 .28-09:1 14:77//Hs.1 0341 8:AA035568 

F-PLACE1 003353//Homo sapiens breast cancer antiestrogen resistance 3 protein (BCAR3) mRNA. complete cds// 
2.6e-144:773;92//Hs.6564:U92715 ; . ; V 

F-PLACE1 003361//ESTS, Weakly similar to ATP SYNTHASE A CHAIN [Trypanosoma brucei bruceil//8.9e-35:332: 
78//Hs.163820:H71277 

30 F.-PLACE1 003366//Homo sapiens dysferlin mRNA, complete cds//7.9e-06:502:57//Hs.1 43897: AF075575 

F-PLACE1003369//NUCLEOUN//0.00037:282:60//Hs.79110:M60858 

F-PLACE1003373//EST//1 .1e-11 :420:63//H$. 156592 :AI343009" 

F-PLACE1 003375//EST//0.75:1 1 9:68//Hs.1 60270:AI1 49069. 

F-PLACE1 003383 / v. 

35 F-PLACE1003394//ESTS, Highly similar to RAS-RELATED PROTEIN RAB-1 4 [Rattus norvegiCus]//8.9e-1 13:590: 

94//Hs.125175:AI142546 

F-PLACE1003401//ESTs//0.55:176:66//Hs.154292:AA886178 ' 

F-PLACE1003420//Macrophage stimulating 1 (hepatocyte growth .factor-like)//0.40:206:62//Hs.30223:X90846 
F-PLACE1003454//ESTs//0.98:74:72//Hs. 127131 :AA150912'" > ' ■ ' 
40 F-PLACE1003478//EST//5.0e-06:183:69//Hs.1 27524: AA952874 , 

F-PLACE1 003493//Protein-tyrosine kinase 7//0.98:232:63//Hs.90572:U33635 

F-PLACE1 00351 6//Human k|3ni repeal mrna (cdnaclonepcd-kpni-8),3'end//3.4e-85:357:86//Hs.103948:K00627 
F-PLACE1003519//ESTs//1.6e-33:288:72//Hs.159510:AA297145 ' ' 
F-PLACE1003521//H.sapiens mRNA for retrotransposon//1 .4er45:269:76//Hs.6940:Z48633 
45 F-PLACE1003528//ESTs//0.65:120:68//Hs.162376:AA570248 . 

F-PLACE1003537//ESTS, Weakly Similar to ZK858.6 [C.elegans]//3.6e-110:543:97//Hs.120416:AA057428 
F-PLACE1 003553 

F-PLACE1003566//ESTs//0.0015:508:59//Hs.5724:AA1 56780* ' 

F-PLACE1003575//Homo sapiens Cdc14 homolog mRNA, complete Cds//4.4e-05:499:58//Hs.65993:AF000367 
50 F-PLACE1 003583//ESTs//5.5e-1 9:448:63//Hs.1 61 701 :AA225932* 

F-PLACE1003584//EST//1 .6e-46:263:94//Hs.147412:AI209194 

F-PLACEl003592//ESTs.Moderatelysimilarto Mil ALUCLASSBWARNING ENTRY ll!l[H.sapiens]//1 .46-50:287: 
93//Hs.154799:AA1 30620 ' 
F-PLACE1003593//ESTs//0.0025:31 8:61//Hs.1 06771 :AA806965 
55 F-PLAGE1 003596//lntegral transmembrane protein 1//1 .9e-54:685:68//Hs.89650:L38961 

F-PLACE1003602//Homo sapiens mRNA expressed in placenta//3.4e-140:679:97//Hs.56851:D83200 
F-PLACE1003605//Homo sapiens CdCl4B2 phosphatase mRNA. partial cds//0.00065:236:64//Hs.22116: 
AF064104 
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F-PLACE1003611//EST//0.00015:318:59//Hs.28788:R66896 

F-PLACE1 00361 8//Human Line-1 repeat mRNA with 2 open reading frames//1 .3e-1 22:737:87//Hs.23094:M1 9503 
F-PLACE1 003625//ESTS//1 .6e-1 6:1 03:96//Hs.1 1 1 223:N51 1 05 
F-PLACE1003638//ESTs//0.60:305:57//Hs.19ia4:W07762 
5 F-PLACE1003669//ESTS, Weakly similar to 3-7 gene product [H.sapiens]//0.021 :445:58//Hs.158275:AI365413 

F-PLACE1003704//Human mRNA for KIAA0301 gene. parUal cds/ZO. 01 4:622:56//Hs. 76730: AB002299 
F-PLACE1003709//Homo sapiens protein kinase (BUBI) mRNA. complete cds//1.4e-133:669:95//Hs.98658: 
AF053305 

F-PLACE1003711//ESTs//2.2e-14:178:77//Hs.114831:T57101 
10 F-PLACE1 003723//Homo sapiens mRNA for T lymophocyte specific adaptor protein//8.5e-09:393:60//Hs. 1 03527: 
AJ000553 ^ , t •• 

F-PLACE1 003738//ESTS, Weakly similar to ZINC FINGER PROTEIN 84 [H.sapiens]//1 .8e-53:260:99//Hs.1 02928: 
AI346344 

F-PLACE1 003760//ESTS//5.1 e-08:334:63//Hs.43675:AA805648 
15 F-PLACE1003762//ESTs//1.0:59:83//Hs.29863:W28983 

F-PLACE1003768//Human kpni repeal mrna (cdna clone pcd-kpni-4), 3' end//2.7e-40:608:68//Hs.139107:K00629 
F-PLACE1003771//ESTs//6.6e-10:226:65//Hs.15776:T91944 . 
F-PLACE1 003783 ^- ' 

F-PLACE1003784//Homo sapiens mRNA for KIAA0765 protein, partial cds//1 .0:457:57//Hs.62318:AB018308 
20 F-PLACE1003795//Human homologue of yeast sec7 mRNA, complete cds//0.85:3l4:60//Hs.1050:M85169 

F-PLACE1003833//ESTS, Weakly similar to C27H6.5 [C.elegariS)//0.00059:201 :68//Hs.40806:AA0 18786 

F-PLACE1003850//ESTs//0.0088:220:61//Hs.145504:AI254165 

F-PLACE1003858//EST//0.77:137:61//Hs.146935:AI168124 . . 

F-PLACE1003864//ESTs//0.1l:225:59//Hs.160910:AI370359 ' ' 
25 F-PLACE1 003870//EST//7.2e-1 8:283:69//Hs.1 35497:AI091 257 

F-PLACE1003885//H.sapiens PAP mRNA//2.4e-75:759:72//Hs.49007:X76770 

F-PLACE1 003886 • 

F-PLACE1003888//Human mRNA for phospholipase C. complete cds//8.4e-55:702:67//Hs.153322:D42108 
F-PLACE1 003892//ESTs//2.4e-1 3:258 :67//Hs.28039:H24050 
30 F-PLACE1003900//ESTs//3.5e-1 4:271 :66//Hs.28589:AI004944 

F-PLACE1003903//CTP synthetase//1 .6e-49:528:71//Hs.84112:X52142 

F-PLACE1 00391 5//ESTS, Highly similar to ARGINYL-TRNA SYNTHETASE. MITOCHONDRIAL PRECURSOR 
[Saccharomyces cerevisiaeJ/ZI .2e-49:251 :98//Hs, 65831 :F03069 
F-PLACE1003923//lnterferon, alpha 16//0.48:278:60//Hs.56303:M28585 
35 F-PLACE1003932//EST//0.00060:221 :63//Hs.1 63044: AA707537 

F-PLACE1 003936//ESTs//0,86:21 1 :62//Hs. 1 50751 : A! 1 23536 

F-PLACE1003968//Human 5'-AMP-activated protein kinase, gamma-1 subunitmRNA, complete cds//2.0e-47:522: 
71//Hs.3136:U42412 v" -• 

F-PLACE1004103//ESTs//8.6e-35:226:89//Hs.78973:AI0268^2. 
40 F-PLACE1004104//ESTS//1 .0:1 79 :61//Hs.1 63935 :AA506940 

F-PLACE1004114//ESTs//1.3e-52:323:89//Hs.35156:AA148516 ' ; 

F-PLACE1 00411 8//Spleen focus forming virus (SFFV) proviraNntedration oncogene spi1//0.85:164:64//Hs. 
153045:X52056 

F-PLACE1004128//Guanine nucleotide binding protein (G protein), beta polypeptide 1//3.1e-41:422:74//Hs.3620: 
45 X04526 

F-PLACE1004149//ESTS, Weakly similar to F48F7.1 [C.elegansl//8.2e-82:418:96//Hs.1561 61 :AI333779 
F-PLACE1 0041 56//ESTs//0.10:166:63//Hs.1 33279: AI053552 

F-PLACE1004161//Human mRNA for KIAA0200 gene, complete.cds//p.85:269:64//Hs.76986:D83785 

F-PLACE1004183//EST//1 .3e-40:224:94//Hs.1 56603: AI343666 ' 
50 F-PLACE1 0041 97//ESTs//2.8e-91 :441 :98//Hs. 97269 :AA292201 '' 

F-PLACE1004203//Homo sapiens GPI-anchored membrane protein CDwIOS precursor, mRNA, complete cds// 

1.3e-145:695:98//Hs.24640:AF069493 

F-PLACE1 004242//ESTs//0.99:21 3;60//Hs. 1 1 731 1 : AA699722 

F-PLACE1004256//EST//0.019:364:58//Hs.122395:AA789273 • 
55 F-PLACEl004257//ESTs//0.77:154:64//Hs.112582:AA608689': 

F-PLACEl004258/yESTs. Weakly similar to vanilloid receptor subtype 1 [R.norvegicus]//i,1e-98:479:97//Hs. 

31718:N29128 

F-PLAGE1004270//Homo sapiens CAGF9 mRNA. partial Cds//0.00010:369:63//Hs.110826:U80736 
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F-PLACE1004274//Homo sapiens mRNA for KIAA0445 protein, complete CdS//0.085:573:56//Hs.154139: 
AB007914 

F-PLACE1004277//Homo sapiens two pore domain K+ channel (TASK-2) mRNA. complete cds//2.0e-1 57:756: 
97//HS. 1 27007: AF084830 
5 F-PLACE1004284//ESTs//3.6e-71 :344:99//Hs.1 45870: AI271 884 

F-PLACE1 004289//ESTs//2.6e-57:370:85//Hs. 1 6740:AA586576 

F-PLACE1004302//FACTOR VIII INTRON 22 PROTEIN//0.032:513:59//Hs.83363:M34677 
F-PLACE1 00431 6//H.sapiens mRNA for apoptosis specific protein//9.3e-152:797:94//Hs,11171:Y11588 
F-PLACE1 004336 

10 F-PLACE1 004358//Homo sapiens connector enhancer of KSRTlike protein CNK1 mRNA, complete cds//1 .9e-1 40: 
688:97//Hs.16232:AFl 00153 

F-PLACE1004376//ESTS, Weakly Similar to F27D4.4 [C.elegans]//3.9e-1 09:521 :98//Hs.14079:AA306552 
F-PLACE1004384//Human HsLIM15 mRNA for HsLimlS. complete cds//2.0e-49:466:76//Hs.37181 :D641 08 
F-PLACE1 004388 

15 F-PLACE1004405//EST//0.01 0:1 91 :64//Hs.1 47600: AI21 7871 • 

F-PLACE1 004425//ESTS//2. 1 e-20: 1 24:80//Hs.941 95:W03579 

F-PLACE1004428//H.sapiens mRNA for Branched chain Acyl-CoA Oxidase//1 .0:552:58//Hs.9795:X95190 
F-PLACE1004437//Human NAD+-specific isocitrate dehydrogenase beta subunit precursor, mRNA, nuclear gene 
encoding mitochondrial protein, complete cds//9.9e-131 :536:99//HS'.1 55410:1149283 
20 F-PLACE1004451//ESTs//5.9e-18:203:73//Hs.156097:AI348867 
F-PLACE1 004460 

F-PLACE1 004467//ESTs//8.0e-1 7:345:66//Hs.1 1 2993:AA824363 
F-PLACE1004471//EST//9.3e-69:463:84//Hs.116391 :AA644085- 
F-PLACE1004473//ESTS//0.93:358:58//HS.33263:AA724416 
25 F-PlJ\CE1004491//EST//2.5e-58:285:99//Hs.97603:AA398163- ^ . 

F-PLACE1 004506//CD81 ANTIGEN//7.2e-06:228:63//Hs.54457:M33680 

F-PLACE1 00451 0//Homo sapiens cofactor of initiator function (CIF150) mRNA, complete cds//2.5e-1 47:699:97// 
Hs.1 22752: AF026445 

F-PLACE1 00451 6//EST//1 .06-26:343:71 //Hs.142595:N241 50 . 
30 F-PLACE1004518 

F-PLACE1004548//EST//0.84:193:62//HS.99583:AA461314 . • 

F-PLACE1004550//ESTS, Weakly similar to No definition line found [C.elegans]//4.0e-120:627:94//Hs.1 07387: 
AA058854 

F-PLACE1 004564//EST//1 .0:240:62//Hs.1 6824:T91 371 
35 F-PI_ACE1 004629//Centromere protein 8 (80kD)//0.001 5:242:64//Hs,85004:X05299 

F-PLACE1 004645 

F-PLACE1004646//Retinal pigment epithelium-specific protein, (65kD)//1.4e-12:386:63//Hs.21 33:1118991 

F-PLACE1004658//ESTs//0.52:273:61//Hs.97252:/W\291590 

F-PLACE1 004664 

40 F-PLACE1004672//Human ABL gene, exon lb and intron Ib.'aiid putative M8604 Met protein (M8604Met) gene// 
1 .5e-66:357:95//Hs.77705:U07563 

F-PLACE1004674//Homo sapiens calcium binding protein (ALG-2) mRNA, complete cds//1.4e-11 0:625:91 //Hs, 
80019:AF035606 

F-PLACE1004681//EST//0.00092:303:61//Hs.149560:AI281589: 
45 F-PLACE1004686//ESTs//3.0e-31:186:76//Hs.139130:AA704561 

F-PLACE1004691//Homo sapiens clone 23963 mRNA sequence//0,54:242:61//Hs.48483:AF007131 

F-PLACE1004693//ESTS. Weakly similar to pot. ORF III [H.sapienis]//0.56:96:71//Hs.1 25740: AA884845 

F-PLACE1 00471 6//ESTs//2.0e-79:388:98//Hs. 1 50999: AI306542 

F-PLACE1 004722//ESTs//7.5e-06:1 05:72//Hs. 1 28796 :AA485891 
50 F-PLAC El 004736//ESTS//1 .7e-27:203:86//Hs. 1 1 9593:AA7001 48 

F-PLACE1004740//ESTS//1 .06-25:1 74:89//Hs.29696:AA91 0680" . 

F-PLACE1 004743 

F-PLACE1004751//ESTS. Highly similar to CMP-N-ACETYLNEUpAMINATE-BETA-1 ,4-GALACTOSIDE ALPHA- 
2.3-SIALYLTRANSFERASE [Rattus norvegicus]//2.0e-41 :260:90//Hs!6863:W52470 
55 F-PLACE1004773//Homo sapiens inversin protein mRNA, complete cds//1 .7e-1 72:828:97//Hs.104715:AF084367 

F-PLACE1004777//Human myosin IXb mRNA, complete cds//1.0e-29:556:63//Hs.1 59629: U42391 
F-PIJ\CE1 004793 
F-PLACE1 004804 
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F-PLAC E1 00481 3//EST//2 .86-42:296 :83//Hs. 1 55725:AI31 0340 

F-PLACE1004814//ESTS. Weakly similar to U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD [Xenopus lae- 
vis]//2.4e-78:415:95//Hs.80965:AA493284 

F-PLACE1 00481 5//Human mRNA for KIAA0364 gene, complete cds//4.3e-14:294:69//Hs.22111 :AB002362 
5 F-PLACE1 004824//ESTs//0.0072:128:69//Hs.1 64062:AA934047 

F-PLAC El 004827//ESTs//0.78:38:1 OO/ZHs. 1 8925: W30943 

F-PLACE1004836//Homo sapiens Notch3 (N0TCH3) mRNA, complete cds//0.78:338:57//Hs,8546:U97669 
F-PLACE1 004838 

F-PLACE1004840//Proteln phosphatase 1 , catalytic subunit, beta is6fomfi//0.89:200:66//Hs.21537:X80910 
^0 F-PLACE1 004868 

F-PLACE1 004885//ESTS//0.41 : 1 81 :6 1//Hs. 1 1 6796:AA633772 

F-PLACE1 004900 ; . 

F-PLACE1004902//ESTs//4.7e-72:367:96//Hs.54971:AI424382 ! • 

F-PLACE1 00491 3//ESTs//0.031 : 1 66:63//Hs. 1 301 1 0:AA904929 ; \ 
15 F-PLACE1 00491 8//Human tumor susceptibllty protein (TSGlOi) mRNA, complete cds//4.le-24:402:64//Hs. 

118910:U82130 

F-PLACE1 004930//Homo sapiens TNF-induced protein GG2-1 mRNA, complete cds//9.7e-86:51 9:88//Hs.1 7839: 
AF099936 ': ' - 

F-PLACE1 004934//ESTs//7.2e-43:231 :78//Hs. 1 33503:AA628592 
20 F-PLACE1004937//ESTs//0.97:80:68//Hs.144264:C00851 
F-PLACE1 004969 

F-PLACE1004972//Human retinoic acid- and interferon-inducible 58K protein RI58 mRNA, complete Cds//0.031: 
235:60//Hs.2761 0:U34605 

F-PLACE1004979//Homo sapiens mRNA for KIAA0575 protein, 'domplete cds//4.9e-43:331:83//Hs.1 53468: 
25 AB011147 

F-PLACE1004982//ESTs//0.020:148:63//Hs.129377:AI218520 " ' 

F-PLACE1004985//ESTs//7.9e-05:372:61//Hs.87606:AA242831 

F-PLAC E1 005026//ESTs//4.6e-29:2 1 2:89//Hs. 1 37451 : AA35 1 459 

F-PLACE1005027//ESTs//6.5e-91:455:97//Hs.30890:H15159 ' 
30 F-PLACE1005046//ESTs//3.7e-56:250:96//Hs.152730:AI308943 

F-PLACE1005052//EST//1 .8e-36:370:73//Hs. 1 23424: AA81 3594 ' 

F-PLACE1005055//Homo sapiens mRNA for K1AA0576 protein, partial cds//6.2e-1 61 :761:98//Hs. 14687: 
AB011148 

F-PLACE1005066//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//3.0e-11:757:56//Hs. 
35 1 22967: AF059569 y':^ ; 

F-PLACE1005077//EST//0.79:283:591/Hs.89276:AA283899 ' / : 
F-PLACE1 005085//ESTs//3.5e-1 8:231 :72//Hs. 1 42654: AA324740 ' 

F-PLACE1005086//Homo sapiens mRNA for KIAA0575 proteiri, complete Cds//1.9e-49:401:80//Hs.1 53468: 
AB011147 ' •* 

40 F-PLACE1005101//Homo sapiens (clone zapl28) mRNA. 3' end of cds//8.2e-20:194:80//Hs.75437:L40401 

F-PLAC El 0051 02//Homo sapiens HIV-1 inducer of short transcripts binding protein (FBI1 ) mRNA, complete cds// 
8.9e-1 8:538:62//Hs.1 04640:AF000561 

F-PLACE1005108//Treacher Collins syndrome susceptibility protein//0.73:405:57//Hs.73166:U76366 
F-PLACE1005111//ESTs//0.66:191.63//Hs.106446:N93227 . ' ' 
45 F-PLACE1005128//Breakpoint cluster region protein BCR//5.6e-08:291 :63//Hs.2557:Y00661 

F-PLACE1005146//ESTS, Weakly Similar to hypothetical pro'teinrM" [H.sapiens]//4.8e- 12:360 :63//Hs. 1421 77: 
H11741 

F-PLACE1005162//Human mRNA for KIAA0118 gene, partial cds//3.9e-49:563:72//Hs.154326:D42087 
F-PLACE1005176//Homo sapiens mRNA for KIAA0641 protein, complete cds//0.82:259:60//Hs.128316: 
50 AB014541 

F-PLACE1005181//ESTS, Weakly similar to No definition line found [C.elegans]//4.4e-126:583:99//Hs.25347: 
AI138605 / 
F-PLACEl005187//ESTs//6.2e-34:222:90//Hs.124265:N70417 ' 
F-PLACE1005206//EST//0.089:167:62//Hs.140487:AA767009 
55 F-PLACE1 005232//ESTS, Weakly similar to synapse-associated p/otein sap47-l [D.melanogaster]//0.56:1 92:60// 
Hs.47334:W72370 ] . ' 

F-PLACE1 005243 ^- ; 

F-PLACE1005261//ESTs//0.52:245:58//Hs.6682:T76941 ' "r... 
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F-PLACE1005266//Kallmann syndrome 1 sequence//7.8e-06:484:60//Hs.89591:M97252 
F-PLACE1005277//Homo sapiens mRNA for KIAA0610 protein, partial Cds//5.le-150:706:98//Hs.1 18087: 
AB011182 

F-PLACEl005287//ESTs//8.1e-107:501:99//Hs.145703:AA447947 
5 F-PLACE1005305//GTP:AMP PHOSPHOTRANSFERASE MITOCHONDRIALy/4.4e-37:597:66//Hs.101642: 

X60673 

F-PLACE1005308//High-mobility group (nonhistone chromosomal) protein 2//0.83:23g:62//Hs.80684:X62534 
F-PLACE1 005313 

F-PLACE1005327//ESTS, Weakly similar to No definition line found [C.elegans]//6.0e-81 :459:91//Hs.146177: 
10 R51650 

F-PLACE1005331//Homo sapiens chromosome 19, cosmid.F20569//3.7e-66:412:88//Hs.1 34031 :AC004794 
F-PLACE1 005335//Homo sapiens mRNA for KIAA0754 protein, partial cds//0.96:510:56//Hs.159183:AB01 8297 
F-PLACE1 005373 

F-PLACE1005374//ESTs//7.5e-77:437:91//Hs.143266:AI14l348 . * 
15 F-PLACE1005409//ESTs//2.4e-05:267:63//Hs.163307:AA856751 
F-PLACE1 005453//ESTS//0. 1 2:333:58//Hs. 1 34672: AI087951 

F-PLACE1005467//HOMEOBOX/POU DOMAIN PROTEIN RDC-1//0.0043:148:67//Hs.74095:L20433 
F-PLACE1005471//ESTs//3.4e-24:135:97//Hs.49275:N66925 • . ■ . 

F-PLACE1 005477//Human Line-1 repeat mRNA with 2 open reading frames//3.5e-1 26:744:87//Hs.23094:M1 9503 
20 F-PLJ^CE1005480//ESTs//3.7e-26:184:70//Hs.113198:N39323,. ' 

F-PLACE1005481//EST//0.27:153-:64//Hs.120066:AA707973 ' 

F-PLACE1005494//ESTs//2.4e-50:257:98//Hs.159003:AA633029 

F-PLACE1005502//ESTs//0.15:408:57//Hs.45106:AA504105 

F-PLACEia05526//ESTs//3.2e-61 :305:98//Hs.1 22574: AA776747 ■ 
25 F-PLACE1005528//ESTs//9.9e-32:249:78//Hs. 142531 :N91572 

F- PLAC E 1 005530//ESTS//1 . 0e-94:49 1 : 95//Hs . 1 3 1 73 1 : AI339335 " 

F-PLACE1005550//ESTs//0.084:290:58//Hs.157775:AI359385' ^ ' ,[ 

F-PLACE1 005554//EST//0.38:21 3:58//Hs. 1 02749:N641 44 

F-PLACE1005557//ESTS. Highly similar to MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L2 PRECURSOR 
30 [Saccharomyces cerevisiae]//4.5e-51 :258:97//Hs.7736:W81 261 

F-PLACE1005574//ESTs//3.2e-09:236:66//Hs.146884:AI160278 
F-PLAGE1005584//Fragile X mental retardation 2//1.2e-05:151 :69//Hs.54472:U48436 
F-PLAC El 005595//ESTS//2. 1 e-98:5 1 2:95//Hs. 1 1 8552:W74594; ' 
F-PLACE1005603//EST//1.0:90:66//Hs.111204:AA211851 '*■•;* 
35 F-PLACE1005611//ESTS, Weakly Similar to B0035.14[C.elegans]//3.5e-32:197:92//Hs.8241:AA283057 

F-PLACE1005623//ESTs//3.0e-30:191:92//Hs.77570:N48234 / 
F-PLACE1 005630//ESTs//2.3e-32:1 75:97//Hs. 1 22278: AA781 867 ' 
F-PLACEl005639//ESTs//0.88:218:58//Hs.117389:AA701991 

F-PLACE1 005646//Homo sapiens RNA helicase-related protein mRNA, complete cds//2.1 e-1 51 :721 :98//Hs.8765: 
40 AF083255 

F-PLACE1005656//Ribonucleotide reductase M2 polypeptide//3.9e-53:480:74//Hs.75319:X59618 
F-PLACE1005666//Homo sapiens mRNA for KIAA0448 "protein, complete Cds//0.086:223:59//Hs.27349: 
AB007917 

F-PLACE1005698//Human membrane-associated lectin type-C mRNA//6.1e-65:374:85//Hs.23759:M98457 
45 F-PL^CE1005727//ESTs//8.7e-65:330:96//Hs.1 27027: AA935437 

F-PLACE1005730//ESTs//2.9e-14:270:67//Hs.28589:AI004944 

F-PLACE1005739//Homo sapiens mRNA for serin protease with IGF-binding motif, complete cds//0. 75:289:59// 
Hs.751 11:087258 . , * 

F-PLACE1005755//lnsulin-like growth factor binding protein;2//3.6e-05:377:62//Hs.162:X16302 
50 F-PLACE1005763//ESTS, Highly similar to S-ACYL FATTY ACID SYNTHASE THIOESTERASE, MEDIUM CHAIN 

[Rattus norvegicus]//5.7e-49:252:88//Hs.24309:AI1 25696 
F-PLACE1005799//ESTs//5.2e-13:392:58//Hs.110530:AA191493 . 
F-PLACE1 005802 

F-PLACE1 005803 ' ; ; ' . 

55 F-PLACE1 005804//Homo sapiens alpha 1 ,2-mannosidase IB mRNA, complete cds//4.5e-1 28:636 :96//Hs.1 2531 5: 

AF027156 

F-PLACE1005813//Homo sapiens sorting nexin 2 (SNX2li'' mRNA'/ complete cds//8.4e-156:739:98//Hs.11183: 
AF065482 
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F-PLACE1005828//ESTS. Weakly similar to Ml! ALU SUBFAMILY J WARNING ENTRY III! [H.sapiensl//4.1e-42: 
327:81//Hs.138404:R70986 

F-PLACE1005834//Retlnoblastoma 1 (including osleosarcoma)//0. 038:436: 58//Hs.75770:L41 870 

F-PLACEl005845//ESTs//4.8e-50:309:89//Hs.107149:AI379497 ^ . 
5 F-PLAC El 005850//ESTs//7.1e-40:253:79//Hs.1 58096: AA1 86905 

F-PLACE1005851//ESTs//7.6e-93:483:95//Hs.135608:AA732242 

F-PLACE1005876//ESTs//0.97:282:60//Hs.98664:AI381487 ' 

F-PLAC E1 005884//ESTs//0.070:276:60//Hs. 1 06057: AI031 552 

F-PLACE1005890//ESTs//1.5e-91:500:93//Hs.136993:AA843300- 
10 F-PLACE1 005898 L . 

F-PLACE1 005921 ' " ' 

F-PLACE1005923//ESTs//0.50:308:58//Hs.52489:R61504 . .... 

F-PLACE1005925//ESTs//0.024:93:68//Hs.149868:AI288274 ' " 

F-PLACE1005932//rYROSINE-PROTEIN KINASE RECEPTOR EPH PRECURSOR//0.97:342:57//Hs.89839: 
15 M 18391 

F-PLACE1 005934//ESTs//8.6e-1 0:74:93//Hs.25092:AA9221 42 

F-PLAC El 005936//DNA excision repair protein ERCC5//1 .0:144:63//Hs.48576:X69978 
F-PLACE1005951//B94 PROTEIN//0. 00025:371 :61//Hs.75522:M92357 . 
F-PLACE1 005953//ESTs//2.8e-06:290:61//Hs. 1 40996:R73468 . 
20 F-PLACE1005955//ESTS, Weakly similar to Y53C12A.3 [C.elegans]//0.15:136:66//Hs.107747:AI357868 

F-PLACE1 005966//Human zinc fmger/leucine zipper protein (AF1 0) mRNA, complete cds/Zl .0:21 5:63//Hs.7885: 
U13948 

F-PLACE1 005968 
F-PLACE1 005990 

25 F-PLACE1006002//Putatlve mismatch repair/binding protein hMSH3//1.9e-48:3l2:77//Hs.42674:U6l981 

F-PLACE1006003//EST//0.00018:171:67//Hs.138882:W73256 : 
F-PLACE1 006011 

F-PLACE1 00601 7//ESTS//3.1 e-21 :1 59:88//Hs.1 421 73:AA757743 

F-PLACE1006037//Homo sapiens mRNA for KIAA0789 protein, complete cds//0.021:202:64//Hs.158319: 
30 AB018332 

F-PLACE1006040//Homo sapiens mRNA for alpha endosuinne//1.1e-1 48:71 9:97//Hs.98782:X99906 
F-PLACE1006076//EST//0.29:92:64//Hs.161536:N80395 - . 

F-PLACE1006119//Homo sapiens Ran-GTP binding protein mRNA,. partial cds//4.1e-147:679:99//Hs.4976: 
AF039023 
35 F-PLACE1006129 
F-PLACE1006139 

F-PLACE1006143//Human mRNA for KIAA0355 gene, complete cds//9.3e-43:357:79//Hs.153014:AB002353 
F-PLACE1006157//ESTS, Weakly similar to ETX1 {alternatively spliced} [H.sapiens]//2.9e-12:119:84//Hs.23153: 
R92857 - ^ • 

40 F-PLACE1 0061 59//ESTs//2.3e-87:443:96//Hs.23740:H1 7868 ^ 

F-PLACE10061641/ESTs//0.099:223:60//Hs.8108:AA902721 ■ " 

F-PLACE1006167//Homo sapiens chromosome 19, cosmid F23149//1 .le-68:333:92//Hs.152894:AC005239 
F-PLACE1 0061 70//ESTS//0.081 :1 71 :67//Hs.1 351 87:AI074005 

F-PLACE1006187//Homo sapiens cyclin E2 mRNA. complete cds//1 .2e-150:694:99//Hs.30464:AF091433 
45 F-PLACE1 0061 95//ESTs//8.9e-1 4:229:70//Hs. 1 41 470:N49608 

F-PLACE1006196//ESTS, Weakly similar to protein synthesis initiation factor 4A-II homolog//3.5e-59:369:88//Hs. 
135623:AA134719 ; • 

F-PLACE1 006205 ^ ' ' ^ " 

F-PLACE1006223//ESTS, Weakly similar to TERATOCARCINOIVIA-DERIVED GROWTH FACTOR 1 [H.sapiens] 
50 //0.0089:1 66:63//Hs. 1271 79:A[279486 

F-PLACE1 006225 

F-PLACE1006236//EST//0.060:89:69//Hs.136977:AA830668.. , !. , 
F-PLACE1006239//ESTs//0.028:105:66//Hs.142336:AA358i85 ' ' * 
F-PLACE1 006246//ESTs//0.060:330:60//Hs. 1 05695: AI085802 
55 F-PLACE1006248//Homo sapiens mRNA for KIAA0648 protein/ partial cds//7.3e-1 68:791 :98//Hs.3 1921: 

AB014548 
F-PLACE1 006262 

F-PLACE1006288//Homo sapiens mRNA for Pex3 protein//4.8e-37:186:100//Hs.7277:AJ001625 
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F-PLACE1006318 

F-PLACE1 006325//ESTs//3.7e-25:206:83//Hs. 1 0231 9:AI246503 

F-PLACE1 006335//ESTs//2.0e-27:1 61 :95//Hs.1 63529:AI361 492 

F-PLACE1006357//ESTs//0.013:268:61//Hs.105775:AA526249 . 
5 F-PLACE1006360//ESTs//4.8e-27:146:98//Hs. 100739:298481 

F-PLACE1006368//Homo sapiens clone 24540 mRNAsequence//0.65:272:59//Hs.1 53529: AF070581 

F-PLACE1 006371//Homo sapiens jertcy gene product honnblpg mRNA, complete cds//2.6e-07:403:61//Hs.1 05940: 

AF004715 : ' 

F-PLACE1006382//EST//0.98:77:68//Hs.136933:AA814693 - .v!' 
10 F-PLACE1006385//Homo sapiens epsin 2b mRNA, complete cds//1 .6e-111 :539:97//Hs.22396:AF062085 

F-PLACE1 006412//Human mRNA for KIAA0298 gene, complete cds//1 .0e-36:424:74//Hs.21 560:AB002296 

F-PUVCE1 0064i4//Homo sapiens PCAF associated factor 65..alpha mRNA, complete cds//4.3e-lil :525:98//Hs. 

131846:AF069735 

F-PLACE100643a//Homo sapiens mRNA for KIAA0557 protein, partial cds//2.2e-24:531:65//Hs.101414: 
15 AB011129 

F-PLACE1006445//Homo sapiens chromosome 16 zinc finger protein ZNF200 (ZNF200) mRNA, complete cds// 
1 .0:248:60//Hs.8821 9:AF060866 

F-PLACE1006469//Human SA mRNA for SA gene product, complete cds//0.24:210:62//Hs.89659:AC004381 
F-PLAC El 006470 

20 F'PLACE1006482//Homo sapiens basic-leucine zipper transcription factor MafK (MAFK) mRNA, complete cds// 

5.0e-46:520:71//Hs.131953:AF059194 

F-PLACE1 006488//ESTs//6.2e-47:239:97//Hs. 1 581 61 : AA31 251 1 
F-PLACE1 006492//ESTs//0.82:37:1 00//HS.1 6041 7:AA488493 

F-PLACE1006506//HUMAN IMMUNODEFICIENCY VIRUS TYPE I ENHANCER-BINDING PROTEIN 2//0.98:505: 
25 56//Hs.75063:AL023584 

F-PLACE1006521//ESTs//0.032:222:63//Hs.23171 :AA706542 ' - ' 
F-PLACE1 006531//EST//2.1 e-53:258: 1 00//HS.1 1 731 6:AA699358. 
F-PLACE1006534//EST//1 .8e-07:78:89//HsJ57551:AI3562i9;": ■ ' 

F-PLACE1006540//Homo sapiensmRNA for cadlierin-6. complete cds//0.96:383:58//Hs.32963:D3 1784 
30 F-PLACE1006552//Human (clone N5-4) protein p84 mRNA. complete cds//0.058:464:57//Hs. 1540:136529 

F-PLACE1006598//Homo sapiens mRNA for KIAA0737- protein, complete cds//4.1e-17:372:65//Hs.17630: 
AB018280 

F-PLAGE1 00661 5//Homo sapiens eukaryotic translation initiation factor elF3. p35 subunit mRNA. complete cds// 
2.2e-1 68:781 :99//Hs.155377:U97670 : : r ' 

35 F-PLACE1 00661 7//ESTs//6.0e-08:354:60//Hs.42624:H99088: 

F-PLACE1 006626//NUCLEOLIN//0.0044: 1 86:66//Hs.791 1 0:M60858 

F-PLACE1006629//Homo sapiens (clone s22i71) mRNA fragment//0.097:229:63//Hs.26956:L40396 
F-PLACE1006640//ESTs//0.00019:380:59//Hs.13672:AI131473' ■ ' 

F-PLACE1006673//ESTS, Weakly similartoT14B4.2 gene product [C:elegans]//1.6e-12:113:83//Hs.3385:N259 
40 F-PLACE1 006678 

F-PLACE1006704//Homo sapiens ALR mRNA, complete cds//0.16:284:60//Hs.1 53638: AF0 10403 
F-PLACE1006731//Homo sapiens SOX22 protein (S0X22) mRNA, complete cds//1 .6e-05:382:63//Hs.43627: 
U35612 

F-PLACE1 006754//Biliary glycoprotein//8.9e-27:305:72//Hs,50964:X1 6354 
45 F-PLACE1006760//ESTs//0.10:207:62//Hs.152589:AA954152'. 

F-PLACE1006779//Kallmann syndrome 1 sequence//0.00025:251:64//Hs.89591:M97252 
F-PLACE1006782//ESTS//1 .2e-90:423:100//Hs.1 32826: AI075783 
F-PLACE1006792//ESTS//1 .5e-10:439:58//Hs. 138501 :AI05l'228 

F-PLACE1006795//TYROSINE-PROTEIN KINASE RE^ERXOR ETK1 PRECURSOR//4.5e-10:84:95//Hs. 
50 123642:M83941 : ; 

F.PUVCE1006800//ESTs//0.00068:360:61//Hs.157876:AI42'2oV7'- 
F-PLACE1 006805//ESTs//4.6e-1 03:491 :98//Hs.140465:AA769892 ' 

F-PLACE1 00681 5//Homo sapiens mRNA for KI/VA061 8 protein, complete cds//0.47:403:56//Hs.1 5832:AB01 451 8 
F-PLACE1 00681 9//Human Line-1 repeat mRNA with 2 open reading frames//3.7e-1 03:61 9:87//Hs.23094:M1 9503 
55 F-PLACE1006829//ESTs//1.5e-22:141:94//Hs.142988:AAl42876 

F-PLACE1006860//EST//0.0062:206:65//Hs.158793:AI376773''" "* 
F-Pl^CE1006867//ESTs//0.068:218:62//Hs.91166:AA551273- , 

F-PLACE1 006878//Homo sapiens mRNA for KIAA0711 protein, complete cds//1 .0:268:58//Hs.5333:AB01 8254 
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F-PLACE1006883//ESTs//1.6e-75:398:94//Hs.119544:T95601 
F-PLACE1 006901//ESTS//1 .9e-1 3:87:96//Hs.1 34737:A10891 87 
F-PLACE1 006904//EST//1 .0:91 :70//Hs.1 48270: AA906443-; 
F-PLACE1006917 r":';*-* " 

5 F-PLACE1006932//ESTs//0.98:110:70//Hs.100855:AI423913 / . .. 

F-PLACE1 006935//EST//1 .0:92:65//Hs.1 24554: AA84721 1 " r\ .. 
F-PLACE1006956//PERIPHERIN//0.13:443:57//Hs.37044:L14565 . . , 
F-PLACE1006958//Heat Shock 70kD protein 4//6.4e-40:456:70//HS:127:L12723 

F-PLACE1 006961 //ESTs, Highly similar to RSP5 PROTEIN [Saccharomyces cerevlslae]//3.2e-07:67:98//Hs. 
10 21806:AA630312 

F-PLACE1006962//H.sapiens ir1B mRNA//2.3e-l6:202:71//Hs.135202;X63417 

F-PLACE1006966//Homo sapiens syntaxin 4 binding protein UNC-I8c (UNC-18C) mRNA, complete cds//0.l4: 
191 :67//Hs.8813:AF032922 

F-PLACE1006989//Cyclin B1//0.99:224:59//Hs.23960:M25753 - 
J5 F-PLACE1 00701 4//Homo sapiens NBM PR-insensitive nucleoside transporter ei (ENT2) mRNA, complete cds// 
3.1 e-05:594:58//Hs.32951 :AF0341 02 
F-PLACE1007021//ESTs//7.2e-89:446:96//Hs.7111:U55971 

F-PI_ACE1007045//Human Line-1 repeat mRNA with 2 open reading frames//1.0e-11 7: 775 :84//Hs. 23094: Ml 9503 
F-PLACE1007053//Homo sapiens mRNA for ARN03 protein//0.35:63:82//Hs.129811:AJ223957 
20 F-PLACE1 007068//Polycystlc kidney disease 1 (autosomal dominant)//0.22:361 :60//Hs.7581 3:L33243 

F-PUVCE1 007097//ESTs/y2.9e-25:1 97:83//Hs. 1 05665:H78987 

F-PLACE1007l05//Amylo-l,6-glucosidase, 4-alpha-glucanotransf erase (glycogen debranchrng enzyme, glyco- 
gen storage disease type lll)//0.18:268:63//Hs.904:U84010 
F-PLACE1007111//EST//0.0066:260:60//Hs.147903:AI223385' • 
25 F-P1_ACE1007112 

F-PLACEl007132//ESTs//3.1e-30:195:76//Hs.46158:AI160t21-" 

F-PLACE1007140//TRANSCRIPTION ELONGATION FACTOR S-ll//0.13:302:60//Hs.78869:M81601 
F-PLACE1007178//ESTs//9.6e-54:289:95//Hs. 12251 :H12965 ■ - y 

F-PLACE1007226//Homo sapiens Notch3 (N0TCH3) mRNA.^corriplete cds//0.00090:412:59//Hs.8546:U97669 
30 F-PLACE1 007238//Human plectin (PLEC1 ) mRNA, complete cds//1 .4e-07:492:64//Hs. 79706 :U53204 

F-PLACE1 007239//Human mRNA for transcription elongation fabtbr S-ll, hiS-ll-T1 , complete cds//2.0e-58:405:87// 
Hs.80598:D50495 

F-PLACE1007242//EST//0.014:55:89//Hs.88432:AA262141 ' - • 
F-PLACE1 007243//ESTs//2.0e-43:227:97//Hs.1 24775:AA648467 . 
'35 F-PLACE1007257//Homo sapiens mRNA for dia-1 56 pn3tein//3.7e-144:677:98//Hs. 121 556 :Y1 5909 

F-PLACE1 007274 

F-PLACE1007276//ATPase, Cu-i-+ transporting, alpha polypeptide (Menkes syndrome)//0.94:167:64//Hs.606: 
L06133 

F-PLACE1 007282 

40 F-PLACE1 007286//ESTS//1 .0e-25:333:71//Hs. 1 34860:AI091 436 

F-PLACE1007301//EST//0.78:171:61//Hs.160990:H52412 ' 

F-PLACE1 00731 7//Homo sapiens oxysterol 7alpha-hydroxylase (CYP7b1) mRNA, complete cds//0.88:298:58// 
Hs. 1 44877:AF029403 
F-PLACE1 007342 

45 F-PLACE1007346//Homo sapiens estrogen-responsive B box protein (EBBP) mRNA, complete cds//i.7e-l2l: 
567:98//Hs.76596:AF096870 ' - 

F-PLAGE1007367//H.sapiens mRNA for MAGH-alpha-2 prqtein//2.2e-55:532:77//Hs.1 9949 :X98 173 
F-PLACE1 007375 ' 
F-PLACE1007386//ESTs//0.00066:61:91//Hs.149318:AI24864i2-\' : 
50 F-PLACE1007402//EST//1.7e-06:193:65//Hs.132124:AI041287 ■ 

F-PLACE1007409//Homo sapiens mitoxantrone resistance protein I' mRNA, partial sequence//3.8e-1 8:1 28:92// 
Hs.14387:AF093771 

F-PLACE1007416 ' '> 

F-PLACE1007450//ESTs//2.6e-36:194:97//Hs.22359:AI024436 .,\ 
55 F-PLACE1007452//EST//1.8e-34:197:94//Hs.134795:AI090359, , 

F-PLACE1007454//Homo sapiens (clone S153) mRNA fragmenl//2.6e-53:317:93//Hs.6445:L40391 
F-PLACE1 007460//ESTS//0.001 2:1 68:64//Hs.1 51 708:AA5547j 4 . . 
F-PLACE1 007478//ESTS//1 .Oe-42:440:74//Hs.1 41 722:AA7691 03 
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F-PLACE1 007484//ESTS//7. 1 e-1 8:1 27:91//Hs. 1 00251 :AA535975 
F-PLACE1 007488 " • ^ 

F-PLACE1007507//ESTs//1.2e-99:274:98//Hs.1 23462: AA903385 . 
F-PLACE1007511//Keratin 19//4.2e-31 :586:64//Hs.23761 :Y00503 
5 F-PLACE1007524//ESTs//6.8e-71:356:97//Hs.163067:AA897296 . 

F-PLACE1007525//ESTs//0.073:242:59//Hs.128711:AA856979 ' 

F-PLACE1007537//Homo sapiens PYRIN (MEFV) mRNA, complete cds//0.93:468:57//Hs. 11 3283: AF01 8080 
F-PLACE1 007544//ESTS//1 .7e-74:360:98//Hs.1 28632: AI076755 

F-PLACE1007547//Homo sapiens mRNA for K I AA066 1 ' protein, complete Cds//1. 06-70:733:71 //Hs.65238: 
10 AB014561 

F-PLACE1007557//EST//0.58:80:72//Hs.1 30267: AI001 863 
F-PLACE1 007583//ESTS//1 .8e-46:234:98//Hs.1 55071 :AA584257 
F-PLACE1007598//ESTs//1.7e-83:400:99//Hs.120206:AI089163 

F-PLACE1 00761 8//Homo sapiens mRNA for KIAA0633 protein, partial cds//7.2e-1 2:778:56//Hs.3301 0:AB01 4533 
15 F-PLACE1 007621 

F-PLACE1 007632//ESTS//1 .7e-32:1 75 :97//Hs.1 22278: AA781 867 

F-PLACE1 007645 
F-PLACE1 007649 

F-PLACE1007677//ESTs//3.0e-13:125:82//Hs.143382:AA476266 
20 F-PLACE1007688//ESTs//6.8e-06:311:61//Hs.132926:AI027055 
F-PLACE1 007690//ESTS//1 .9e-1 3:83:98//Hs.1 50088:AI348503 . 

F-PLACE1007697//TRANSFORIVIING GROWTH FACTOR BETA1 PRECURSOR//0.99:216:63//HS.1103:X02812 
F-PLACE1007705//Human mRNA for RTP, complete Cds//4^8e-58: 637: 70//Hs. 75789:087953 
F-PLACE1007706//Homo sapiens metalloprotease 1 (MP1) mRNA, complete cds//4.1e-149:709:97//Hs.4812: 
25 AF061243 :' ^ • 

F-PLACE1007725//ESTS, Weakly similar to No definition Nine^ found [C.elegans]//4.5e-36:233:89//Hs.1 08797: 
AA476815 " r ' 

F-PLACE1007729//ESTS. Moderately Similar to RETRO VIRUS-RELATED PROTEASE [H.sapiens]//0. 00033:270: 
64//HS.1 041 29:AA923278 

30 F-PLACE1007730//Homo sapiens mRNA for KIAA0685 protein, complete cds//2.6e-1 56:728 :98//Hs. 1531 21: 

AB014585 ^ 

F-PLACE1007737//Coagulation factor II (tlirombin) receptor//1.ie-18:364:68//Hs.159347:M62424 

F-PLACE1007743//ESTs//0.029:421:58//Hs.1 06090: AA457030.. ' 

F-PLACE1007746//ESTs//6.7e-55:330:89//Hs.153392:AI089469 
35 F-PLACE1007791//EST//0.39:261:62//Hs.145991:AI27765d ' 

F-PLACE1007807//ESTs//2.0e-54:385:83//Hs.163930:AA640504 

F-PLACE1 00781 0//ESTS//6. 1 e-53:41 6:81 //Hs. 1 52395:AA5331 07 

F-PLACE1007829//EST//0.28:271 :61//Hs.125514:AA883841 

F-PLACE1007843//EST//0.020:307:59//Hs.145535:AI261635 
40 F-PLACE1 007846//Human Line-1 repeat mRNA with 2 open reading frames//6.3e-38:396:77//Hs.23094:M 19503 

F-PLACE1 007852 

F-PLACE1007858//Homo sapiens mRNA for KIAA0766 protein, complete cds//1.3e-1 90 :894:98//Hs. 28020: 
AB018309 

F-PLACE1007866//ESTs/A3.0e-50:333:86//Hs.15792:AI038387 ' 
45 F-PLAC El 007877 - ^r^ -^. O. - 

F-PLACE1007897//EST//1 .0:59:72//Hs.138770:N70943 ; 

F-PLACE1007908//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//7.3e-156:755:97//Hs. 
92381 :AB007956 

F-PLACE1007946//ESTs//8.9e-16:250:68//Hs.88527:N24002 : > 
50 F-PLACE1007954//ESTS//1 .6e-05:76:90//Hs.63314:AA056538 . ' ' 

F-PLACE1007955//Homo sapiens cyclin-D binding Myb-like protein mRNA, complete cds//8.9e-173:813:98//Hs. 
5671:AF084530 

F-PLACE1007958//Homo sapiens cAMP-specifIc phosphodiesterase SB (PDE8B) mRNA, partial cds//8.2e-155: 
730:98//Hs.78106:AF079529 ' ■ ^' 

55 F-PLACE1007969//ESTS. Weakly similar to hnRNA-binding protein M4 [H.sapiensl//5.1e-45:264:92//Hs.42222: 

W28567 

F-PLACE1 007990//ESTS//1 .2e-1 04:493:99//Hs. 1 1 8445:AI097043 

F-PLACE1008000//Homo sapiens veli 1 mRNA. complete cds//5.7e-63:578:74//Hs,150380:AF087693 
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F-PLACE1008002//ESTs//0.52:236:59//Hs.134292:AA603031 - 
F-PLACE1 008044 

F-PLACE1008045//COL10A1//0.29:221:58//HS.37075:X60382 • ] 

F-PLACE1008080//Human homeodomain protein (Prox 1) mRNA; complete cds//0.00037:1 51 :71//Hs. 159437: 
5 U44060 

F-PLACE1008095//Human hybrid receptor gp250 precursor mRNA, complete cds//1 .0:461 :58//Hs. 155494: 
U60975 

F-PLACE1 00811 1//Homo sapiens B lymphocyte chemoattractant BLC mRNA, complete cds//0.034:497:58//Hs. 
1 00431 :AF0441 97 

10 F-PLACE1008122//ESTs//0.95:198:60//Hs.126776:N28769 

F-PLACE1008129//ESTs//1.1e-99:499:96//Hs.1318a7:AA778874 
F-PLACE1 0081 32//EST//3.3e-27:21 8:83//Hs. 1 45258: AI21 8683 

F-PLACE1008177//ESTS. Moderately similar to meiosis-specific nuclear structural protein 1 [M.musculus]//5.1e- 
20: 1 24:95//Hs. 1 46238: AI2631 35 
15 F-PLACE1 0081 81//ESTs//0.018:285:61//Hs.88843:AA281 427 ... 

F-PLACE1 0081 98//ESTs//5.9e-07:41 0:60//Hs.63348:AA643524 
F-PLACE1 008201 
F-PLACE1 008209 

F-PLAC El 008231 //ESTS//0.40: 1 88:6 1//HS.1 30266: AI001 856 
20 F-PLACE1008244//Miller-Dieker syndrome chromosome regiony/0.22:247:61//Hs.7731 8:L13385 

F-PLAC El 008273 . 
F-PLACE1008275//EST//0.77:74:71//Hs.145907:AI275113 ' 

F-PLACE1008280//Homo sapiens mRNA. chromosome 1 specific transcript KIAA0501//2.6e-25:389:70//Hs. 
1 59897: AB007970 

25 F-PLAC El 008309//Homo sapiens serine phosphatase FCPla (FCPI) mRNA. complete cds//0.l6:263:63//Hs. 
4076:AF081287 ' 
F-PLAC El 008329//EST//1 .3e-09:94:85//Hs.l44135:R82071 " 

F-PLAC El 008330//Homo sapiens mRNA for KIAA0557 protein. ' partial Cds//1.5e-45:291:83//Hs.101414: 
AB011129 

30 F-PLACE1008331//ESTS, Weakly similartoORF2-likeproteih[H.sapiens]//54e-74:356:98//Hs.105382:AA4963^^ 

F-PLACE1008356//Homosapiens mRNA for KIAA0679 protein, partial cds//3.4e-139:659:98//Hs.5734:AB014579 
F-PLACE1 008368//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//0.011 :355:60//Hs. 122967: 
AF059569 

F-PLACE1008369//ESTs//0.00074:443:61//Hs.102756:AA526911 
35 F-PLACE1 008392//EST//7.4e-08:324:60//Hs.149930:AI2891 71' ' 

F-PLACE1 008398 

F-PLAC El 008401 //Homo sapiens met/iyl-CpG binding protein MBD2 (MBD2) mRNA, complete cds//2.5e-09:461 : 
62//Hs.25674:AF072242 

F-PLACE1008402//Homo sapiens mRNA for p1 15, complete cds//1.4e-1 49:71 1:98//Hs.7763:D86326 

40 F-PLACE1 008405//ESTs//2.8e-1 02:529:95//Hs. 1 1 6278: AA628943 

F-PL^CE1008424//Human DNA sequence from clone 753P9 oh.chromosome Xq25-26.1 . Contains the gene cod- 
ing for Aminopeptidase P (EC 3.4.11.9. X/VA-Pro/X-Pro/Prolihe/Aminoacylproline Aminopeptldase) and a novel 
gene. Contains ESTs. STSs, GSSs and a gaaa repeat polymorphism//0.98:1l3:67//Hs.57922:AL023653 
F-PLACE1008426//ESTs//3.2e-77:393:95//Hs.37585:W28499 . 

45 F-PLACE1008429//Orfl 5'to PD-ECGF/TP..orf2 5'to PD-ECGF/TP[human. epidemioid carcinoma cell line A431, 

mRNA, 3 genes, 1718 nt]//0.019:530:58//Hs.72248:S72487 
F-PLACE1 008437 .\. :• 

F-PLACE1008455//ESTS//0.51 :279:61//Hs.12231 9:AA782335 
F-PLACE1 008457//ESTs//3.0e-30:229:75//Hs.60740:AA053901 

50 F-PLACE1008465//Human mRNA for KIAA0383 gene, partial ccls//d.00i34:21 0:63//Hs.27590:AB002381 

F-PLACE1008488//Human density enhanced phosphatase-1 mRNA. complete cds//6.8e-07:469:60//Hs.1177: 
U10886 ■ •^ V ' ' 

F-PLACE1 008524//Homo sapiens TWIK-related acid-sensitive' K4- channel (TASK) mRNA, complete cds//l .0:304: 
60//Hs.24040:AF006823 
55 F-PLACE1 008531//ESTS//1 . 1 e-1 7:1 90:76//Hs. 1 56041 :AI274697 

F-PLACE1008532//Thromboxane A2 receptor//5.6e-1 7:231 :71//Hs. 89887:038081 

F-PLACE1008533//Homo sapiens PAC clone DJ130H1 6 from 22q12.1-qter//1 .1e-45:507:71//Hs.8003:AC004997 
F-PLACE1008568//Homo sapiens mRNA for neuronatin alpha, complete cds//1.0:95:71//Hs.117546:U31767 
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F-PLACE1008584//ESTS//1 .4e-13:252:68//Hs.153429:AI283069 

F-PLACE1008603//Homo sapiens mRNA for KIAA0791 -protein, complete ccls//3.9e-1 75:81 2:98//Hs.23255: 
AB018334 

F-PLACE1008621//ESTS, Weakly similar to reverse transcriptase [H.sapiens]//1.2e-15:350:66//Hs.151087: 
5 AA649326 t. .. .. . , 

F-PLACE1008625//ESTs//0.86:269:57//Hs.94998:N26794 - . 

F-PLACE1008626//ESTs//0.55:69:71//Hs.92096:F10560 " • 

F-PLACE1008627//ESTs//3.0e-62:302:99//Hs.120766:H82458 

F-PLACE1 008629//EST//0 .001 2: 1 74:67//H$. 1211 95: AA75721 1 
10 F-PLACEl008630//ESTs//4.5e-77:371 :99//Hs.132960:AA252394 ■ 

F-PLACE1008643//Human mRNA for PK-120//4.7e-25:299:64//Hs, 7641 5:038535 

F-PLACE1Q08650//Homo Sapiens pleiotropic regulator i (PLRG1) mRNA, complete ccls//3.5e-l35:622:99//Hs. 
1 47967: AF044333 

F-PLACE1 008693//EST//0.1 9:36:94//Hs.138817:N93728 
15 F-PLACE1008696//Human mitochondrial NADH dehydrogenase-ubiquinone Fe-S protein 8, 23 kDa subunit pre- 
cursor (NDUFS8) nuclear mRNA encoding mitochondrial protein, complete cds//8.3e-25:l37:97//Hs.90443: 
AF038406 

F-PLACE1 00871 5//Homo sapiens mRNA for matrilin-3//0.99:1 83:63//Hs.1 1 9534:AJ224741 
F-PLACE1008748//ESTs//0.88:204:63//Hs.15139:AA527080 
20 F-PLACE1 008757//ESTS. Weakly similar to unknown protein [R.nbrvegicus]//4.3e-1 7:285:69//Hs.35460:H65503 

F-PLACE1008790//Homo sapiens importin alpha 7 subunit mRNA, complete cds//1.4e-121:503:97//Hs.6458: 
AF060543 

F-PLACE1008798//ESTS. Weakly similar to putative p1 50 [H.sapiens]//0.30:127:68//Hs.111380:AA258772 
F-PLACE1 008807//ESTS//0.81 :346:58//Hs. 1 1 6901 :AA663542 ' . ' 
25 F-PLACE1008808//Homo sapiens putative checkpoint control protein HRADI mRNA. complete cds//6.7e-104: 

376:98//Hs.71 79:AF01 1 905 

F-PLACE1008813//GIutamate decarboxylase 1 (brain. 67kD)//6.i7:318:61//Hs.75668:M81883 
F-PLACE1008851//ESTS, Highly similar to CELL DIVISION CONTROL PROTEIN 2 HOMOLOG [Plasmodium fal- 
ciparum (isolate k1 / thailand)]//0.73:354:59//Hs.26322:AA1 56858 
30 F-PLACE1008854//ESTs//3.0e-26:391:66//Hs.133260:AI052728 

F-PLACE1008867//ESTs//5.9e-08:64:93//Hs.91115:AI221563 

F-PLACE1008887//Human Line-1 repeat mRNA with 2 open reading frames//5.5e-5 1:701 :68//Hs. 23094: Ml 9503 
F-PLACE1008902//EST//0.85:425:60//Hs.140573:AA826323 ; ■ ; 

F-PLACE1008920//Homo sapiens mRNA for KIAA0765 proteiri; partial cds//2.1e-159:753:98//Hs.62318: 
35 AB018308 

F-PLACE1008925//ESTs//0.025:133:67//Hs.1 03218:W84771 
F-PLACE1008934//ESTs//0.27:307:59//Hs.135168:AI394026 ^' 

F-PLACEl008941//ESTs//3.3e-53:266:98//Hs.108677:AA48893.r^^ : 

F-PLACE1008947//Human TBP-associated factor (hTAFIIISO) mRNA, partial cds//2.4e-13:625:58//Hs.24644: 
40 U75308 - ' 

F-PLACE1009020//ESTs//3.3e-11:122:81//Hs.131777:AI024950 

F-PLACE1009027//Homo sapiens mRNA for dOublecortin//1.2e-i5f :763:96//Hs.34780:AJ003112 

F-PLAC El 009039//EST//0.76: 1 1 1 :63//Hs. 1 60997:H55762 

F-PLACE1 009045//ESTs//2.2e-76:399:95//Hs.1 1 491 9:AA457689 
45 F-PLACE1009048//GLYCOPROTEIN HORMONES ALPHA CHAIN' PRECURSOR//2.6e-1 6:93:1 00//HS.1 19689: 

S70585 ' , ' i" ■ 

F-PLACE1009050//ESTS//1 .46-92:451 :98//Hs.66373:AI239698 * ; C 

F-PLACE1009060//ESTs//1.4e-14:86:100//Hs.131725:AI090525 '"^ 

F-PLACE1009090//ESTs//2.7e-20:198:78//Hs.110044:AA1818Clp 
50 F-PLACE1009091//ESTs//0.99:342:57//Hs.46903:AI09309r 

F-PLACE1009094//ESTS//1 .0:225:63//Hs.120374:AI337031 

F-PLACE1009099//H.sapiensZNF81 gene//2.2e-79:733:74//Hs.104020:X68011 

F-PLACE1009110//ESTs//2.6e-91 :453:96//H$.1 43756: AI040890 

F-PLACE1 0091 1 1//ESTs//2.7e-1 5: 1 59:77//Hs. 1 4681 1 :AA41 0788 
55 F-PLACE1009113//Homo sapiens X-ray repair cross-complernenting.prptein 3 (XRCC3) mRNA, complete cds// 

1 .1 e-1 39:671 :97//Hs.99742:AF035586 

F-PLACE1009130//Human mRNA for KIAA0032 gene, complete cds//1.1e-24:718:59//Hs.35804:D25215 
F-PLACE1009150//Human HsLIMISmRNA forHsLiml5. complete cds//1.7e-50:440:78//Hs.371 81:0641 08 
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F-PLACE1009155//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//4.0e-46:440:69//Hs. 
158095:AB007953 

F-PLACE1009158//Human growth/differentiation factor 1 (GDF-1) mRNA. complete cds//0.28:245:61//Hs.92614: 
IVI 62302 

5 F-PLACE1009166//EST//0.98:114:67//HS.137706:AA977250 
F-PLACE1 0091 72//EST//6.2e-34:257:84//Hs. 1 61 081 :N22770 ' 
F-PLACE1009174//ESTs//6.0e-24:234:77//Hs.155196:AI28282f ' 
F-PLACE1009183//EST//0.021 :261 :62//Hs.144222:N90100 

F-PLACE1009186//ESTS, Weakly similar to No definition line found [C.elegans]//3.6e-117:588:95//Hs.54943: 
10 Z78396 

F-PLACE1009190//EST//0.046:95:70//Hs.131646:AI025689.> . / 
F-PLACE1009200//EST//2.5e-41:195:78//Hs.162404:AA573131 . 

F-PLACE1009230//CARCINOEMBRYONIC ANTIGEN PREGURSOR//5.3e-29:157:77//Hs.146403:M29540 
F-PLACE1009246//EST//0.13:178:62//Hs.23298:R22575 
15 F-PLACE1009298//ESTS, Highly Similar to VACUOLAR SORTING' PROTEIN 35 [Saccharomyces cerevlsiae]// 
1 .9e-21 :121 :98//Hs.124768:AA307735 

F>PLACE1009308//SERUM PROTEIN MSE55//0.44:195:62//Hs. 1481 01 :M88338 

F-PLACE1 00931 9//Homo sapiens post-synaptic density protein 95 (PSD95) mRNA. complete cds//9.7e-08:411 : 
59//Hs.23731:U83192 

20 F-PLACE1 009328//Human Line-1 repeat mRNA with 2 open reading frames//2.3e-91 :594:86//Hs.23094:M 19503 

F-PLACE1009335//EST//0.037:169:63//HS.148875:AI240767 
F-PLACE1 009338//ESTs//5.7e-22:1 23:98//Hs.66783:AA059473- 
F-PLAC El 009368 
F-PLACE1 009375 

25 F-PLACE1009388//Homo sapiens KIAA0395 mRNA, partial cds//1.7e-41:317:81//Hs.43681:AL022394 

F-PLACE1009398//Zinc finger protein 84 (HPF2)//1 .4e-79:730:74//Hs.9450:M27878 
F-PLACE1009404//MICROTUBULE-ASSOCIATED PROTEIN TAU//0.099:207:61//Hs.1 011 74:AF047863 
F-PLACE1 00941 0//Homo sapiens BAF57 (BAF57) gene, complete Cds//1 .4e-27:210:86//Hs.3404:AF035262 
F-PLACE1009434//Human mRNA for KIAA0005 gene, complete cds//2.8e-45:599:68//Hs. 155291 :D13630 

30 F-PLACE1009443//H.sapiens 5T4 gene for 5T4 Oncofetal antigen//0.11:350:58//Hs.82128:AJ012159 

F-PLACE1009444//PHOSPHATIDYLINOSITOL4-KINASE ALPHA//1 .56-22:1 46:93//Hs.76987:AF01 2872 
F-PLAGE1009459//H.sapiens garp gene mRNA, complete .CDS//1 .0:241 :60//Hs. 151 641 :Z24680 
F-PLACE1009468//1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE BETA 2// 
0.00039:347:60//Hs.994:M95678 . 

35 F-PLAGE1009476//Homo sapiens Chromosome 16 BAG done C'lt987SK-A-67AI//4.1e-91:464:96//Hs.1 55049: 

AG004531 

F-PLAGE1009477//ESTs//0.30:221:61//Hs.107287:AI308839 ' ; ": . ' ' ' 

F-PLAGE1009493//Homo sapiens mRNA for LAK-4p, complete cds//1 .6e-30:608:63//Hs.16165:AB002405 

F-PLAGE1009524//Human Sec7p-like protein mRNA, partial cds//2.3e-68:526:78//Hs.8517:U70728 
40 F-PLACE1009539//ESTs//3.3e-18:186:83//Hs.71922:AA148417 •■ -l \ *' 

F-PLAGE1009542//EST//7.8e-11:265:65//Hs.159692:AI416956 . • 

F-PLAGE1009571//ESTs//6.le-15:94:97//Hs.151458:AA600866 ' ■ * 

F-PLACE1009581//MicrotubuIe-associated protein 1A//1.0:196:59//Hs.147918:U38291 

F-PLAGE1009595//EST//1.8e-28:179:92//Hs.60090:AA004806 . , . 
45 F-PLACE1009596//ESTS, Weakly similar to LIS-1 protein [H.sapiens]//4. 1e-1 6:281 :66//Hs.13889:Al341 394 

F-PLACE1009607//Homo sapiens PYRIN (MEFV) mRNA, complete cds//4.9e-52:313:79//Hs.11 3283: AF0 18080 

F-PLACE1 00961 3//ESTs//0.50:297:60//Hs.25114:AI074011 

F-PLAGE1009621//ESTS//1 .4e-98:470:98//Hs.1 24695: AI094085' ; 

F-PLAGE1009622//ESTs//9.8e-14:94:93//Hs.1 17227:AA682773 
50 F-PLAGE1009637//ESTs//4.9e-92:440:98//Hs.126587:AA917087" * 

F-PLAGE1 009639 

F-PLACE1009659//Homo sapiens mRNA for KIAA0587 protein, complete cds//4.4e-1 73:81 6:98//Hs.21 862: 
AB011159 ' 
F-PLACE1009665//ESTs//9.1e-45:383:79//Hs.61199:AA024494 ' 
55 F-PLAC E1009670//Homo sapiens genethonin 1 mRNA, com'pletiB Cds//8.1e-1 49:701 :98//Hs.109590:AF062534 

F-PLAGE1009708//ESTS, Weakly similar to HYPOTHETIGAl. TRP^ASP REPEATS CONTAINING PROTEIN IN 
HXT14-PHA2 INTERGENIC REGION [S.cerevisiae]//7.5e-51 :295:92//Hs. 48541 :AA827926 
F-PLACE1009721//EST//0.18:467:58//Hs.124358:AA830650 ., 
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F-PLACE1 009731//ESTS//1 .0:207:63//Hs.60440:AA1 95789 

F-PLACE1009763//Homo sapiens UBA3 (UBA3) mRNA. complete Cds//1.3e-126:602:98//Hs.154320:AF046024 
F-PUCE1009794//ESTs//4.0e-41 :252:91//Hs.42927:N20989 

F-PLACE1009798//Human DNA sequence from clone 1189B24 on chromosome Xq25-26.3. Contains NADH-Ubi- 
5 quinone Oxidoreductase MLRQ subunit (EC 1 .6.5.3. EC 1 .6.99.3, CI-MLRQ), Tubulin Beta and Proto-oncogene 

Tyrosine-protein Kinase FEB (EC 2.7.1.112, P94-FER. C-FER, TYK3) pseudogenes, and part of a novel gene 

similar to hypothetical proteins S. pombe C22F3.14C and C. elegans C16A3.8. Contains ESTs and GSSs//5.5e- 

130:600:95//Hs.16411:AL030996 . 

F-PLACE1 009845 '1 , 

10 F-PLACE1 009861 ' ' 

F-PLACE1 009879//ESTs//6.3e-12:293:66//Hs.1 47071 :AI20002r / 

F-PLACE1 009886 " ' \ 

F-PLACE1009888//EST//0.044:255:58//Hs.1 60695: AI282889 ■* 

F-PLACE1 009908 

'5 F-PLACE1009921//ApoptosiS (APO-1) antigen 1//0.62:407:57//l:lS:82359:X63717 

F-PLACE1009924//EST//2.9e-29:155:99//Hs.162937:AA634379 
F-PLACE1 009925 

F-PLACE1009935//CATHEPSIN K PRECURSOR//0.43:153:66//Hs.83942:X82153 
F-PLAC E1 009947//ESTS//1 .8e-07:56: 1 00//Hs. 1 49940: AI306446 
20 F-PLAC E1 009971 //Acyl-Coenzyme A dehydrogenase, C-2 to C-3.short chain//0.89:243:61//Hs. 12761 0:280345 

F-PLACE1009992//ESTs//0.99:123:68//Hs.91202:AI139114 

F-PLAC El 009995//ESTS, Weakly similar to C01A2.4 [C.elegans]//3.3e-24:174:88//Hs.11449:AI201540 
F-PLACE1009997//Homo sapiens mRNA for KIAA0629 protein, partial cds//3.7e-36:1 96 :96//Hs. 153545: 
AB0 14529 - ' 

25 F-PLACE1010023 

F-PLACE1010031//ESTs//1.3e-16:132:87//Hs.46847:W02878, ' ' ^ 

F-PLACE1010053//ESTS, Moderately similar to M-phase phosphbprotein 4 [H.sapiensl//5.2e-63:312:98//Hs. 
142151:AA984061 

F-PLACE1010069//ESTs//6.6e-33:1 71 :98//Hs.128844:AA977596^'^' 
30 F-PLACE1010074//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds//5.9e-168:792:98//Hs.11183: 

AF065482 

F-PLACE1010076//ESTs//0.88:379:55//Hs.5884:N21424 . 

F-PLACE1 01 0083//Homo sapiens mRNA for KIAA0456 protein, partial cds//9.6e- 1 54:727:98//Hs.5003: AB007925 
F-PLACE1010089//ESTS, Highly similar to PROBABLE UBIQUITIN CARBOXYL-TERIVIINAL HYDROLASE [IVIus 
35 musculu$l//1.8e-38:212:95//Hs.98067:AA236822 

F-PLACE1010096//ESTS, Highly similar to hypothetical protein, 100K [R.norvegicus]//1.8e-08:100:89//Hs.11469: 
U69567 ; * 

F-PLACE1010102//Homo sapiens stimulator of Fe transport mRNA, complete cds//0.0035:339:60//Hs. 129683: 
AF020761 

40 F-PLACE1010105//Homo sapiens actin binding protein MAYVEN'-'mRNA. complete cds//1 .2e-26:728:60//Hs. 

1 22967: AF059569 ' ' 

F-PLACE1010106//EST//8.5e-28:394:70//Hs.142044:AA166682 ' * 

F-PLACE1010134//H.sapiens hbrm mRNA//1.2e-14:380:64//Hs.77590:X72889 

F-PLACE1010148//Human trans-Golgi p230 mRNA, complete cds//0.26:708:57//Hs.158245:U41740 
45 F-PLACE1010152 ". 

F-PLACE1010181//EST//1.3e-21:312:71//Hs.141501:N50792 " " 

F-PLACE1 0101 94//ESTs//2.6e-55:284:97//Hs.1 55940:AA459582 . 

F-PLACE1010202//ESTS, Weakly similar to No definition line found [C.elegans]//2.3e-72:39l:94//Hs.35225: 
H69637 

50 F-PLACE1010231 . . 

F-PLACE1010261//Homo sapiens mRNA for KIAA0448 protein,' complete cds//1 .9e-1 46 :693:97//Hs. 27349: 
AB007917 " .h:: . 

F-PLACEl010270//ESTs//2.0e-104:514:98//Hs.124062:H04590 

F-PLACE1010274//ESTS, Weakly similar to C01 A2.4 [C.elegans]//6.8e-25:149:93//Hs.11449:AI201540 
55 F-PLACE1010293//EST//4.5e-36:358:74//Hs.162398:AA572813 • ■ 

F-PLACE1010310//HOMEOBOX/POU DOMAIN PROTEIN 'RbC-1//2:'le-10:352:62//Hs.74095:L20433 
F-PLACE1010321//Human hSIAH2 mRNA, complete Cds//0.071:604:58//Hs.20191:U76248 
F-PLACE1010324//ESTs//0.22:286:58//Hs.130853:AI367875 . 
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F-PLACE1010329//EST//5.7e-05:351:60//Hs.120644:AA742659 
F-PLACE1010341//EST//4.5e-16:255:72//Hs.141206:H53117 
F-PLACE1 01 0362//ESTS//1 .9e-41 :246:92//Hs.1 28771 :AA236855 
F-PLACE1010364//EST//0.11:292:58//Hs.135771:AI005648 • 
5 F-PLACE10l0383//EST//6.le-08:107:76//Hs.136441:AA564986* 
F-PLACE1010401 .-; 

F-PLACE1010481//Human BLu protein (BLu) mRNA, complete cds//0.94:254:61//Hs.125257:U70824 
F-PLACE1010491//Homo sapiens Cre binding protein-like 2 mRNA,' complete cds//7.2e-152:702:99//Hs.13313: 
AF039081 .. 
10 F-PLACE1 01 0492//ESTS//1 ,0:201 :60//Hs.146036:AI038500 

F-PLACE1010522//ESTs//3.9e-52:263:97//Hs.125149:AI302100 

F-PLACE1010529//Homo sapiens chromodomain-helicase-DNA-binding protein mRNA, complete cds//l .0:175: 
64//Hs.159273:AF054177 u • 

F-PLACE1 01 0547//ESTs//0.96:288:57//Hs.871 56: AA233472 
15 F-PLACE1010562//EST//1.0:164:66//HS.147868:AI222979 
F-PLACE1 01 0579//EST//0.39:279:58//Hs.1 58960:AI3801 48 

F-PLACE1010580//ESTS, Moderately similar to PUTATIVE ATP-DEPENDENT RNA HELICASE C12C2.06 
[Schizosaccharomyces pombe]//3.8e-31 :193:91//Hs.145229:N44661 

F-PLACE1010599//Homo sapiens peroxisomal membrane anchor protein HsPexUp (PEX14) mRNA, complete 
20 cds//9.9e-148:707:97//Hs.19851 :AF0451 86 

F-PLACE1 01 061 6//EST//3.1 e-43:21 3: 1 00//HS. 1 2821 5: AA972394 
F-PLACE1010622//NUCLEOLIN//0.00040:282:60//Hs.79110:M60858 

F-PLACE1010624//Homo sapiens Jagged 2 mRNA, compleVcds//V.2e-05:516:61//Hs.1 06387: AF029778 
F-PLACE1010628//EST Weakly similar to llne-1 protein 0RF2 [H.sapiensl//0.012:258:62//Hs.1 44375: AA484200 
25 F-PLACE1010629//EST//8.3e-23:218:79//Hs.161975:AA501461 , 

F-PLACE1010630//EST//0.29:3l9:58//Hs.137277:N62225 

F-PLACE1 01 0631//Homo sapiens mRNA for KIAA0530 protein.' partial cds//9.5e-66:363:95//Hs.1 0801 :AB01 1 1 02 
F-PLACE1010661//ESTs/y3.9e-89:504:92//Hs.122666:W27076' 
F-PLACE1010662 ' 
30 F-PLACE1010702//Human repressor transcriptional factor*(ZNF85) mRNA, complete cds//1.1e-74:697:74//Hs. 

37138:U35376 " 
F-PLACE1010714//EST//0.018:253:59//Hs.148028:AI270027 

F-PLACE1010720//Homo sapiens chromosome-associated pro'tein-C (hCAP-C) mRNA, partial cds//6.1e-77:393: 
96//Hs.50758:AF092564 . - ' ' ' 

35 F-PI_ACE1010739//Homo sapiens mRNA for Sec24 protein (Sec24A isoform), partial//0.97:314:59//Hs.14574: 

AJ131244 

F-PLACE1010743//Human myosin-IXb mRNA. complete cds//2.4e-56:409:86//Hs.159629:U42391 
F-PLACE1010761//ESTS, Weakly similar to U1 SMALL NUCLEAR RIBONUCLEOPROTEIN 70 KD [Xenopus lae- 
vis]//5 . 1 e-80:407: 96//HS . 80965 : AA493284 
40 F-PLACE1010771//ESTs,HtghlysimilartoTRANSCRIPTIONAL REGULATOR PROTEIN HCNGP[Musmusculus] 

//6.0e-45:251:94//Hs.11379:AA594140 
F-PLACE1010786 
F-PLACE1010800 

F-PLACE1010802//EST//0.94:128:64//Hs.120366:AA719157 ' ' 

45 F-PLACE1010811//ESTs//0.89:339:59//Hs.127314:N48085 " 

F-PLACE1010833//EST$, Weakly Similar to allograft inflammatory factor-1 [H.sapiens]//2.9e-28:245:79//Hs. 
132736:AA583494 

F-PLACE1010856//ESTs//l.5e-06:95:87//Hs.17401:W81048 

F-PLAGE1010857//ESTS, Weakly Similar to KIAA0157 gene product is novel. [H.sapiens]//5.8e-67:336:97//Hs. 
50 130135:AA905493 

F-PLACE1010870//Zinc finger protein 43 (HTF6)//9.7e-40:498:69//Hs.74107:X59244 

F-PLACE1010877//Homo sapiens mRNA for KIAAO6I0' protein, partial cds//3.7e-149:694:98//Hs.1 18087: 
AB011182 ' ' * 

F-PLACE1010891//ESTs//6.9e-54:377:87//Hs.24453:R31671 
55 F-PLACE1010896//Human homologue of yeast sec7 mRNA, cpmiDletecds//0.64:167:65//Hs.1050:M85169 

F-PLACE1010900 v. ' ... " 

F-PLACE1010916//EST//0.55:151:66//Hs,145800:AI269981 *• ' 
F-PLACE1010917 
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F-PLACE1010925//ESTs//2.6e-81:437:94//Hs.5876:H26537 

F-PLACE1010926//Homo Sapiens mRNA for KIAA0554 protein, partial Cds//3.1e-139:653:98//Hs. 74750: 
AB011126 

F-PLACE1010942//Homo sapiens intersectin short forni mRNA,' complete cds//2.9e-91 :437:98//Hs.66392: 
5 AF064244 

F-PLACE1010944//ESTs//1.3e-17:117:91//Hs.29444:W30985* - *. 
F-PLACE1 01 0947//EST//0.97:93:72//Hs. 1 62299: AA5551 54 

F-PLACE1010954//Apollpoprotein B (including Ag(x) antigen)//0.28:444:59//Hs.585:X04506 
F-PLACE1010960//ESTs//0.98:238:60//Hs.163674:AA506632 .. . 

10 F-PLACE1010965//ESTs//3.1e-74:376:96//Hs.115679:AI379721 ' '" 

F-PLACE1011026//EST//0.022:222:60//Hs.47154:N50931 ' ' ' 
F-PLACE1011032//EST//1.1e-05:88:79//Hs.118024:N34032 

F-PLACE1011041//Human density enhanced phosphatase- 1 mRNA, complete cds//0.28:179:67//Hs.1177: 
U10886 

15 F-PLACE1011046//1-PHOSPHATIDYLINOSITOL-4,5-BISPAOSPHATE PHOSPHODIESTERASE BETA 2//6.2e- 

11 :207:68//Hs.994:M95678 

F-PLACE1011054//H.sapiens OBF-1 mRNA for octamer binding factor 1//6.1e-35:310:78//Hs.2407:Z49194 

F-PLACE1011056//Human putative serine/threonine protein kinase PRK(prk) mRNA, complete cds//0. 74: 228:61// 

Hs.153640:U56998 
20 F-PLACE1011057//EST//2.5e-80:388:98//Hs.126466:AA913320 . 

F-PLACE1011090//ESTS//1 .4e-94:469:97//Hs.l 06448: R76663 

F-PLACE1 0111 09//ESTS//0.1 3:303:62//Hs.49294: AA41 8037 

F-PLACE1 01 1 1 1 4//ESTs//5.8e-1 2:75: 1 00//Hs.,1 47422:AI21 431 7 

F-PLACE1011133//ESTs//0.17:225:62//Hs.132853:AI370857 ^ 
25 F-PLACE1011143//ESTs//0.013:264:63//Hs.115368:AA629949. . : 

F-PLACE1011160 

F-PLACE1 01 1 1 65//Galactokinase 2//2.7e-32: 1 94:92//Hs. 1 29228:M84443 
F-PLACEL011185//EST//1 .46-34:261 :83//Hs.140250:AA70ait4 

F-PLACE1 011 203//Homo sapiens Chromosome 1 8q1 1 beta-1 ,4-gaiactosyltransferase mRNA, complete cds//6.9e- 
30 . 124:576:99//Hs.159140:AF038664 ' * ' " 

F-PLACE1011214//ESTS, Weakly similar to B0035.14 [C.elegans]//9.7e-101 :469:99//Hs.824l:AA283057 
F-PLACE101121 9//ESTS, Weakly similar to coded for by C. elegans cDNA CEESL70F [C.elegans]//2.6e-62:221: 
88//Hs.101821:W27452 

F-PLACE1 01 1 221//ESTs//0.46:238:62//Hs.32853:AA01 5751 
35 F-PLACE1011229//Homo sapiens mRNA for KIAA0529 protein, partial Cds//1.4e-147:675:99//Hs.23168: 

AB011101 

F-PLACE1011263//Homo sapiens BAG clone GS166A23 from 7p21//5.9e-71 :350:98//Hs.15144:AC005014 
. F-PLACE1011273//ESTs//1.0:222:59//Hs.35274:AA495803 

F-PLACE1011291//Homo sapiens clone 24712 unknown mRNA, partial Cds//3.4e-09 :1 91 :65//Hs. 140950: 
40 AF070637 

F-PLACE1011296//ESTs//0.019:137:63//Hs,140654:AA865915 
F-PLACE1 01 1 31 0//EST//0.066:336:58//Hs.1 62529:AA5841 60 . ' 
F-PLACE1 011 325//ESTs//7.4e-43:229:96//Hs.21 081 :H0831 0 ' 

F-PLACE1011332//Homo sapiens N-acetylglucosamine-phosphate mutase mRNA, complete cds//4.8e-l 51:696: 
45 99//Hs.5819:AF1 02265 

F-PLACE1011340//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//1.5e-20:120:81//Hs. 
159897:AB007970 

F-PLACE1011371//Human mRNA for PK-120//9.5e-35:684:63//Hs.76415:D38535 

F-PLACE1 01 1 375//ESTS, Moderately similar to potassium channel protein Raw3 [R.norvegicus]//6.7e-68:325:99// 
50 Hs.107245:AA627053 

F-PLAC El 01 1 399//ESTs//8.6e-05:285:61 //Hs. 1 301 05: AA904868 J' ■ 
F-PLACEl011419//ESTs//0.70:240:62//Hs.159650:N95552 

F-PLACE1011433//Homo sapiens mRNA for KIAA0530 protein, • partial cds//1.5e-1 58 :743:98//Hs. 10801: 
AB011102 

55 F-PLACE1011452//Human Line-1 repeat mRNA with 2 open reading frames//1 .9e-53:557:72//Hs.23094:M 19503 

F-PLACE1011465//EST//3.1e-58:380:85//Hs.131605:AI025204 

F-PLACE1011472//Homo sapiens mRNA for KIAA0712 protein, complete cds//1.5e-152:703:99//Hs.111138: 
AB018255 
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F-PLACE1011477//Homo sapiens sorting nexin 2 (SNX2) mRNA, complete cds//1.7e-146:675:99//Hs.11183: 
AF065482 

F-PLACE1011492//ESTs//2.0e-35:186:98//Hs.125886:AA884264'' ' ^ ' 
F-PLACE1 0 1 1 503//EST//0.67: 1 49:65//Hs. 1 49774:AI285997 
5 F-PLACE1011520//ESTs//0.00014:213:64//Hs.119889:AA705319" 

F-PLACE1011563//ESTs//2.2e-61:394:86//Hs.117718:AA883476 , . 
F-PLACE1011567//Homo sapiens DEC-205 mRNA. complete "Cjds//3.1e-46:325:84//Hs.^ 
F-PLACE1011576//Homo sapiens hematopoietic cell derived zinc finger protein mRNA, complete cds//4.3e-67: 
268:86//Hs.86371 :AF0541 80 

10 F-PLACE1011586//Homo sapiens hLRplOS mRNA for LDL receptor related protein 105, complete cds//0.98:153: 

65//HS.1 43641 :AB0Q9462 

F-PLACEioii635//Homo sapiens Jagged 2 mRNA, complete cds//0.00029:585:57//Hs.1 06387: AF029778 
F-PLACE1011641 

F-PLACE1011643//Homo sapiens mRNA for KIAA0293 gene, partial cds//0.00058:499:58//Hs.12784:AB006631 
15 F-PLACE1 01 1 646//EST//3.2e-26:201 :68//Hs. 1 40349: AA757661 

F-PLACE1011649//ESTs//0.25:145:64//Hs.23033:R46086 • 
F-PLACE1 01 1 650//ESTS//0.041 :96:77//Hs. 1 1 9351 :AA447745. . 

F-PLACE1011664//Human mRNA for stac, complete cds//1 .0:245:60//Hs. 56045:086640 

F-PLACE1011675//Cell division cycle 27//0.098:448:57//Hs73151 :S78234 
20 F-PLACE1 01 1 682//EST//9.6e-06: 1 1 9:72//Hs.93664:N23366 

F-PLACE101171 9//Human mRNA for KIAA0352 gene, complete cdi5//0.92:365:60//Hs.17262:AB002350 

F-PLACE1011725 " : 

F-PLACE1011729//EST//0.56:304:58//Hs.86378:AA210853' ' "'^'W ' 

F-PLACEl011749//ESTs//4.3e-88:443:96//Hs.132850:AA779891 : ' f-; . 
25 F-PLACE1011762//ESTs//0.012:149:68//Hs.145075:AI208240 

F-PLACE1 01 1 778//ESTS//0.0001 6: 1 99:64//Hs.1 60395:AI393693 . T 

F-PLACE1011 783//EST//1 .0:1 1 9:66//Hs.1621 91 :AA534660 

F-PLACE1 01 1 858//Human novel homeobox mRNA for a DNA binding protein//8.9e-05:477:59//Hs.37035:U07664 
F-PLACE1011874//EST//0.20:118:66//Hs.127351:AA954775 
30 F-PLACE1 01 1 875//Homo sapiens mRNA for Kl AA0580 protein , partiarcds//5.3e-1 1 0:526:98//Hs.22572:AB01 1 1 52 

F-PLACE1011891//ESTs//1.8e-58:397:88//Hs.84698:AA725913 

F-PLACE1011896//ESTS, Weakly similar to Y53C12A.3 [C.elegaris]//9.4e-09:478:56//Hs.1 07747: AI357868 
F-PLACE1 01 1 922//ESTs//0.49:249:62//Hs. 1 52627: AA59581 7 

F-PLACE1011923//Homo sapiens serum-inducible kinase mRNA, complete cds//3.7e-l40:664:98//Hs.3838: 
35 AF059617 

F-PLACE1 01 1 962//EST//1 .76-07:81 :85//Hs.1 04333: AA250763 ^ ' 

F-PLACE1011964//EST//6.6e-38:412:74//Hs.140562:AA826514 

F-PLACE1011982//ESTs//0.40:405:60//Hs.127743:AI261591 

F-PLACE1 01 1 995//ESTS//1 .7e-22:486:64//Hs. 1 051 57: AA52'751 4 
40 F-PLACE1012031//Homo sapiens mRNA for KIAA0713 protein, partial cds//4.0e-148:690:98//Hs.88756: 

AB018256 

F-PLACE2000003//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//6.5e-54:290:81//Hs. 
92381 :AB007956 

F-PLACE2000006//ESTs//0.067:224:62//Hs.144100:AI2055p3 h . 
45 F-PLACE2000007//ESTs//8.1e-23:147:91//Hs.128530:AA325330 \ ' 

F-PLACE2000011//lnterleukin 10//4.2e-42:362:78//Hs.2180:M57627 • , 

F-PLACE2000014//EST//0.10:214:61//Hs.160247:AI13883f 

F-PLACE2000015//lnterleukin 10//1.4e-44:393:78//Hs.2180:IVI57627 ; 

F-PLACE2000017 , v - 

50 F-PLACE2000021//Homo sapiens TRF1 -interacting ankyrinWelated ADP-ribose polymerase mRNA, partial cds// 

5.7e-85:844:72//Hs.7928:AF082557 .'V' 

F-PLACE2000030 ^" ' ^ 

F-PLACE2000033//Human adhesion molecule ninjurin mRNA, complete cds//0.85:234:66//Hs.11 342:1)91512 
F-PLACE2000034//Homo sapiens mRNA for KIAA0607 proteini'partial cW/0.058:348:62//Hs.94653:AB0111^ 
55 F-PLACE2000039//Human plectin (PLEC1 ) mRNA, complete cds//0.0058:473:59//Hs,79706:U53204 

F-PLACE2000047//ESTs//4.9e-32:328:75//Hs.1 41 024:H071 28 ' 
F-PLACE2000050//ESTs//3.0e-36:270:83//Hs.1 5551 2:AA663966 
F-PLACE2000061 
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F-PLACE2000062//Human membrane-associated lectin type-C mRNA//2.9e-114:662:86//Hs.23759:M98457 
F-PLACE20b0072//Homo sapiens ZNF202 alpha (ZNF202) mRNA, complete CCls//7.1e-1 35:631 :98//Hs.9443: 
AF027219 

F-PLACE2000097//ESTs//0.021:117:70//Hs.132811:AI034333 
5 F-PLACE2000100 

F-PLACE20001 03//ESTS//1 . 1 e-56:284:98//Hs. 1 44786: AI21 921 9 

F-PLACE2000111//H.sapiens mRNA for l-acylglycerol-3-phosphate O-acyltransferase//0.76:215:65//Hs.6587: 
U56417 

F-PLACE2000115 

10 F-PLACE2000124//Human mRNA for KIAA0355 gene, complete cds//2.8e-49:400:79//Hs. 15301 4: AB002353 

F-PLACE2000132 

F-PLACE2000136//ESTS, Moderately similar to hypothetical protein [H.sapiens]//1.2e-08:245:64//Hs.140343: 
AA718911 

F-PLACE2000140//Adenylate kinase 2 {adk2)//3.7e-24:162:90//Hs.83833:U54645 
15 F-PLACE2000164 
F-Pl^CE2000170 

F-PLACE2000172//ESTs//0.64:239:62//Hs.31175:AI219179.. • ' *. 
F-PLACE2000176 
F-PLACE2000187 
20 F-PI_ACE2000216 

F-PLACE2000223//EST//0.0092:171:60//Hs.162830:AA643933 ' 

F-PI_ACE2000235//Human mRNA for KIAA0298 gene, complete cds//1;6e-38:792:63//Hs.21560:AB002296 
F-PLACE2000246//Homo sapiens mRNA for KIAA0795 protein, partial cds//1 .5e-74:367:98//Hs.22926:AB018338 
F-PLACE2000264//Homo sapiens mRNA for KIAA0792 protein, complete cds//2.0e-29:366:73//Hs.119387: 
25 AB007958 

F-P1_ACE2000274//Homo sapiens mRNA for dynein heavy chain//1 .Oe-23:650:62//Hs.144672:AJ000522 

F-PLACE2000302//ESTs//1.7e-05:66:89//Hs.55572:W37560 

F-PLACE2000305//ESTS//1 .66-78:382 :98//Hs. 136731 :AA745869 

F-PI-ACE2000317 

30 F-PLACE2000335//FC fragment of IgE, high affinity I. receptor for; beta polypeptide//6.1e-24:295:76//Hs.30: 

M89796 

F-PLACE2000341//Human sodium iodide symporter mRNA; cdmtJlete cds//6.8e-21:593:61//Hs.103983:U66088 

F-PLACE2000342//Centromere protein B (80l<D)//1.4e-06:326:'61//Hs.85004:X05299 

F-PI_ACE2000347//ESTs, Moderately similar to F18547_1 [H.sapiens]//3.7e-16:139:82//Hs.28209:AI073817 
35 F-PLACE2000359//ESTs//5.0e-1 9:251 :71//Hs.58272:W76645 

F-PLACE2000366//ESTS//1 .7e-37:399:75//Hs.1 36646: AA748d45 ' 

F-PLACE2000371//EST//0.65:107:65//Hs.1 57677: AI358861 

F-PLACE2000373//ESTs//0.30:207:59//Hs.143902:AI131032 . ' 

F-PI_ACE2000379//ESTs//1 .30-64:402 :87//Hs. 1 46307: AA584638 
40 F-PLACE2000394//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0484//1.0e-87:694:80//Hs. 

1 58095: AB007953 

F-PLACE2000398 . : . • i • 

F-PLACE2000399 
F-PLACE2000404 
45 F-PLACE2000411 

F-PLACE2000419//Homo sapiens PYRIN (MEFV) mRNA. complete cds//8.0e-52:463:74//Hs.113283:AF018080 

F-PLACE2000425//EST//0,44:168:62//HS.44677:N34966 . 

F-PLACE2000427 

F-PLACE2000433//ESTs//4.7e-1 8:21 3:74//Hs.11 01 87:AA69971 9 
50 F-PLACE2000435//EST//4.7e-05: 1 59 :64//Hs.1 23604: AA81 5257 

F-PLACE2000438//H. sapiens mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase (T2)//1 .9e- 
20:41 8:64//Hs. 1 301 81 :X8501 9 

F-PLACE2000450//Homo sapiens PYRIN (MEFV) mRNA, complete cds//4.0e-83:324:81//Hs.113283:AF018080 
F-PLACE2000455//ESTS, Moderately similar to III! ALU SUBFAi^ILY SC WARNING ENTRY III! [H.sapiens]//4.0e- 
55 05: 100:73//Hs.1 04239: AA488082 ' i V ^ 

F-PLACE2000458//H.sapiens mRNA for hFat protein//0.0010:545:57//H's.91107:X87241 
F-PLACE2000465//ESTs//4.4e-38:377:75//Hs.55855:AA62t381 : .\ , 

F-PLACE2000477//Homo sapiens PYRIN (MEFV) mRNA, complete cds//1.8e-68:520:81//Hs.113283:AF018080 
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F-PLACE3000004//Human EYAS homolog {EYA3) mRNA. complete CdS//3.9e-14:204:73//Hs.46925:Y10262 , 
F-PLACE3000009//Human mRNA for KIAA0386 gene, complete cds//4.8e-59:696:69//Hs.101359:AB002384 
F-PLACE3000020//Prostaglandln 12 (prostacyclin) receptor (IP)//0.00081 :500:61//Hs.393:D38128 
F-PLACE3000029 

5 F-PLACE3000059//ESTS//0.0026:49:100//HS.42913:AI082248 ' / 

F-PLACE3000070//ESTs//5.6e-1 5:202:74//Hs. 1 54993: AA1 42842 

F-PLACE3000103//Homo-sapiens cofactor of initiator function; (CIF1 50) mRNA, complete cds//1 .0:1 86:62//Hs. 
1 22752: AF026445 

F-PLACE3000119//Homo sapiens mRNA for KIAA0752 protein, partial cds//2.8e-48:283:83//Hs.2371 1 :AB01 8295 
10 F-PLACE3000121 

F-PLACE30001 24//Thromboxane A2 receptor//1 . 1 e-55: 1 95:83//Hs.89887:D38081 

F-PLACE3000136//Homo sapiens mRNA for KIAA0703 protein, complete Cds//1 .0:194:59//Hs.61 68: AB0 14603 
F-PI-ACE3000142//EST//0.41;179:59//Hs.137438:AA282243 
F-PLACE30001 45//ESTs//3.5e-25:1 45:96//Hs. 1 63950:AA68301 6 
15 F-PLACE3000147//EST//5.0e-43:285:86//Hs.160895:AI365871 
F-PLACE3000148 

F-PLACE3000155//Homo sapiens mRNA for KIAA0672 protein, complete cds//5.6e-80:382:99//Hs.6336: 
AB014572 

F-PLACE3000156//ESTs//0.00015:277:62//Hs.156834:AI336023 
20 F-PLACE3000157//Calcium channel, voltage-dependent, P/Q type, alplia 1A subunit//0.54:320:60//Hs.96253: 

U79666 

F-PLACE3000158//Homo sapiens mRNA for KIAA0575 protein, complete cds//4.9e-66:319:88//Hs.1 53468: 
AB011147 

F-PLACE3000160 ' . — 

25 F-PLACE3000169//Small inducible cytokine A5 (RANTES)//1.3e-64:501:80//Hs.155464:AF088219 

F-PLACE3000194 
F-PLACE3000197 

F-PLACE3000199//EST//1.0:108:68//Hs.98488:AA426546 ? 
F-PL^CE3000207//EST//1 .0e-32:184:75//HsJ60146:AI049975V:.f ' 
30 F-PLACE3000208//CLASS II HISTOCOMPATIBILITY ANTIGEN; M, ALPHA CHAIN PRECURS0R//1 .0:271 :61// 

Hs.77522:X62744 ^ : •;h**''V'• 

F-PLACE3000218//EST//1 .3e-46:31 7:84//Hs.1621 97:AA535216 
F-PLACE300022a//EST//9.3e-95:443:99//Hs.112702:AA609377' ; " ' 

F-PLACE3000221//Homo sapiens DNA fragmentation factor 40 l<Da subunit (DFF40) mRNA, complete cds//9.2e- 
35 56:200:85//Hs.133089:AF064019 ' - 

F-PLACE3000226 

F-PLACE3000230//EST//6.1e-16:173:72//Hs.148578:AI201568 

F-PLACE3000242//Human DNA sequence from clone 1409 on chromosome Xpll.l-ll.4. Contains a Inter-Alpha- 
Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma-Associated Antigen MAGE LIKE gene 
40 and a 6-Phosphofructo-2-kinase (Fructose-2.6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032//1 .2e-54:434:80//Hs.4943:Z98046 
F-PLACE3000244 

F-PLACE3000254//NUCLEOLIN//2.6e-05:445:60//Hs.791 1 0:M60858 
F-PLACE3000271//ESTS//1 .60-25:1 95:72//Hs.1 08452 :H78650 
45 F-PLACE3000276//ESTS//1 .Oe-1 3:274:66//Hs.28589:AI004944 . 

F-PLACE3000304//EST//0.043:210:61//Hs.132378:AI026776 ' . 
F-PLACE3000310 

F-PLACE3000320//EST//1 .2e-12:188:70//Hs.145771 :AI269586 

F-PLACE3000322//Small inducible cytokine A5 (RANTES)//4.7e-29:252:80//Hs.155464:AF088219 
50 F-PLACE3000331 

F-PLACE3000339//Homo sapiens mRNA for KIAA0645 protein, complete cds//0. 9 1:222:61//Hs. 155987: 
AB014545 ■ v-' . , 

F-PLACE3000341//EST//1 .8e-05:394:58//Hs.112894:AA620741 ' ' 

F-PLACE3000350//ESTS, Highly similar to SERINE/THREONINE-PROTEIN KINASE SULU [Caenorhabditis ele- 
55 gans]//2.9e-59:474:77//Hs.125850:AA885355 'V. ■ 

F-PLACE3000352//H.sapiens OBF-1 mRNA for octamer binding factor 1//2.5e-48:442:78//Hs.2407:Z49194 
F-PLACE3000353//H. sapiens mRNA for UDP-GalNAc:polypeptide N-acetylgalactosaminyltransferase (T1 )//0.78: 
234:63//Hs.7498:U41514 
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F-PLAC E3000362//EST//6.5e-25:302:73//Hs. 1 40504:AA81 0441 
F-PLACE3000363 

F-PLACE3000365//ESTS//0.81 :200:60//Hs.141556:N49928 

F-PLACE3000373//ESTs//0.0071:82:73//Hs.136310:AA44264i: 
5 F-PLACE3000388//ESTs//7.9e-16:235:71//Hs.44701 :AA830432 . . 

F-PLACE3000399//Clathrin, light polypeptide (Lcb)//5.2e-70:3i?1:81//Hs:73919:X81637 

F-PLACE3000400//ESTs//0.53:162:66//Hs.49303:AA810785 *- - 

F-PLACE3000401//EST//2.3e-35: 1 78:1 00//HS.1 62851 :AA632270 

F-PLACE3000402//ESTs//2.4e-84:425:96//Hs. 1 48962: AI21 9715 / ' ' ' ' 
10 F-PLACE3000405//EST//2.1e-39:452:73//Hs.140414:AA778541 

F-PLAC E3000406//Homo sapiens apoptotic protease activating factor 1 (ApaM) mRNA, complete cds//l .9e-07: 

116:78//Hs.77579:AF013263 ^ 

F-PLACE3000413//ESTS, Weakly similar to methyl sterol oxidase [H.sapiens]//1.6e-51:260:98//Hs.122512: 
H61502 

15 F-PLACE3000416//Homo sapiens mRNA for KIAA0801 protein,-. complete Cds//0.00020:630:57//Hs. 17585: 

AB018344 

F-PLACE3000425//EST//3.8e-34:286:79//Hs.1 35301 :AI0391 61 

F-PLAC E3000455//Homo sapiens mRNA for cytochrome b small subunit of complex II, complete cds//3.6e-32: 
183:93//Hs.1 08326:AB006202 
20 F-PLACE3000475//ESTS//1 .9e-09:422:61//Hs. 1 45783:AA081 874 

F-PLACE3000477//H.sapiens mRNA for chemokine receptor D6//1 .0:426:54//Hs.1 1 7572:U94888 
F^-PLACE4000009/irrRICHOHYALIN//3.1e-09:692:60//Hs.82276:L09190 

F-PLACE4000014//Homo sapiens mRNA for KIAA0809 protein, partial cds//3.6e-11 8:331 :100//Hs. 105399: 
AB018352 

25 F-PLACE4000034//HomosapiensChromosome 16 BAG Clone CIT987SK-A-69G12//1.1e-06:244:63//Hs. 154050: 

AC004131 

F-PLACE4000049//Homo sapiens Clone 2461 9 mRNA sequertce//4.3e-45:371 :79//Hs.1 39088:AF070533 
F-PLACE4000052//Human ATP binding cassette transporter (ABCR) mRNA, complete cds//l .4e-53:669:67//Hs. 
40993:AF000148 

30 F-PLACE4000063 ^ , 

F-PLACE4000089//ESTs//2.2e-10:121:85//Hs.49391:W00713 ''^ ' 
F-PLACE4000093//ESTs//0.0053:273:60//Hs.136952:AA825819 
F-PLACE40001 00//ESTs//8.0e-21 :246:73//Hs. 1 40207:N32q58 " ' : " ■ * 

F-PLACE4000106//Homo sapiens mRNA for KIAA0462 protein, partial cds//3. 8e-1 47 :684:99//Hs. 129937: 
35 AB007931 

F-PLACE4000128//Homo sapiens ES/130 mRNA, complete CdS//0.23:398:60//Hs.98614:AF006751 
F-PLACE4000129 

F-PLACE40Q0131//ESTs//2.4e-13:194:72//Hs.41418:H90627 " • 
F-PLACE4000147//ESTS//0.0060:324:60//HS.85640:AA535856 
40 F-PLACE40001 56//Zinc finger protein 1 36 (clone pH2-20)//2.3e-89:764:76//Hs.69740:U09367 

F-PLACE4000192 
F-PLAC E4000211 

F-PLACE4000222//EST//1 .9e-1 5:31 7:66//Hs. 1 49206: AI246594 " 

F-PLACE4000230//Human mRNA for KIAA0331 gene, complete cds//0.0048:258:60//Hs. 146395: AB002329 
45 F-PLACE4000233//ESTs//4.4e-38:240:80//Hs.114605:AI304317 

F-PLAC E4000247//Homo sapiens mitochondrial outer membrane protein (TOM40) mRNA, nuclear gene encoding 

mitochondrial protein, complete cds//0.0095:156:69//Hs.30928:AF043250 

F-PLACE4000250//ESTs//3.8e-72:377:94//HsJ24234:T8960&;; [ . : 

F-PLACE4000252//ESTS//1 .0:196:64//Hs.144869:AA493886 :; 
50 F-PLACE4000259//Homo sapiens mRNA for KIAA0788 protefh /partial cds//6.2e-27: 1 91 :87//Hs.2397:Z70200 

F-PLACE4000261 

F-PLACE4000269//ESTS, Weakly similar to coded for by C. elegans cDNA yk52b1 0.3 [C.elegans]//9.5e-41 :202: 
1 00//HS . 11 8849 : AA2 1 5645 

F-PLACE4000270 .. ; ; . 

55 F-PLACE4000300 ^. ' ' " ' ■ 

F-PLACE4000320//FKBP-RAPAMYCIN ASSOCIATED PROTEIN//4.5e-23:135:96//Hs.155952:U88966 
F-PLACE4000323//EST//6.7e-09:180:68//Hs.116769:AA630365 
F-PLACE4000326//ESTs//2.1e-94:453:98//Hs.103177:W72798 ^ ' 
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F-PLACE4000344//EST//6.4e-05:135:67//Hs.146729:AI147292. 

F-PLACE4000367 

F-PLACE4000369 

F-PLACE4000379//EST//3.9e-42:381:79//Hs.1 62335: AA564256 
5 F-PLACE4000387//ESTs//0.19:93:69//Hs.154173:AI379823. • ■ 

F-PLACE4000392//ESTS//0.001 5:381 :59//Hs. 1 201 72: AA709046 

F-PLACE4000401//Homo sapiens mRNA for KIAA0640 protein, partial cds//3.1e-47:605:71//Hs. 153026: 
AB014540 

F-PLACE4000411//ESTS, Moderately similar to plakophilin 2b [H.sapiens]//4.7e-33:159:81//Hs.154257:AI275982 
10 F-PLACE4000431//Homo sapiens nnRNA for KIAA0788 protein, partial cds//1 .3e-45:263:92//Hs.2397:Z70200 

F-PLACE4000445 
F-PLACE4000450 

F-PLACE4000465//ESTS//1 .5e-1 1 :273:65//Hs. 1 45783: AA08 1 874 

F-PLACE4000487//Slalophorin (gpL115, leukoslalin. CD43)//3.0e-l4:189:71//Hs.80738:X52075 
15 F-PLACE4000489//ESTs//0.94:1 04:68//Hs.1251 1 9:R38951 

F-PLACE4000494//ESTS//1 .0:1 85:60//Hs. 143053: All 26289 

F-PLACE4000521//ESTs//0.0027:161:70//Hs.135740:AA651731 

F-PLACE4000522//ESTS. Highly similar to NEUROGENIC LOCUS NOTCH PROTEIN HOMOLOG 1 PRECUR- 
SOR [Homo saplens]//0.047: 11 9:65//Hs. 129053: AA767022* v: ; . 
20 F-PLACE4000548 ; .V ' - 

F-P1_ACE4000558//Homo sapiens mRNA for DFFRY proteln^abuhdant transcrjpt//0.0035:510:59//Hs.39163: 
AF000986 . , ^ . . 

F-PLACE4000581 ' ' 

F-PLACE4a0O590//ESTs, Highly similar to POL POLYPROTEIN [Friend murine leukemia virus (Isolate 57)]//3.4e- 
25 13:275:68//Hs.113980:AI034080 

F-PLACE4000593//ESTS, Weakly similar to F25D7.1 [C.elebank]//5.2e-28:239:79//Hs.1 09084: AI004675 
F-PLACE4000612//Keratin 9//0. 27 :207:64//Hs. 2783:229074 

F-PLACE4000638//Homo sapiens mRNA from chromosome 5q21-22, clone:sF2//3.5e-47:562:69//Hs.129685: 
AB002446 
30 F-PLACE4000650 
F-PLACE4000654 

F-PLACE4000670//ESTS//6. 1 e-88:41 1 : 1 00//HS. 1 30688: AI0281 32 
F-SKNMC1000011//Centromere protein B (80kD)//0.0013:243:62//Hs.85004:X05299 

F-SKNMC1 00001 3//ESTS. Highly similar to MULTIDRUG RESISTANCE PROTEIN HOMOLOG 50 [Drosophila 
35 melanogasterJ//2.5e-36:197:96//Hs.ll8634:U66688 

F-SKNMC1000046//Homo sapiens mRNA for KIAA0654 protein', partial cds//2.5e-148:706:98//Hs.1 09299: 
AB014554 

F-SKNMC1000050//Calpaln, large polypeptide L2//4.1e-53:330:90//Hs.76288:M23254 

F-SKNMC1000091//ESTs//3.3e-64:420:88//Hs.90997:AA946877 , . 
40 F-THYRO1000017//Human mRNA for KIAA0315 gene, partial bds//1 .0:310:60//Hs.3989:AB002313 

F-THYRO1000026y/H.sapiens OBF-1 mRNA for octamer binding factor 1//2.9e-35:299:81//Hs.2407:Z49194 

F-THYR01 000034 v / . 

F-THYRO1000035//ESTs//4.1e-37:317:79//Hs.141254:AI334099 ' ''^ 

F-THYROI 000040//ESTs//0.30:331 :59//Hs.871 76:AI148326. 
45 F-THYR01 000070//Human mRNA for KIAA0347 gene, complete CCls//0.069:278:63//Hs.1 01 996:AB002345 

F-THYROI O00072//Homo sapiens clone 23584 mRNA sequence//8.7e-86:722:77//Hs.6654:AB014557 

F-THYR01 000085 

F-THYROl000092//ESTs//3.1e-100:469:99//Hs.132207:AI148d65. • 
F-THYROI 0001 07 

50 F-THYRO1000111//HumanLine-1 repeat mRNA with 2 open reading frames//6.8e-106:690:86//Hs.23094:M1 9503 
F-THYROI 0001 21 

F-THYROI 0001 24//Human mRNA for alanine aminotransferase//0.0026:420:58//Hs.103502:U70732 
F-THYROI 0001 29//Homo sapiens TED protein (TED).mRNA, complete Cds//2.8e-155:732:98//Hs.87619: 
AF087142 

55 F-THYROI 0001 32//ESTS//1 .9e-35: 1 64:79//Hs. 1 391 79:AA6502b3 

F-THYROI 0001 56//EST//0,32:1 02:68//Hs.1 39634:AA47841 6 

F-THYRO10001 63//Small inducible cytokine A5 (RANTES)//5.2e-50:331 :85//Hs.1 55464: AF08821 9 
F-THYROI 0001 73//Human clathrin assembly protein 50 (AP50) mRNA, complete cds//1.1e-05:261:61//Hs. 
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152936:063475 

F-THYRO1000186//H.sapiens mRNA for phospholnositide 3-kinase//3.7e-41:270:87//Hs.101238:Y11312 
F-THYR01 0001 87//EST//0.1 1 :227:62//Hs.1 01 773:H23270 
F-THYR01 0001 90//ESTS//0.82: 1 94:63//Hs. 1 2881 8:AA976883 

F-THYR01000197//Homo sapiens mRNA for poly(A)-specific, ribonuclease//2,4e-175:805:99//Hs.43445: 
AJ005698 

F-THYRO1000199//Homo sapiens mRNA for KIAA0652 protein, complete cds//4.0e-88:616:84//Hs.79672: 
AB014552 

F-THYRO1000206//EST//0.96:291:61//Hs.104962:AA443848 

F-THYRO1000221//Human clone 23589 mRNA sequence//0.035:242:62//Hs.11506:U79297 

F-THYRO1000241//EST//0.48:102:69//Hs.160764:AI313322 

F-THYR01000242//Zinc finger protein 84 (HPF2)//1 .2e-42:534:64//Hs.9450:M27878 

F-THYRO1000253//Homo sapiens mRNA for KIAA0690 protein, partial cds//0.61:211:64//Hs.60103:AB014590 
F-THYR01 000270 

F-THYR01000279//ESTS//0.0020:104:72//HS.121476;AI215500 

F-THYR01 000288//Homo sapiens mRNA for Hs Ste24p, complete Cds//1 .3e-1 80:848:98//Hs.25846:AB01 6068 
F-THYR01 000320//ESTS, Weal^ly similar to Similar to glutamate decarboxylase [C.elegans]//7.6e-92:431 :99//Hs. 
122719:AA777803 

F-THYR01 000327//Autocrine motility factor receptor//2.8e-52:290:93//Hs.80731 :M631 75 
F-THYRO1000343//Homo sapiens mRNA for KIAA079P protein, partial cds//7.2e-164:763:98//Hs. 12002: 
AB018333 

F-THYRO1000358//Human selenium-binding protein (hSBP) mRNA, complete cds//6.9e-34:1 77:84//Hs.7833: 
U29091 

F-THYROl000368//ESTs//0.0011:55:96//Hs.34994:AA252919 

F-THYRO1000381//Homo sapiens mRNA for KIAA0562 protein, complete cds//0.081:240:62//Hs.1 18401: 
AB011134 

F-THYRO1000387//EST//3.6e-14:197:71//Hs.139399:AA416855 : ' 

F-THYRO1000394//ESTS, Weakly similar to No definition line found [C.elegans]//5.8e-39:245:91//Hs.l 19095: 
T79413 

F-THYR01 000395//EST//5.8e-69:333:99//Hs. 1 56524 :AA724572 
F-THYRO1000401//ESTS//1 .8e-24:132:98//Hs.54852:W26238 
F-THYR01 000438//EST//1 .96-05:21 7:63//Hs. 11 5930:AA579773 ' ' 

F-THYRO1000452//B cell lymphoma protein 6 (zinc finger protein 51)//0.096:306:60//Hs.155024:U00115 
F-THYRO1000471//Tyrosine aminotransferase//5.6e-44:403:77//Hs.2999:X52520 

F-THYRO1000484//EST. Weakly similar to putative p150 [H.sapiehsl//8.9e-22:248:76//Hs.1 62011 :AA51 3663 
F-THYR01 000488 

F-THYR01000501//H.sapiens Staf50 mRNA//3.2e-75:615:77//Hs:68054:X82200 
F-THYRO1000502//ESTs//1.0:350:57//Hs.119749:AA689298 
F-THYRO10a0505//lnterleukin 13//0.95:245:60//Hs.845:U31l'20;'-' " 
F-THYR01 000558//EST//1 .30-24:351 :64//Hs.1 42326: AA351 877 .; 

F-THYRO1000569//Homo sapiens mRNA for dihydropyrimidiriase reliated protein 4, complete cds//0.28:229:61// 
Hs.100058:AB006713 

F-THYRO1000570//EST//0.80:171:61//Hs.112790:AA609949 ■ ;^ 

F-THYRO1000585//Homo sapiens protein associated with Myc rriRNA, complete cds//2.4e-168:808:97//Hs. 
151411:AF075587 

F-THYRO1000596//EST//9.5e-94:461:96//Hs.135397:AI056322 . 
F-THYRO1000602//EST//4.9e-06:80:80//Hs.162135;AA52633r ' 
F-THYRO1000605//Guanylate cyclase 1 . soluble, alpha 2//Q.44:1 82:62//Hs.2685:Z50053 
F-THYR01 000625//Thromboxane A2 receptor//4.5e-45:323:82//Hs.89887:D38081 
F-THYRO1000637//ESTs//4.4e-24:255:75//Hs.l01014:AA194941 " ' . .. 
F-THYR01 000641//ESTS//0.0001 7:375 :58//Hs.32703:AA0541 25 

F-THYRO1000658//CD4 receptor {exons 1 and 2} [human. T-lymphocyte. mRNA. 3429 ntl//1.8e-09:127:77//Hs. 

116007:379267 

F-THYR01 000662 

F-THYRO1000665//ESTS//1 .9e-28:149:99//Hs.105187:Al394157 . 

F-THYRO1000676//CD4 receptor {exons 1 and 2} [human, 'T-lymi3;ho.cyte, mRNA, 3429 nt]//5.7e-49:281 :77//Hs. 
116007:379267 

F-THYRO1000684//ESTS, Weakly similar to band-6-protein [H.sapiens]//0.46:368:57//Hs.26557:AA480380 
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F-THYR01 000699//ESTS//1 .6e-1 0:31 4:65//Hs. 1 3921 2:AA243452 
F-THYR01 00071 2//ESTs//3.3e-42:21 1 :99//Hs.69330:A1056324 . 

F-THYR01 00071 5//Human plectin (PLEC1) mRNA, complete ccls//2.9e-06:631:59//Hs.79706:U53204 
F-THYR01 000734//ESTs//8.4e-08:226:64//Hs. 1 25754:AA806a85 . 
5 F-THYR01000748//Homo sapiens KIAA0411 mRNA. complete Cds//3.1e-35:339:74//Hs.7977:AB007871 

F-THYR01000756//Homo sapiens protocadherin (PCDH8) mRNA, complete cds//1.0:209:62//Hs.19492: 
AF061573 

F-THYR01000777//Human mRNA for KIAA0147 gene, partial CdS//0.00069:636:57//Hs.158132:D63481 
F-THYR01000783//Homo sapiens Arp2/3 protein complex subunit p41 -Arc (ARC41 ) mRNA, complete cds//0.70: 
10 452:58//Hs.11538:AF006084 

F-THYROI 000787 J ■ * 

F-THYR01 000793 ' '* i 

F-THYROI 000796 

F-THYROI O00805//Homo sapiens mRNA from chromosome 5q21-22, clone:sF2//9.4e-36:561:68//Hs.1 29685: 
15 AB002446 . ' 

F-THYR01 0008 1 5//Human mRNA for KIAA01 1 8 gene, partial Cds//1 .2e-45:465:75//Hs. 1 54326:042087 
F-THYROI 000829//ESTS//1 .76-66:361 :95//Hs.7906:H1 6339 
F-THYROI 000843 

F-THYRO1000852//ESTs//6.2e-23:204:81//Hs.144452:AA838788 ' 
20 F-THYRO1000855//ESTs//0.049:159:64//Hs.163532:AI424l70 

F-THYROI 000865//ESTS, Weakly similar to llll ALU SUBFAMILY J WARNING ENTRY Ml! [H.sapiens]//3.0e-33: 
190:75//Hs.133526:N21103 

F-THYR01 000895//ESTs//3.8e-24: 1 91 :84//Hs.1 32722:AA6i8531■ 
F-THYRO1000916//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0487//1.8e-43:318:79//Hs. 
25 92381 :AB007956 ' • 

F-THYROI 000926//Homo sapiens cAMP-speclfic phosphodiesterase 8B (PDE8B) mRNA. partial cds//3.0e-1 79: 
839:98//Hs.78106:AF079529 . * 

F-THYR01 000934//PYRROLINE-5-CARBOXYLATE REDUCTASE//1 .1 e-33:759:63//Hs.7921 7:M77836 

F-THYRO1000951//MUELLERIAN INHIBITING FACTOR PRECURSOR//0.055:662:56//Hs.112432:AG005263 
30 F-THYRO1000952//Human mRNA for KIAA0208 gene, complete cds//0.98:177:65//Hs.83558:D86963 

F-THYROI O00974//Homo sapiens putative ATP-dependent mitbchondrial RNA helicase (SUV3) mRNA, nuclear 

gene encoding mitochondrial protein, complete cds//2.7e-l5:l23:90//Hs.l06469:AF042l69 

F-THYROI 000975//EST//0.45:1 72:62//Hs.1 05449:AA51 3907 ' 

F-THYROI 000983 
35 F-THYRO1000984//EST//0.0075:119:65//Hs.150347:AA984646 

F-THYRO1000988//ESTs//0.056:99:71//Hs.153409:AI2243d7 '■ ' 

F-THYRO1001003 

F-THYR01 001 031/yThiopurlne S-methyltransferase//3. 86-44:568 :7l7/Hs. 51 1 24:AF01 9369 

F-THYROI 001 033//H.sapiens mRNA forcylicin II//0.0061 :287:60//Hs.3232:246788 
40 F-THYROI 001 062//ISLET AMYLOID POLYPEPTIDE PRECURSOR//3.2e-45:394:79//Hs.51048:X68830 

F-THYROI 001 093//Human mRNA for KIAA0355 gene, complete cds//3.4e-33:421:72//Hs.153014:AB002353 

F-THYR01001100//Human DNA-binding protein mRNA. 3'end//2.le-74:741:74//Hs.159249:Z99130 

F-THYROI 001 120//Homo sapiens deltex (Dx) mRNA, complete cds//4'.5e-18:447:62//Hs.1 24024: AF053700 

F-THYRO1001121//ESTs//0.92:257:61//Hs.118246:N95416 ■ 
45 F-THYROl001133//EST//1.1e-38:367:75//Hs.144175:H70425,.:' 

F-THYRO1001134//ESTs//1.4e-28:186:91//Hs.109468:W52074 ' ' ' 

F-THYR01 001 142//ESTS//1 .8e-44:332:82//Hs. 1 4681 1 :AA41 0788 ^ 

F-THYROI 001 173 • ; ^ " 

F-THYRO1001177//ESTs//7.7e-40:240:84//Hs.155384:Z78385 ' [ 
50 F-THYRO1001189//ESTs//2.1e-36:323:76//Hs.120206:AI089163 ' ' 

F-THYROI 001 204 

F-THYRO1001213//Small Inducible cytokine A5 ( R ANTES )//3. 1 e-43:256: 8 V/Hs.l 55464: AF0882 19 
F-THYR01 001 262//ESTs//7.9e-44:279:87//Hs.1 38856:H4746i ' 

F-THYR01001271//Homo sapiens mRNA for synaptogyrin 3//0.0045:273:60//Hs.6467:AJ002309 
55 F-THYR01001287//Homo sapiens alpha 1,2-mannosidase'IB mRNA, complete cds//0.014:178:66//Hs.125315: 

AF027156 

F-THYROI 001 290//ESTs//3.9e-43: 1 45:99//Hs. 1 47797: AA069836 . 
F-THYRO1001313//ESTs//1.0:244:61//Hs.127488:AA528182 
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F-THYRO1001320//ESTs//0.062:126:67//Hs.133296:AI311872 

F-THYR01 001 321 //Homo sapiens DEC-205 mRNA, complete ccls//2.5e-35:560:68//Hs.153563:AF011333 
F-THYRO1001322//ESTs//0.12:238:6l//Hs.29169:N66545 
F-THYROl001347//ESTs//7.5e-61:293:99//Hs.129962:AA927207 
5 F-THYROl001363//ESTs//1.0e-16:178:78//Hs.163954:N57939 ' 

F-THYR01001365//Homo sapiens KIAA0417 mRNA, complete Cds//3.6e-18:187:79//Hs.12385:AB007877 
F-THYRO1001374//Homo sapiens mRNA for KIAA0707 protein, partial ccls//7.4e- 1 57:740 :97//Hs. 138488: 
AB014607 

F-THYR01 001 401//EST//4.6e-1 4:1 71 :76//Hs. 1 57587: AI356993. 
10 F-THYRO1001403//ESTs//2.2e-50:464:79//Hs.118046:N49946 ' . . 

F-THYROl001405//ESTs//1.7e-44:226:98//Hs.156667:AI347694 

F-THYR01001406//Hydroxysteroid (17-beta) dehydrogenase 3//2.8e-20:459:62//Hs.477:U05659 
F-THYR01 001 41 1//ESTS//1 .9e-41 :342:78//Hs. 1 4681 1 : AA4f 0788 

F-THYR01001426//Human ring zinc-finger protein (ZNF127-Xp) gene and 5' flanking sequence//4.6e-33:1 53:81// 
15 Hs.102877:U41315 ' ' \ • 

F-THYR01 001434//ESTS//1 .1 e-07:274:60//Hs.1 51 093:AI224099 • 

F-THYRO1001458//Myosin, heavy polypeptide 9, non-muscle//6:2e-60:653:71//Hs.44782:282215 

F-THYRO1001480//ISLET AMYLOID POLYPEPTIDE PRECURS0R//1 .3e-42:370:78//Hs.51048:X68830 

F-THYR01 001 487//EST//1.0:88:71//Hs.160760:AI31 1943 
20 F-THYRO1001534//ESTS//1 .2e-94:457:98//Hs.1 25523 :AA883904 

F-THYRO1001537//ESTs//3.5e-94:469:97//Hs.106448:R76663 . 

F-THYR01 001 541//EST//1 .4e-1 0: 1 58:65//Hs. 1 451 59: Al 1 5021 1 

F-THYRO1001559//ESTS//1 ,4e-07:91 :81//Hs.43507:N24046 

F-THYROl001570//ESTs//2.3e-41:280:80//Hs.119752:AA703335^ 
25 F-THYR01001573//Homo sapiens clone 24778 unknown mRNA//2.7e-105:546:95//Hs.25306:AF070572 

F-THYRO1001584//Human RGP3 mRNA. complete cds//0.14:3i3'5:58//Hs.82294:U27655 

F-THYRO1001595//Human RSU-1/RSP-1 mRNA. complete cds//3.6e-35:165:84//Hs. 75551 :L12535 

F-THYROl001602//ESTs//3.1e-42:350:80//Hs.138384:R72849 

F-THYRO1001605//EST//0.11:426:57//Hs.151206:AI126071 
30 F-THYRO1001617//ESTs//5.2e-43:345:81//Hs.8710:W07046 ' 

F-THYROI 001 637//ESTS, Weakly similarto anion exchanger [H.sapiens]//5.2e-13:108:86//Hs. 141 045:AA1 91 65 

F-THYRO1001656//Solute earner family 2 (facilitated glucose transporter), member 4//0.099:540:55//Hs.95958: 

M91463 

F-THYRO1001661//ESTs//0.12:53:92//Hs.151586:W45568 . , r . 

35 F-THYROiOOi67l//Homo sapiens mRNA for 2'-5' ollgoadenylate synthetase 59 kDa isoform//8.0e-i 66:780:98// 

Hs.118633:AJ225089 '. ' 

F-THYROl 001 673/A/on Hippel-Lindau syndrome//4.6e-25:21 2:73//Hs.781 60:AF01 0238 
F-THYR01001703//Homo sapiens clone 24767 mRNA sequenbe//0.27:421:57//Hs.1 22908: AF070552 
F'THYROI 001 706//ESTS//1 .8e-24:1 42:95//Hs. 1 1 2536:AI1 47691. " * ' " '* 
40 F-THYROI 001 721//ESTS. Highly similar to RING CANAL PROTEIN [Drosophila melanogaster]//2.5e-51 :296:92// 
Hs.3826:U69560 

F-THYRO100173 8//EST//6.9e-30:180:94//Hs.58641 :W81229 " 
F-THYRO1001745//ESTs//6.1e-49:244:98//Hs.97534:AA398813 
F-THYROI 001 746//EST//0.96:1 1 9:63//Hs.1 441 07:AI053590 ' 
45 F-THYROI 001 772//ESTS, Weakly similar to 111! ALU SUBFAMILY J WARNING ENTRY HI! [H.sapiens]//2.2e-21 : 

182:81//Hs.118053:N75725 

F-THYRO1001793//ESTs//1.9e-93:439:99//Hs.150l16:AI299324.'' ■ 

F-THYRO1001809//Human mRNA for KIAA0297 gene, partial cds//0.47:168:67//Hs.11711:AB002295 
F-THYRO1001828 
50 F-THYR01 001 854//EST//0.038: 1 28:67//Hs. 1 60649:AI241 823 

F-THYR01 001 895//lntercellular adhesion molecule 1 (CD54),. human rhinovirus receptor//9.6e-13:288:65//Hs. 
51061 :M24283 

F-THYROlOO19O7//EST//1.9e-12:126:8O//Hs.139296:AA350T98 ' ' 
F-VESEN1000122 ^ ■ . ' ' 

55 F-Y79AA1 00001 3//ESTS//1 .7e-72:369:96//Hs.971 76:AA447885 

F-Y79AA1 000033 

F-Y79/\A1000037//M urine leukemia viral (bmi-1) oncogene homolog//7.8e-21 :230:66//Hs.431 :L13689 
F-Y79/^1 000059//Homo sapiens immunophilin homolog ARA9.m'RN A, complete cds//7.3e-40:629:64//Hs.75305: 
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U78521 

F-Y79AA1000065//CD81 ANTIGEN//0.0050:241 :60//Hs.54457:M33680 
F-Y79AA1000131//Guanylate cyclase 1. soluble, alpha 2//0.078:477:58//Hs.2685:Z50053 
F-Y79AA1 0001 81 //Fatty acid synthase {3' region} [human, breast and HepG2 cells, mRNA Partial, 2237 nt]// 
5 0.0022:684:58//Hs.831 90:U29344 

F-Y79AA1 000202//ESTs//2.5e-1 7:1 43:86//Hs.76925:AA21 1 860 . 

F-Y79AA1 00021 4//Homo sapiens histone H2A.F/Z variant (H2AV) mRNA, complete cds//3.9e-73:345:100//Hs. 
9242:AF081192 

F-Y79AA1 000230//Polymerjc immunoglobulin receptor//0.98:335:59//Hs.842:X73079 
10 F-Y79AA1 000231//ESTS//0. 1 1 :209:66//Hs. 1 321 84:AI278623 

F-Y79AA1000258//Homo sapiens metase (MET-1) mRNA, complete cds//0.30:444:61//Hs.99941 :L23134 
F-Y79AA1000268//Human mRNA for KIAA0367 gene, partial cds//9.1e-11:300:64//Hs.23311:AB002365 
F-Y79AA1 00031 3//Human mRNA for KIAA0129 gene, complete. cds//0.89:744:56//Hs.44361 :D50919 
F-Y79AA1 000328 

15 F-Y79/VA1000342//Homo sapiens OPA-containing protein mRNA, complete cds//8.4e-l5:223:75//Hs.853i3: 
AF071309 ■ - '• 

F-Y79AA 1000346 

F-Y79AA1000349//ALPHA-2C-1 ADRENERGIC RECEPTOR//8.3e-06:1 80: 73//HS.1 23022 :J03853 
F-Y79AA1 000355 

20 F-Y79AA1 000368//ESTs//0.0062:235:64//Hs. 1 1 4777: AA782908 

F-Y79AA1 000405//ESTs//0.76:244:62//Hs.1 53027:AA648897' ' 

F-Y79AA1 00041 0//Small inducible cytokine A5 {RANTES)//8.1e-31:229:83//Hs.155464:AF088219 
F-Y79AA1 000420//ESTS//1 .1 e-53:271 :87//Hs.13056:AA1 81 018 

F-Y79AA1000469//Homo sapiens 1-1 receptor candidate protein 'mRNA, complete cds//0.0047:315:66//Hs.26285: 
25 AF082516 

F-Y79AA1 000480 

F-Y79AA1 000538//ESTs//5.7e-09:1 1 0:77//Hs.98790:AA284871 
F-Y79AA1 000539//ESTs//2.6e-52:41 2:77//Hs.81 648:W26521 

F-Y79/VA1000540//Homo sapiens chromosome 7q22 sequence//0.70:133:69//Hs.151555:AF053356 
30 F-Y79AA1000560//Homo sapiens gamma2-adaptin (G2AD) mFINA, complete cds//1.2e-07:371:63//Hs.8991: 

AF068706 

F-Y79AA1000574//Human mRNA for GO box bindig protein, complete cds//0.95:258:62//Hs.150557:D31716 
F-Y79AA1000589//Homo sapiens clone 614 unknown mRNA, cbrriplete sequence//2.8e-154:755:97//Hs.21811: 
AF091080 

35 F-Y79AA1 0006277/Homo sapiens zinc finger protein (ZF51 28)'niRN A; complete Cds//1 .7e-1 36:644:98//Hs.60580: 

AF060503 

F-Y79AA1000705//Homo sapiens CHD1 mRNA, complete cds//0.0023:523:59//Hs.22670:AF006513 
F-Y79/VA1 000734//Homo sapiens peroxisomal biogenesis factor (PEX1 1 b) mRNA, complete cds//l .6e-l 81 :850: 
98//Hs.83023:AF093670 
40 F-Y79AA1000748//ESTs//4.2e-12:95:90//Hs.33687:R85969 ' ' ' * 

F-Y79AA1000752//ESTs//8.1e-114:551:97//Hs.1 53471 :AI198377 
F-Y79AA1 000774//ESTs//2.9e-59:296:98//Hs.1 50536:W20067V 
F-Y79AA1000782//EST//0.97:78:69//Hs.147351:AI208468 

F-Y79AA1000784//Homo sapiens RanBP7/importin 7 mRNA, complete cds//l.1e-178:847:97//Hs.5l51: 

45 AF098799 u . - 

F-Y79AA1000794//G-rich RNA sequence binding factor 1//0.83:228:61//Hs.79295:U07231 
F-Y79AA1000800//Homo sapiens GABA-B receptor mRNA, complete cds//0.12:244:60//Hs.12307:AF056085 
F-Y79AA1000802//Homo sapiens actin binding protein MAYVEN mRNA, complete cds//0.87:466:59//Hs. 122967: 
AF059569 

50 F-Y79AA1 000805 

F-Y79AA1 000824/yTitin//1 .0:437:58//Hs.83049:X90568 

F-Y79AA1000827//Fatty acid synthase {3' region} [human;: breast tand HepG2 cells, mRNA Partial, 2237 nt]// 
0.0048:630:57//Hs.831 90:U29344 

F-Y79AA1 000833//TUBULIN ALPHA-4 CHAIN//6.9e-1 07:603:90//Hs.7531 8:X06956 
55 F-Y79AA1 000850//ESTS. Weakly similar to T22C1 .7 [C.elegansi//6;be-77:368:99//Hs.86660: AA398644 

F-Y79/^1 000962//Homo sapiens orphan nuclear hormone receptor BD73 mRNA, 3' end//0. 1 4:499:58//Hs.37288: 
D16815 ' 
F-Y79AA1 000966//ESTs//0.80:52:86//Hs.6671 :AI341 699 
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F-Y79AA1000968//ESTS, Moderately similar to Initiation factor elF-2B gamma subunit [R.norvegicus]//6.9e-69: 
310:94//HS.76822:AI359536 

F-Y79AA1000969//LYMPHOTOXIN-BETA RECEPTOR PRECURSORZ/1 .0:1 50:64//Hs.1 116:104270 
F-Y79AA1 000976//Arachiclonate 1 5-llpoxygenase//0.87;1 74:66//Hs.73809:M23892 
5 F-Y79AA1 000985//Human plectin (PLECl ) mRNA, complete Cds//0.091 :385:58//Hs.79706:U53204 

F-Y79AA1001023 ■ . " 

F-Y79AA1001041//Human mutY homolog (hMYH) gene, complete cds//0.99:37:100//Hs.78489:U63329 
F-Y79AA1001048//Acyl-Coenzyme A dehydrogenase, very long chain//8.7e-30:772:60//Hs.82208:L46590 
F-Y79AA1001061//ESTs//6.3e-41:303:84//Hs.55855:AA62138i i 

10 F-Y79AA1001068//EST//3.0e-23:165:90//Hs.157607:AI35751ir:, ' . 

F-Y79AA1001077//ESTs//4.9e-40:237:94//Hs.11197:AA309047 * ' 
F-Y79AA1001078 . 

F-Y79AA1001105//Homo sapiens homeodomain protein (0G12) mRNA, complete cds//6.5e-11:247:66//Hs. 
55967:AF022654 

15 F-Y79AA1 001145//ESTS//1 .38-20 :234:75//Hs. 55855: AA62 1381 

F-Y79AA1001167//Homo sapiens mRNA for KIAA0750 protein, complete cds//1 .0:155:63//Hs. 5444: AB0 18293 
F-Y79AA1001177//Human hSIAH2 mRNA, complete cds//6,5e-09:299:65//Hs.20191:U76248 
F-Y79AA1 001 1 85//ESTs//1 .7e-56:31 8:93//Hs.1 02991 :AA639646 
F-Y79AA1 001 211//ESTS//9.1 e-1 08:503 :99//Hs. 1 00605: AA305965, 

20 F-Y79AA1 001 21 6//Peroxisome receptor 1//0.00028:458:57//Hs. 1 58084:248054 

F-Y79AA1 001 228//Fraglle X mental retardation 2//0.040:207:64//rts.54472:U48436 
F-Y79AA1001233//ESTRADIOL 17 BETA-DEHYDROGENASE 1//6.5e-25:731 :60//Hs.85279:U34879 
F-Y79AA1001236//Homo sapiens mRNA for JM23 protein, complete coding sequence (clone IMAGE 34581 and 
IMAGE 45355 and LLNLc110l133Q7 (RZPD Berlln))//4.0e-1 35:441 :97//Hs.231 70: AJ005892 

25 F-Y79AA1001281//ESTs//2.7e-21:157:88//Hs.163825:AI393240 

F-Y79AA1001299//Human Inil mRNA, complete cds//2.2e-116:323:93//Hs.155626:U04847 
F-Y79AA1001312//ESTs//3.7e-95:448:99//Hs.104469:W38395 ^ 1; 
F-Y79AA1 001 323//ESTs//8.9e-50:340:86//Hs.1 441 98:AI01 7555 
F-Y79AA1 001384 

30 F-Y79AA1001391//Human Hoxb-13 mRNA. complete cds//8.6ey2:505:70//Hs.66731 :U81599 

F-Y79AA1001394//ESTS, Weakly similar to F54B3.3 [C.elegans]//1.5e-90:424:96//Hs.1 54221 :H231 67 
F-Y79AA1 001402//ESTS//1 .0:245:62//Hs.1 34695:AI088489 : ' : ' 
F-Y79AA1 001493//SRY (sex determining region Y)-box 4//0.38:,31 1 :61//Hs.83484:X70683 
F-Y79AA1 001 51 1//ESTs//9.9e-1 05:487:99//Hs, 1 5358 1 :AA630465, . 

35 F-Y79AA1001533//ESTS. Highly Similar to RETROVIRUS-RED^TED p6l POLYPROTEIN [Homo sapiensl//0.95: 

256:63//Hs.29974:AI360447 

F-Y79AA1001541//EST//0.96:202:61//Hs.99141:AA447744 - 
F-Y79AA1 001 548//ESTS//2. 68-25:1 66:90//Hs.1 64036:AA84565? 
F-Y79AA1001555//ESTS//1 .68-35:191 : 97//HS. 52885 :H 29851 ' ' 

40 F-Y79AA1001581//Cyclin-dependept kinase inhibitor 1C (p57. kip2)//2.5e-05:272:64//Hs.106070:U22398 

F-Y79AA1001585//ESTS//1 .1e-84:473:93//Hs.42547:AA210783 
F-Y79AA1 001 594//ESTS//1 .7e-08:1 69:71//Hs.97366:AA393i 09- ' ' 
F-Y79AA1001603//ESTs//4.6e-07:429:59//Hs.160422:AI363426"" • > ' 

F-Y79AA1001613//Homo sapiens mRNA for KIAA0683 protein, complete cds//0. 00078 :520:57//Hs. 12334: 
45 AB014583 

F-Y79AA1001647//ESTS, Weakly similar to ZK1058.5 [C.elegans]//9.4e-79:421:94//Hs.107039:W27244 
F-Y79AA1001665/A/ON WILLEBRAND FACTOR PRECURS0R//1 .0:386:60//Hs.110802:X04385 
F-Y79AA1001679//Guanine nucleotide binding protein (G protein),' beta polypeptide 1//0. 88:243:61 //Hs.3620: 
X04626 ,/V 
50 F-Y79AA1001692//lnsulin-like growth factor binding protein 2//1 .9e-06:426:59//Hs.162:X16302 

F-Y79AA1001696//ESTs//2.3e-44:249:94//Hs.163665:AA250877 , . . 

F-Y79AA1001705//Homo sapiens interleukin-1 receptor-assoclafed kinase (IRAK) mRNA, complete cds//0.l9: 
609:58//Hs.77297:L76191 ^v/-' }]/ '■■ 

F-Y79AA1 001 71 1//ESTs//5.2e-29:224:83//Hs. 1 00461 : AI01 8620'; ' [ ' 
55 F-Y79AA1001781//Homo sapiens KIAA0443 mRNA, complete cds//a49:1 83:66//Hs. 11 3082:AB007903 

F-Y79AA1001805//ESTs//1.1e-62:315:98//Hs.16141:W56079 'f^ ; 

F-Y79AA1 001 827//ESTS, Weakly similar to Similar to S.cereviSiae YD9335.03C protein [H.sapiens]//2.9e-62:31 3: 
98//Hs.15709:W81213 
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F-Y79AA1001846//ESTs//9.4e-16:146:82//Hs.140588:H60533; . / 

F.Y79AA1001848//ESTS, Weakfy similar to KIAA0390 [H.sapiens]//1.6e-19:142:90//Hs.103349:Al141124 
F-Y79AA1001866//Homo sapiens mRNA for zinc finger protein 10//5.1e-09:215:67//Hs.104115:X52332 
F-Y79AA1001874//Honno sapiens Jagged 2 mRNA, complete ccls//5.4e-06:412:62//Hs.1 06387: AF029778 
5 F-Y79AA1001875//ESTs//6.8e-09:198:67//Hs.138036:AI343173 

F-Y79AA1001923//Homo sapiens growth-arrest-specific protein (gas) mRNA, complete ccls//0.98:430:58//Hs. 
78501 :L1 3720 

F-Y79AA1 001 963//ESTS//8.1 e-1 31 :642:97//Hs.54971 :AI424382 
F-Y79AA1 002027//ESTs//0.00042:58:91//Hs.5375:AA62061 1 
10 F-Y79AA1 002083//ESTs//2.5e-51 :285:95//Hs.117205:W88943 

F-Y79AA1002089//ESTS, Weakly similar to putative p150 [H.sapiens]//8.3e-53:348:88//Hs.18122:AI338045 
F-Y79AA1 002093 ■ '■ ^ 

F-Y79AA1002103//ESTs//1.5e-15:223:71//Hs.97427:AA411865 
F-Y79AA1002115 

15 F-Y79AA1 0021 25//ESTs//6.5e-41 :206:99//Hs.1 59257:N40395 

F-Y79AA1002139//ESTS, Weakly similar to B0035.14 [C.elegans]//1 .2e-24:165:90//Hs.6473:AA853955 
F-Y79AA1 002204//Homo sapiens mRNA for Kl AA0638 protein, partial cds//9.5e-05:393:62//Hs. 77864: AB0 1 4538 
F-Y79AA1002208//ESTs//2.7e-13:211:69//Hs.112469:AA598515 . 

F-Y79AA1 002209//ESTS, Weakly similar to TYROSYL-TRNA SYNTHETASE [Bacillus caldotenax]//2.3e- 11 3:568: 
20 96//HS.1 1 1 637: AA305890 

F-Y79AA1 00221 0//ESTS, Weakly Similar to D2045.8 [C.elegans]//8.6e-33:338:73//Hs.26662:U55984 
F-Y79AA1002211//ESTs//2.6e-15:121:75//Hs.159584:AA52^77 , 
F-Y79AA1 002220//EST//0.01 0:360:60//Hs. 136341 :AA4825q8': / ^ 

F-Y79AAia02229//Human mRNA for KIAA0086 gene, complete' 9cis//0.0041 :203:63//Hs. 1560:042045 
25 F-Y79AA1002234//Homo sapiens mRNA for K I AA0692 protein, partial cds//4. 1 e-1 76:821 :98//Hs.1 00729: 

AB014592 .J. " ' ! 

F-Y79AA1 002246//Human involucrin mRNA//5.6e-05:525:59//Hs.1 57091 :M1 3903 

F-Y79AA1002258//Homo Sapiens mRNA for KIAA0655 prbteiri,' partial cds//2.2e-160:748:98//Hs.9673l: 
AB014555 

30 F-Y79AA1002298//ESTs//2.5e-05:115:77//Hs.87l64:T84489 ' 

F-Y79AA1002307//Homo sapiens mRNA for KIAA0634 jDrotein, partial cds//2.le-130:622:97//Hs.30898: 
ABO 14534 

F-Y79AA1002311//ESTs//4.9e-19:126:94//Hs.58595:AA830999 ' ' 

F-Y79AA1002351//Human high conductance inward rectifier potassium channel alpha subunit mRNA, complete 
35 cds//0.028:587:58//Hs.2363:L36069 J. 

F-Y79AA1002361//ESTs//8.7e-29:149:100//Hs.156074:AA824377 
F-Y79A A 1002399 

F-Y79AA1 002407//ESTS//1 .56-25:1 83:89//Hs.1 1 0031 :T52569 ' 
F-Y79AA1 00241 6//CTP synthetase//9.1e-51 :489:72//Hs.84il2:X52142 
40 F-Y79AA1 002431 

F-Y79AA1 002433//EST//0.0037:94:71//Hs.136780:AA77231 8 

F-Y79AA1 002472//Homo sapiens DNA from chromosome 1 9, BAG 331 52//1 .1 e-37:263:69//Hs.55452:AC003973 
F-Y79AA1002482//ESTs^1 .4e-49:31 3:80//Hs.132590:AI1 60765] ^ { 
F-Y79AA1002487//Insulin-Iike growth factor binding protein 27/0.43:249:61 //Hs.162:X1 6302 

Homology Search Result Data 5. ' C ; • ' 

[0310] The result of the homology search of the Human Unigene using the clone sequence of 3'-end. 
[0311] Data include 

50 

the name of clone, . 
title of the top hit data, ' . , 

the P-value: the length of the compared sequence: identity (%),'and 
the Accession No. of the top hit data, as in the order separated by //. 

55 

[0312] Blank indicates that the 3'-end sequence corresponding to the*5 -end was not determined in the clone. 
[0313] Data are not shown for the clones in which the P-value was higher than 1 . 
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R-HEMBA1000005//ESTS. Highly similar to HYPOTHETICAL-31.6 KD PROTEIN F54F2.9 IN CHROMOSOME III 
[Caenorhabditis elegans]//5.6e-93:501 :93//Hs.1 301 5:AA628434 . 

R-HEMBA1000030//Human POU domain protein (Bm-3b) mRNA. complete cds//0.83:3 14: 61 //Hs. 266:1106233 
R-HEMBA1 000042//Archain//1 :4e-45:282:89//Hs.33642:X81198 
5 R-HEMBA1000046//Human mRNA for KIAA0118 gene, partial cds//8.3e-52:52B:72//Hs. 154326:042087 

R-HEMBA1000050//EST//0.043:155:63//HS.1 49031 :AI243340 
R-HEMBA1000076//ESTs//3.1e-77:394:97//Hs.111742:R39329 
R-HEMBA1 0001 11//ESTS//1 .7e-33:228:85//Hs.1 4681 1 :AA41 0788 

R-HEMBA1000129//ESTS, Weakly similar to contains similarity to helicases [C.elegans]//4.4e-90:502:90//Hs. 
10 55918:AA151667 

R-HEMBA1000141//Homo sapiens mRNA for KIAA0797 protein, partial cds//2.1e-1 00:51 4:94//Hs.271 97: 
AB018340 

R-HEMBA1000150//Homo sapiens mRNA for KIAA0640 protein, partial cds//3.1e-45:435:77//Hs. 153026: 
AB014540 

15 R-nnnnnnnnnnnn//ESTs, Moderately similar to The KIAA0138 gene product is novel. [H.sapiensl//7.7e-92:428: 
1 00//HS.1 26925:AA931 237 
R-HEMBA1000158 

R-nnnnnnnnnnnn//ESTs, Weakly similar to F13B12.1 [C.elegansl//1 .3e-05:58:91//Hs.5570:AI377863 

R-HEMBA1 0001 80//ESTs//7.7e-90:461 :95//Hs.1 59200: N50545 . 
20 R-HEMBA1 0001 85//ESTs//1 .36-72:371 :96//Hs.1 34506: AA308366 ; 

R-HEMBA1 0001 93//ESTs//4.2e-1 03:481 :99//Hs.1 43251 :AA769927 . 

R-HEMBA1000201//Human Inil mRNA, complete cds//3.0e-25:137:99//Hs. 155626: U04847 

R-HEMBA1 00021 3//ESTs//5.4e-85:465:94//Hs.23412:AA1333ll ' ^ ' 

R-HEMBA1 00021 6//ESTs//3.0e-37:311 :79//Hs. 137875: AA993532- 
25 R-nnnnnnnnnnnn//EST//2.2e-100:498:96//Hs.161570:W80404. " . 

R-HEMBA1 000231//Homo sapiens KIAA0414 mRNA, partial cds//2.7e-34:287:70//Hs.1 27649: AB007874 

R-HEMBA1000243//Homo sapiens mRNA for KIAA0475 jDroteiri. complete cds//1 .3e-23:276:75//Hs.5737: 

AB007944 

R-HEMBA1 000244//ESTs//2.3e-88:455:96//Hs.8929:AA71 901 9 
30 R-HEMBA1 000251//ESTs//0.96:41 1 :56//Hs.1 20277: AI243808 ' 

R-HEMBA1000264//ESTs//3.7e-97:487:96//Hs.29258:W37424 

R-nnnnnnnnnnnn//ESTs, Moderately similarto ovarian-specific protein [R.norvegiCus)//4.9e-14:208:73//Hs.93332: 
AA811920 '- 'i *• ' " 

R-HEMBA1 000282//ESTs//2.5e-38:21 6:94//Hs. 1 20757: R92485 
35 R-HEMBA1 000288//ESTs//2.6e-43:289:86//Hs.1 51 365:AA643962 

R-HEMBA1 000290//ESTS//5.1 e-1 1 0:543:96//Hs.1 39068:AA51 6409 

R-HEMBA1 000302//Homo sapiens mRNA for KIAA0527 protein/partial cds//1 .0:122:67//Hs.129748:AB011099 
R-nnnnnnnnnnnn//ESTs//7.4e-76:386:97//Hs.22276:AA1 91 323 

R-nnnnnnnnnnnn//Human Ca2+-dependent activator protein for secretion mRNA, complete cds//8.8e-30:l 60:98// 
40 Hs.151301:U36448 

R-HEMBA1 000307//ESTS, Highly similar to 8A-2V protein [M.musculus]//1.1e-103:489:99//Hs.1 08881 :AI018024 

R-nnnnnnnnnnnn//ESTs//9.3e-99:472:98//Hs.163512:AA9032C[8'-. 

R-HEMBA1 000338//EST//5.1 e-49:278:92//Hs.1 5081 5:AI30256p ; 

R-HEMBA1000351//Human high-affinity copper uptake protein (hCTRI ) mRNA, complete cds//1.1e-42:270:88// 
45 Hs.73614:U83460 ... 

R-HEMBA1000355//ESTs//1.0e-1 05:531 :96//Hs.61762:AI422243;_; 

R-HEMBA1000357//Human kpnl repeat mrna (cdna clohie ;pcd-kpni-4), 3* end//9.4e-89:432:87//Hs.139107: 
K00629 

R-HEMBA1 000366//ESTS//1 .1 e-99:524:95//Hs. 1 1 785:T65857 " ' 
50 R-HEMBA1 000369//ESTs//6.5e-70:355:96//Hs. 1 24847: AA843938 

R-HEMBA1 000376//Human mRNA for KIAA0205 gene, complete cds//3.6e-44:388:77//Hs.3610:D86960 
R-HEMBA1 000387//Human high-affinity copper uptake protein (hCTRI) mRNA, complete cds//5.5e-47:337:83// 
Hs.73614:U83460 

R-HEMBA1000390//Oxytocin receptor//2.4e-16:428:62//Hs.2820:X64878 . 
55 R-HEMBA1 000392//ESTs//3.9e-1 05:531 :96//Hs.1 30661 :AI340248 - 

R-HEMBA1000396//ESTS. Weakly Similar to line-1 protein OR F2[H.sapiens]//1.1e-44:447:75//Hs. 42849 :N3 1920 
R-HEMBA1000411//ESTS, Weakly similar to ankyrin 3. long form [H.sapiens]//6.1e-92:373:99//Hs.48675: 
AI005282 
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R-HEMBA1 00041 8//ESTs//3.1 e-66:31 5: 1 00//HS.941 33:AI270700 
R-HEMBA1 000422//ESTS//1 .6e-99:464:99//Hs.33024:AA002140 . \ 

R-HEMBA1000428//Homo sapiens mRNA for oligophrenin 1//4.9e-85:535:87//Hs.158122:AJ001189 
R-HEMBA1000434//ESTs//3.7e-53:266:99//Hs.22782:Z38143 
5 R-HEMBA1000442//ESTs//0.93:322:57//Hs.144763:AI218014^ 
R-HEMBA1 000456//ESTS//4.1 e-48:277:93//Hs.6937:AA524349 
R-HEMBA1 000459//ESTS//0.01 0:1 84:63//Hs.1 28797:AI24631 6 
R-HEMBA1 000460 

R-HEMBA1000464//EST//0.082:87:70//Hs.147977:AI262370 , • , 
10 R-HEMBA1 000469//Small inducible cytokine A5 (RANTES)//1 .48-65:494:81 //Hs.1 55464: AF08821 9 

R-HEMBA1000488//ESTS, Weakly similar to The KIAA0132 gene product is related to Drosophila melanogaster 

ring cane! protein. [H.sapiens]//1.1e-31 : 181 :94//Hs.61 454: AA31 2449 

R-HEMBA1000490//ESTs//6.4e-17:132:86//Hs.32855:N25528 , 

R-HEMBA1 000491//ESTs//2.2e-22:1 71 :85//Hs.8035:AA1 95087 
15 R-HEMBAl000504//ESTs//0.016:282:58//Hs.130778:AI077571 

R-HEMBA1 000505//EST//6. 1 e-1 5:11 6:87//Hs. 1 62783: AA62731 8 

R-HEMBA1 000508//ESTS//1 .1 e-28:244:81//Hs.1 32722: AA61 8531 

R-HEMBA1 00051 8//EST//0.60:1 41 :60//Hs.97831 :AA400885 ■ ^ . 

R-HEMBA1000519//ESTs//2.8e-64:334:96//Hs.97885:AA402414 
20 R-HEMBA1 000520//ESTs//6.9e-1 04:503 :97//Hs.1 8370:AA947280 

R-HEMBA1000523//Cleavage stimulation factor, 3' pre-RNA, subunit 3, 77kD//4.0e-55:203:92//Hs.1 55510: 

U15782 

R-HEMBA1000531//ESTS. Weakly similar to HEAT SHOCK 70 KD PROTEIN 1 [H.sapiens]//1 .3e-117:550:99//Hs. 
99722: AI422277 . ■ 

25 R-HEMBA1000540//ESTs//4.7e-72:350:98//Hs.109755:AA1 80809 V • ' 

R-HEMBA1000545//Homo sapiens clone 23892 mRNA sequence//3.7e-68:549:80//Hs.91916:AF035317 
R-nnnnnnnnnnnn//ESTs//2.3e-66:342:97//Hs.71 91 6:AA21 9^99 
R-HEMBA1 000557//EST//1 .5e-49:297:90//Hs.1 49580:AI281 88'i . 

R-HEMBA1 000561//ESTS, Moderately similar to zinc finger pVotein [R.norveglcus]//1 .8e-1 08:550:96//Hs.26799: 
30 W74481 J. 

R-HEMBA1000563//Adenosine kinase//0.16:367:58//Hs.94382:U50196 ' 
R-HEMBA1000568//ESTs//5.1e-42:321:82//Hs.141024:H07128' ' ' • ' 
R-nnnnnnnnnnnn 

R-HEMBA1 Oa0575//ESTs//3.8e-45:352:80//Hs. 14681 1 :AA41 0788 
35 R-HEMBA1000588//ESTs//0.18:122:67//Hs.140507:AA761944 ■ ' * 

R-HEMBA1000591//Homo sapiens mRNA for EIB-55kDa-associated protein//3.9e-11 3:591 :94//Hs.1 5521 8: 
AJ007509 

R-HEMBA1 000592//TYROSINE-PROTEIN KINASE 

ITKArSK//0.024:309:61//Hs.8951 9:L1 071 7 
40 R-HEMBA1 000594//ESTs//8.6e-07:172:6a//Hs.1 60289:AI1 68041 • 

R-HEMBA1000604//Human telomerase-associated protein TP:1 mRNA, complete cds//1.5e-19:129:93//Hs. 

158334:U86136 ;:v.y^ • ^ 

R-HEMBA1000608//ESTs//2.2e-95:506:94//Hs.6103:AA49642i * ' 

R-HEMBA1 000622//ESTs//3.8e-10:440:61//Hs.137538:AA769438 , ^; 
45 R-HEMBA1 000636//ESTS. Weakly similar to 50S RIBOSOM AL PRdtEIN L20 [E.C0li]//1 .4e-86:422:97//Hs.26252: 

AA643235 

R-HEMBA1000637//Homo sapiens mRNA for KIAA0690 protein, partial cds//3.7e-99:443:97//Hs.60103: 
AB014590 ' ' ' 

R-HEMBA1 000655//Human mRNA for KIAA0392 gene, partial.cds//1 .3e-50:426:79//Hs.40V00:AB002390 
50 R-HEMBA1 000657//ESTs//3.0e-74:41 9:93//Hs. 1 09477: AA477k9 

R-HEMBA1000662//EST//1.1e-90:425:99//Hs.122144:AA780136 ' * " 
R-HEMBA1000673//ESTS//1 .26-101 :473:99//Hs.138215:AI123922 , 

R-HEMBA1 000682//ESTS, Weakly similar to putative pi 50 [H.sapiei1s]//3.5e-114:553:97//Hs.111730:AA604403 
R-HEMBA1000686//ESTS, Weakly similar to C27F2.7 gene product [C.eIegans]//6.8e-18:137:86//Hs.7049: 
55 All 41 736 

R-HEMBA1000702//Human mRNA for tryptophan hydroxylase (EC 1.14.16.4)//7.4e-52:345:84//Hs.144563: 
AF057280 , 
R-HEMBA1000705//EST//0.21:139:63//Hs.132687:AI033672 
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R-HEMBA1 00071 9//ESTs//8.4e-90:484:94//Hs.29005:AA47721 3 

R-HEMBA1 000722//ESTS, Weakly similar to Similar to enoyl-COA hydratases/isomerases [C.elegans]//7.2e-ll3: 
572:95//Hs.28644:AI01 861 2 

R-HEMBA1000726//ERYTHROCYTE BAND 7 INTEGRAL.MEMBRANE PROTEIN//2.8e-40:449:75//Hs.74478: 
5 U33931 ■ 

R-HEMBA1 000727//ESTs//0.0047:267:60//Hs.1 33095:AA927777 
R-HEMBA1 000747//EST//3.9e-20:160:85//Hs.99048:AA446110 

R-HEMBA1000749//Sma1l inducible cytokine A5 (RANTES)//4.7e-37:286:82//Hs.155464:AF088219 
R-HEMBA1 000752//EST//0.041 :39:94//Hs.1 27772 :AA961 131 
10 R-HEMBA1000769//Homo sapiens mRNA for chemokine LEC precursor, complete cds//1.6e-32:309:75//Hs. 
10458:AF088219 

R-HEMBA1 000773//EST//7.5e-05:201 :63//Hs.122887:AA767612 

R-HEMBA1 000774//Kangai 1 (suppression of tumorigenicity 6, prostate; CD82 antigen (R2 leukocyte antigen, 
antigen detected by monoclonal and antibody tA4))//1 .3e-48:284:90//Hs.1 03458 :X53795 
15 R-HEMBA1 000791//Human mRNA for KIAA0118 gene, partial cds//1 .2e-45:291 :87//Hs. 154326:042087 

R-HEMBA1 00081 7//ESTs//8.3e-95:445:99//Hs.1 07357: AA983939 
R-HEMBA1000822//ESTs//1.1e-107:522:97//Hs.92832:AA631027 

R-HEMBAiao0827//Homo sapiens Ser/Arg-related nuclear matrix protein (SRM160) mRNA, complete cds//2.2e- 
44:228:98//Hs.18192:AF048977 
20 R-HEMBA1 000843//Homo sapiens LIM protein mRNA, complete cds//6.6e-46:410:77//Hs. 1541 03 :AF06 1258 

R-HEMBA1 000851 

R-HEMBA1 000852//A!dehyde dehydrogenase 10 (fatty aldehyde dehydrogenase)//3.7e-33:284:80//Hs. 159608: 
U46689 

R-HEMBA1000867//EST//2.0e-17:211:74//Hs.145670:AI265794 • 
25 R-HEMBA1 000869//ESTS//3.1 e-1 6:237:71//Hs.11 651 8:AA6532p2 

R-HEMBAia00870//ESTs//1.6e-43:222:98//Hs.69564:AA2036p8 • " ' 
R-HEMBA1 000872//ESTS//1 .9e-93:453:98//Hs.1 52622:AA594951 

R-HEMBA1000876//Small Inducible cytokine A5 (RANTES)//3:0e-41:329:79//Hs.155464:AF088219 
R-HEMBA1 00090a//ESTs//1 .6e-51 :291 :92//Hs. 1 2247: AI2031 54- . 
30 R-HEMBA1000910//EST//0.98:139:64//Hs.132687:AI033672 ' 

R-HEMBA1 000918//EST//i9.6e-30:152:84//Hs.162136:AA526508 • 
R-HEMBA1 000919 

R-HEMBA1 000934y/ESTs//4.1 e-38:254:89//Hs.87784:AA460597 
R-HEMBA1 000942//ESTs//3.5e-20:1 72:69//Hs.1 60065:AI01 861 9 
35 R-HEMBA1000943//Homo sapiens mRNA for KIAA0748^ protein, complete cds//1.3e-44:281:78//Hs.33187: • 

AB018291 

R-HEMBA1 000946//ESTS//1 .6e-68:352:96//Hs.21331 :H93074 

R-HEMBA1 000960//Homo sapiens tapasin (NGS-17) mRNA. complete cds//4.0e-6l :347:8l//Hs.5247:AF029750 
R-HEMBA1000968//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0508//6.8e-51:362:84//Hs. 
40 159187:AB007977 : 

R-HEMBA1 000971 //ESTs//2.8e-41 :246:91//Hs.1 04287: AI363498 

R-HEMBA1 000972//Homo sapiens mRNA for XPR2 proteln//7.3e-44:341 :81//Hs. 44766: AJ007590 

R-HEMBA1 000974//ESTS//1 .4e-32:166:100//Hs.149274:AI018*170 

R-HEMBA1 000975//Oxytocin receptor//2.7e-46:563:73//Hs.2820:X6487'8 
45 R-HEMBA1 000985//ESTs//4.4e-05:125:69//Hs.147434:AI214464 

R-HEMBA1 000986//ESTs//7.8e-44:266:84//Hs.163784:N54902 

R-HEMBA1 000991//EST//1 .46-42:1 62:86//Hs.149580:AI281 881- 

R-HEMBA1001007 ; ' 

R-HEMBA1 001 008//ESTs//2.3e-82:463:92//Hs.1 0339:AA058764 
50 R-HEMBA1 001 009//ESTS, Weakly Similar to non-lens beta gamma-crystallin like protein [H.sapiens]//2.6e-58:280: 

100//Hs.128738:AA970836 "^\.[ 

R-HEMBA1001017//Homo sapiens mRNA for KIAA0468 0rotein, complete cds//3.3e-115:587:95//Hs. 158287: 
AB007937 

R-HEMBA1001019//Cell division cycle 2, G1 to S and G2 to IVI/ZI .1e-24:140:95//Hs.58393:X05360 
55 R-HEMBAI 001 020//ESTs//0.52:86:72//Hs.69683:AA1 15292 ^ • 

R-HEMBA1 001 022//ESTs//3.4e-1 8:1 02:1 OO/ZHs. 63243: Al 1 2391 2 
R-HEMBA1 001 024//ESTs//1 .96-07:262:61 //Hs.1 24399: AA832336 
R-HEMBA1 001 026//ESTs//0.001 7:1 42:67//Hs.1441 09:AI345543 ■ 
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R-nnnnnnnnnnnn//Ankyrin Gi//0.23:244:60//Hs.75893:U136l6 

R-HEMBA1001051//Homo sapiens mRNA for KIAA0621 protein, partial Cds//6.4e-21:1 86 :79//Hs. 132942: 
AB014521 

R-HEMBA1 001 052//ESTs//5.4e-1 07:497:99//Hs.1 21 773: AI357886 
5 R-HEMBA1 001 060//ESTS//1 .1 e-31 :298:80//Hs.24821 :AA04481.3 

R-HEMBA1001071//Alpha-1 type 3 C0llagen//9.1e-34:179:98//f:iS.119571 :X14420 

R-HEMBA1001077//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0492//2.7e-21:417:64//Hs. 

1 27338: AB007961 

R-HEMBA1001080 

10 R-HEMBA1001085//ESTs//1.9e^7:385:79//Hs.146811:AA410788 
R-HEMBA1 001 088//ESTs//2.8e-1 02:548:93//Hs.1 27273: AA522674 
R-HEMBA1001094 

R-HEMBA1 001099//ESTs//0.24:41 :97//Hs. 18612:199245 

R-HEIVIBA1 001109//Small inducible cytokine A5 (RANTES)//2.4e-46:396:80//Hs.155464:AF088219 
15 R-HEMBA1001121//ESTs//1.7e-15:216:71//Hs.141605:H92974 r 

R-HEMBA1 001122//ESTs//2.0e-90:474:94//Hs.107884:AA131320 

R-HEMBA1001123//B-CELL GROWTH FACTOR PRECURSOR//2.7e-45:319:84//Hs.99879:M 15530 
R-HEMBA1 001133//ESTS//1 .2e-92:443:99//Hs. 99626: AA632341. 
R-HEMBA1 001 1 37//ESTs//2.0e-86:426:97//Hs.1 571 03:W60265 ; 
20 R-HEMBA1 001140//Small inducible cytokine A5 (RANTES)//2.9e-45:323:83//Hs.155464:AF088219 

R-HEMBA1 001172//ESTS. Moderately similar to 1!!! ALU SUBFAMILY J WARNING ENTRY I!!! [H.sapiens]//1 .1e- 
39:309:82//Hs.96337:AA225358 

R-HEMBA1 001174//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0492//0.21 :238:60//Hs. 127338: 
AB007961 

25 R-HEMBA1001197//ESTs//0.010:388:61//Hs.14881:R91896 • 

R-HEMBA1 001208//ESTS, Highly similar to Similar to S.cerevisiae hypothetical protein 5 [H.saprensl//0.27:305: 
62//Hs.100238:U69194 

R-HEMBA1 001226//Homo sapiens PYRIN (MEFV) mRNA, complete cds//5.0e-54:333:81//Hs.113283:AF01 8080 
R-HEMBA1 001235//EST//2.3e-07:42:92//Hs.1 41 620:N6331 6 
30 R-HEMBA1 001 247//ESTS. Weakly similar to WWP2[H. sapiens]//2.9e-20:160:87//Hs. 1031 02:W55932 

R-HEMBA1 001257//ESTs//3.3e-112:544:97//Hs.128749:AA779728 
R-HEMBA1001265//ESTs//8.7e-116:564:98//Hs.155150:AI061435 

R-nnnnnnnnnnnn//ESTs, Weakly similar to Lpa8p [S.cerevisiae]//2.4e-35:239:87//Hs.103919:AA159181 
R-HEMBA1 001286//ESTS//1 .4e-97:507:95//Hs.26244:AI352674 
35 R-HEMBA1001289//ESTs//8.2e-44:122:96//Hs.76267:AA877534 
R-HEMBA1 001294//ESTs^/1 .0:140:65//HS.149638:A1298324 

R-HEMBA1001299//Small inducible cytokine A5 (RANTES)//1 ,1e-45:307:84//Hs.155464:AF088219 
R-HEMBA1001302//Homo sapiens mRNA for APC 2 protein, complete cds//0.53:89:68//Hs.20912:AB012162 
R-HEMBA1001303//EST//0.00053:271:60//Hs.156148:AI333214 ' 
40 R-HEMBA1001310//ESTs//1.4e-91:486:93//Hs.86228:AA206019. ' 

R-HEMBA1 001 31 9//ESTS//0.051 :228:61//Hs.99404:AA953977 .. 
R-HEMBA1001323//ESTs//6.2e-83:401:98//Hs.47343:Al2B295p ' 

R-HEMBA1001326//ESTS, Weakly similar to HYPOTHETICAL 55.1 KD PROTEIN IN FAB1-PES4 INTERGENIC 

REGION [S.cerevisiae]//1 .3e-77:458:92//Hs.9398:N41 838 
45 R-HEMBA1001327//ESTs//0.60:251:58//Hs.117162:AA701259 ^ , 

R-HEMBA1 001330//Homo sapiens PYRIN (MEFV) mRNA, complete cds//1.1e-46:249:78//Hs. 11 3283: AF01 8080 

R-HEMBA1 001 351//ESTs//0.1 3:230:57//Hs.1 3851 0:R9481 6 

R-HEMBA1001361//ESTs//3.5e-107:570:94//Hs.7727:AA142837 

R-HEMBA1001375//ESTs//1.1e-96:454:99//Hs.59584:AA587334 , 
50 R-HEMBA1001377//ESTs//8.5e-91:459:95//Hs.61859:AA62853b r - 

R-HEMBA1 001 383//ESTs//0.077:381 :58//Hs.1 63093:AA745458 

R-HEMBA1 001 387//ESTs//2.0e-85:405:99//Hs.1 521 27:AI246482 

R-HEMBA1 001 388//ESTs//1 .5e-83:395:99//Hs.1 051 91 :AA1 33439 

R-HEMBA1 001391//ESTs//7.7e-90:455:96//Hs.120905:R22204. ' 
55 R-HEMBA1 001 398//rhromboxane A2 receptor//4.0e-46:279:8*9//Hs.89887:D38081 

R-HEMBA1 001 405//ESTS//1 .2e-98:485:97//Hs. 73287: W1 6714 

R-HEMBA1 001 407//ESTs//2.2e-76:365:99//Hs.1 1 01 28:AA584364 

R-HEM.BA1 001 41 1//ESTs//1 .2e-1 02:476:1 00//Hs.1 431 62:AI380343 
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R-HEMBA1 001413//ESTs//3.7e-66:321 :98//Hs.1 52472: AA04li 99 
R-HEMBA1001415 

R-HEMBA1001432//Putative mismatch repair/binding protein hMSH3//7.9e-42:183:82//Hs.42674:U61 981 
R-HEMBA1001433//ESTs//1.4e-34:240:77//Hs.95611:U51704 • • 
5 R-HEMBA1001435//ESTs//5.6e-23:292:70//Hs.116315:AA629263 
R-HEMBA1 001 442//ESTs//0.76:414:58//Hs.1 561 89:AI41 9982 , 
R-HEMBA1 001 446//ESTs//2.2e-95:447:99//Hs. 154091 :AA767546 
R-HEMBA1 001450//ESTS//1 .0e-93:491 :94//Hs.16130:AA1 95077 

R-HEMBA1 001 454//Human Line-1 repeat mRNA with 2 open reading frames//1 .7e-47:304:88//Hs. 23094: M1 9503 
10 R-HEMBA1 001 455//ESTs//7.1 e-1 03:482:99//Hs.97407:AI41 7220 

R-HEMBA1001463 

R-HEMBA1 001 476//Human mRNA for KIAA01 86 gene, complete ccls//2,Oe-25:409:66//Hs.36232:D80008 

R-HEMBA1001478 

R-HEMBA1001497 

15 R-HEMBA1001510//ESTs//3.3e-44:381:78//Hs.139882:AA864426 

R-HEMBA1 001 51 5//Human Line-1 repeat mRNA with 2 open reading f rames//5.9e-79: 528 :84//Hs.23094:M1 9503 

R-HEMBA1 001 51 7//ESTs//5.8e-32:272:81//Hs. 1 1 9512:AA487269 ^ 

R-HEMBA1 001 522//ESTS//1 .7e-84:364:95//Hs,1 1 7858:AA-702493 

R-HEMBA1001526//ESTS//1 .8e-93:527:93//Hs.10624:N64723 
20 R-HEMBA1 001533//ESTS//1 .9e-42:21 1 :1 00//Hs.55830:AA580270. 

R-HEIVIBA1 001 557//ESTs//4.2e-83:413:97//Hs.47546:AA1 81 348 

R-HEMBA1001566//Small Inducible cytokine A5 (RANTES)//3.4e-50:304:88//Hs.155464:AF088219 
R-HEMBA1001569//POU domain, class 3, transcription factor 4//2.3e-06:259:62//Hs.2229:X82324 
R-HEMBA1001570//Homo sapiens pendrin (PDS) mRNA, complete cds//3.5e-47:456:77//Hs.1 59275: AF030880 
25 R-HEMBA1001579//ESTs//0.11:299:60//Hs.106090:AA457d3d ' 

R-HEMBA1001581//ESTs//0.016:350:61//Hs.124664:AI015652 

R-HEIVIBAI 001585//Human mRNA for KIAA0331 gene, complete cds//0.30:251 :63//Hs.146395:AB002329 
R-HEMBA1001589 

R-HEMBA1001595//ESTS, Weakly similar to SEPTIN 2 [D.melanogaster]//6.9e-71 :431 :88//Hs.26625:W25874 
30 R-HEMBA1001608//Human kpni repeat mrna (cdna clone p'cd-kpni-8), 3' end//1.3e-73:533:82//Hs. 103948: 

K00627 ' ' ^ 

R-HEMBA1001620//ESTS. Highly similar to MYO-INOSITOL-1 -PHOSPHATE SYNTHASE [Arabidopsis thaliana] 
//4.5e-93:537:90//Hs.20218:AA628530 ^ , . 

R-nnnnnnnnnnnn//Homo sapiens antigen NY-CO-16 mRNA, complete cds//0.054:362:60//Hs.1 32206: AF039694 
35 R-HEMBA1 001 636//ESTa//4.9e-53:267:97//Hs.47459:AA7d01 58*. ' 

R-HEMBA1001640//ESTs//2.9e-27:299:72//Hs.65236:AA927623 ,. . 

R-nnnnnnnnnnnn//ESTs, Weakly similar to Mi-2 protein [H.sapiens]//1 .2e-86:442:95//Hs.63888:AA203398 
R-HEMBA1 001 655//ESTS//1 .59-1 01 :516:95//Hs.86541:AA2il 4554 , 
R-HEMBA1001658 * " i ' ' 

40 R-HEMBA1 001 661//Homo sapiens protocadherin 68 (PCH68) mRNA. complete cds//1 .3e-1 6:427:61//Hs.1 0651 1 : 
AF029343 

R-HEMBA1 001 672//Homo sapiens methyl-CpG binding protein MBD3 (MBD3) mRNA, complete cds//1 .4e-93:493: 
92//HS.1 07254: AC005943 ' "'^ 

R-HEMBA1001675 ; ^ " 

45 R-HEMBA1 001 678//Homo sapiens voltage dependent anion channel protein mRNA. complete cds//4.2e-l 03:534: 
94//Hs.7381:AF038962 . ■ r . ' 

R-HEMBA1001681//ESTs//6.0e-49:292:92//Hs.65588:AA523424 ■ - 
R-HEMBA1 001 702//ESTs//9.0e-98: 478 :97//Hs .28661 :AA80591 6 

R-HEMBA1001709//Homo sapiens mRNA for KIAA0698 protein, complete cds//6.3e-98:483:96//Hs.31 720: 
50 AB014598 

R-HEMBA1001711//ESTs//5.8e-83:398:98//Hs.34804:AA51^960 
R-HEMBA1 001 712//ESTs//0.028:202:63//Hs.105790:AA528095' , , 

R-HEMBA1001714//ESTS. Highly similar to ATPASE INHIBITOR, MITOCHONDRIAL PRECURSOR [Rattus nor- 
vegiCUS]//1 .8e-46:236:98//Hs.1 32948: AA1 94452 
55 R-HEMBA1 001718//Small inducible cytokine A5 (RANTES)//8.6e-43:166:88//Hs.155464:AF088219 

R-HEMBA1001723//ESTS, Highly similar to HYPOTHETICAL -TRp-ASP REPEATS CONTAINING PROTEIN IN 
SIS1-MRPL2 1NTERGENIC REGION [Saccharomyces cereivisiae]//7.1e-88:431:96//Hs.29203:AI344105 
R-HEMBA1 001 731//EST//0.25: 1 00:68//Hs.1 491 71 :AI24571 2 ' 
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R-HEMBA1 001 734//Human mRNA for KIAA0355 gene, complete CCls//2.6e-39:366:77//Hs.1 5301 4:AB002353 
R-HEMBA1001744 

R-HEMBA1001745//ESTs//6.6e-05:244:62//Hs.157663:AI358623 

R-HEMBA1001746//EST//4.9e-65:409:88//Hs.124673:AA8581.62 
5 R-HEMBA1001761//ESTs//1.9e-44:315:84//Hs.159510:AA297145 

R-HEMBA1001781//ESTs//3.0e-98:462:99//Hs.60059:AI057306 

R-HEMBA1 001 784//EST//1.0e-12:250:68//Hs.1 52366: AA486721 . . 

R-HEMBA1001791//EST//1 .4e-47:292:89//Hs.163333:AA879053 

R-HEMBA1001800//ESTs//8.4e-37:314:79//Hs.105151 :AA970243 
10 R-HEMBA1001803//ESTs//4.5e-99:465:99//Hs.135159:AI095823 • 

R-nnnnnnnnnnnn//Zinc finger protein 148 (pHZ-52)//0.78:232:57//Hs.112180:AF039019 

R-HEMBA1001808//Homo sapiens mRNA, chromosome 1. specific transcript KIAA0500//9.0e-114:548:98//Hs. 

118164:AB007969 

R-HEMBA1 001 809//EST//3.8e-63:292:89//Hs.1 58591 :AI369334. * 
15 R-HEMBA1001815//Calcium modulating ligancl//1.le-47:299:87//Hs.1 3572: AF068 179 

R-HEMBA1001819//2INC FINGER PROTEIN HF12//1.2e-1 6:259 :69//Hs.155470:X07290 
R-HEMBA1 001 820//ESTs//2.6e-86:404:1 00//Hs.1 1 2881 :AA620707 
R-nnnnnnnnnnnn//ESTs//2.2e-101:480:99//Hs.159940:AA971578 

R-HEMBA1001824//ESTS, Weakly similar to MATRIN 3 [H.sapiens]//6.2e-27:147:97//Hs.23476:AA401210 
20 R-HEMBA1 001 835//EST//0.79:21 6:64//Hs.47437:N52250 

R-HEIVIBA1001844//ESTs//4.7e-62:319:95//Hs.55200:N98513 / • ♦ 
R-HEMBA1 001 847//ESTs//2,3e-1 02:522:95//Hs.20879: AA845446 ... 

R-HEMBA1001861//Homo sapiens mRNA for KIAA061 7 'protein,' complete cds//1.1e-109:553:96//Hs.78946: 
AB014517 

25 R-HEMBA1 001 864//ESTs//7.4e-94:449:99//Hs.1 32776: All 42853 

R-HEMBA1 001 866//Myelin oligodendrocyte glycoprotein {alternative products}//1 .9e-37:357:76//Hs.5321 7: 
Z48051 

R-nnnnnnnnnnnn//ESTs, Weakly similar to trithorax homolog HTX, version 2 [H.sapiens]//2.3e-32:193:94//Hs. 
9489:R84329 

30 R-HEMBA1001888//H.saplens mRNA for urea transporter//2.0e-47:425:78//Hs.66710:X96969 

R-HEMBA1 001896//ESTs/y3.5e-56:274:99//Hs.129018:H03128 ■ 
R-HEMBA1001910 , 

R-HEMBA1001912//ESTS. Weakly similar to III! ALU SUBFAiyjidY^J.WARNING ENTRY !!!! [H.saplens]//1.5e-73: 
347:100//Hs.30991:AA994438 ' '[\ ' 

35 R-HEMBA1001913//ESTS, Highly similar to GCN20 PROTEIN [Saccharomyces cerevisiae]//5.le-57:320:91//Hs. 

91251 :U66685 

R-HEMBA1001915//ESTs//4.9e-88:459:95//Hs.122810:AI273706 ' 
R-HEMBA1001918//ESTs//1.2e-106:505:99//Hs.98518:AI027125 ' ' ' 

R-HEMBA1 001 921 //Homo sapiens germinal center kinase related protein kinase mRNA, complete cds//5.5e-107: 
40 534:96//Hs.154934:AF000145 

R-HEMBA1001939//ESTS. Moderately Similar to llll ALU SUBFAMILY J WARNING ENTRY llll [H.sapiens]//2.9e- 
99:482:98//Hs.96849:AA879470 

R-HEMBA1001940//Human mRNA for KIAA0392 gene, partial cds//5.6e-45:336:82//Hs.40100:AB002390 

R-HEMBA1001942//EST//2.6e-84:397:99//Hs.145444:AI203668,. ; v . 
45 R-HEMBA1001945//ESTs//1.4e-92:437:99//Hs.144565:AI192452 

R-HEMBA1001950//ESTs//3.9e-43:280:88//Hs.84429:N28866 

R-HEMBA1 001960//ESTs//0.040:243:62//Hs.29567:AA640421 ^ 

R-HEMBA1 001 962//ESTs//0.0071 :1 1 3:69//Hs.49792:N70048 " ' 

R-HEMBA1001964//ESTs//3.0e-38:239:87//Hs.158126:W26825. ' 
50 R-HEMBA1001967//Human DNA sequence from clone 341 El 8 on chromosome 6p1 1.2-1 2.3. Contains a Serine/ 

Threonine Protein Kinase gene (presumptive Isolog of a Rat gene) and a novel alternatively spliced gene. Contains 

a putative CpG island, ESTs and GSSs//1 .8e-1 06:51 7:97//Hs.1 1.050: AL031 178 

R-HEMBA1001979//EST//0.039:167:63//Hs.129451:AA993932^ V 

R-HEMBA1 001987//ESTS//3.1 e-44:320:83//Hs. 1 36839: H937 17^.' 
55 R-HEMBA1001991//Human mRNA for KIAA0355 gene, complete cds//9.5e-47:303:88//Hs 

R-HEMBA1 002003//Homo sapiens mRNA for protein phosphatase 2C (beta)//1 .6e-91 :448:97//Hs.5687:AJ005801 

R-HEMBA1002008//ESTs//9.2e-47:297:87//Hs.142314:AA347930 

R-HEMBA1 00201 8//ESTs//9.4e-21 :1 1 8:97//Hs.7871 : AI041 837 . 
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R-HEMBA1002022//Human mRNA for KIAA0075 gene, partial CCls//0.25: 196: 63//HS. 1189:038550 
R-HEMBA1002035//ESTs//7.7e-101:475:99//Hs.8858:AI131538'' ■ 

R-HEMBA1002039//H.sapiensmRNA for phosphoinositide 3-kinase//0.68:256:64//Hs.101238:Y11312 
R-HEMBA1002049//Homo sapiens mRNA for KIAA0563 protein, complete cds//2.4e-51:254:85//Hs. 15731: 
5 AB011135 

R-HEMBA1 002084//EST//0.31 :21 9:60//Hs.1 62396 :AA572764 
R-HEMBA1002092//EST//6.4e-72:342:99//Hs.148533:AI200996 
R-HEMBA1 0021 00//EST//5.6e-38:258:85//Hs.1 03094:W52354 

R-HEMBA1 0021 02//rhiopurlne S-methyltransferase//1 .4e-46:403:79//Hs.51 1 24:AF01 9369 
10 R-HEMBA1002113//Prostaglandin 12 (prostacyclin) synthase //1 .4e-76:280:90//Hs. 6 1333:083402 

R-HEMBA1 00211 9//Homo sapiens OR7E12P pseudogene. complete sequence//1.4e-87:362:94//Hs. 103443: 
AF065854 

R-HEMBA1002125//ESTS, Weakly similar to Y53C12A.3 [C.elegansi//1.7e-1 6:94:1 00//Hs.107747:AI357868 
R-HEMBA1002139//H.sapiens mRNA for nebulin//0.0019:68:88//Hs.83870:X83957 
15 R-HEMBA1002144//ESTs//3.1e-30:259:72//Hs.141575:AA211734 
R-HEMBA1 002150//ESTS//7.1 e-1 05:543:95//Hs.32275:AA595199 

R-HEMBA1002151//ESTs//2.2e-35:178:100//Hs.77703:Wl9642 
R-HEMBA1002153//EST//4.5e-49:458:77//Hs.141708:W44337 

R-HEMBA1002160//Homo sapiens nephrocystin (NPHPi)' mRNA, partial cds//1 .4e-36:400:75//Hs.75474: 
20 AF023674 

R-HEMBA1002161//Homo sapiens EVI5 homolog mRNA, complete cds//1.9e-33:294:77//Hs.26929:AF008915 
R-HEMBA1002162//ESTs//1.0e-47:317:85//Hs.48919:N64043 • 
R-HEMBA1 002166//Thromboxane A2 receptor//6.8e-46:296:8;l//Hs,89887:O38081 
R-HEMBA1 0021 77//EST//2.6e-42:21 5:99//Hs.1 1 6880:AA662457 
25 R-HEMBA1 0021 85//Homo sapiens class-l MHC-restricted T cell.associated molecule (CRTAM) mRNA, complete 

Cds//6.0e-42:419:73//Hs.159523:AF001622 ' ' " ' 

R-HEMBA1002189//Homo sapiens mRNA for KIAA0792 protein, complete cds//1 .4e-29:244:72//Hs.119387: 
AB007958 

R-HEMBA1 0021 91//ESTs//2.6e-31 :275:66//Hs.1 33852: Al 076357 
30 R-HEMBA1002199//HumanLine-1 repeat mRNA with 2 open reading frames//4.3e-84:557:84//Hs.23094:M1 9503 

R-HEMBA1002204//EST//0.00057:113:71//Hs.144868:AI202342 . • 
R-HEMBA1002212//ESTs//1.5e-48:277:93//Hs.104741:AI393315 
R-HEMBA1 00221 5//ESTs//1.1e-23:158:90//Hs.1 52529: AA897151 

R-HEMBA1002226//Homo sapiens mRNA for KIAA0706 protein, complete cds//5.1e-21:230:75//Hs. 139648: 
35 AB014606 ' . 

R-HEMBA1002229//Homo sapiens growth suppressor related (OOC-1 R) mRNA, complete cds//1 .5e-47:238:98// 
Hs.25664:AF089814 

R-HEMBA1 002237//ESTs//6.9e-35:357:76//Hs. 1 1 651 8:AA653202 

R-HEMBA1002253//EST//6.0e-19:125:81//Hs.140596:AA829426 
40 R-H EM BA1 002257 [■ 

R-HEMBA1 002267//ESTS. Weakly similarto HYPOTHETICAL 27.8 KO PROTEIN IN VMA7-RPS31 A INTERGEN- 

10 REGION [S.cerevisiaeV/1 .3e-31:201:91//Hs.114673:W72675.,. 

R-HEMBA1 002270//ESTs//4.6e-1 00:483: 97//HS. 34940: AI2643 14" 

R-HEMBA1 002321//ESTs//2.3e-85:403:99//Hs,1 20388: AA723595 
45 R-HEMBA1 002328//ESTS//1 .30-90:423:1 00//HS.1 1 7936:AI2868l 8' ' ' ' 

R-HEMBA1002337//ESTs//87e-24:147:93//Hs.9893:AA007679^^^^ . 

R-HEMBA1002341//Homo sapiens mRNA for KIAA0771 !; protein, partial cds//7.8e-130:642:96//Hs.6162: 
AB018314 

R-HEMBA1 002348//ESTs//5.0e-71 :387:93//Hs,30494:H04822 ■ 
50 R-HEMBA1 002349//EST&//9.7e-88:420:98//Hs. 1 32972: AA543b94 

R-nnnnnnnnnnnn//Homo sapiens chromosome-associated protein-E (hCAP-E) mRNA. complete cds//3.9e-123: 

661 :93//Hs. 1 1 9023:AF092563 

R-HEMBA1002381//ESTs//1.3e-73:352:99//Hs.56121:AA781435 
R-HEMBA1002389//EST//2.3e-05:132:69//Hs.37558:H58237 
55 R-HEMBA1 002417//Homo sapiens chromosome 19, cosmid R28784//3.9e-63:358:91//Hs.25527:AC005954 

R-HEMBA1 00241 9//ESTS. Weakly similarto APK1 antigen [H;sap.iens)//5.6e-87:429:96//Hs.13209:AI417849 
R-HEMBA1 002430//ESTS//0.1 0:388:57//Hs.1 1 9238AA476267 

R-HEMBA1002439//Human mRNA for KIAA0080 gene, partial cds//2.0e-22:181:80//Hs.74554:D38522 
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R-HEMBA1 002458//ESTS//1 .8e-88:448:95//Hs.97914:AA76?069 
R-HEMBA1 002460//Catalase//0.67:31 4:60//Hs.76359:X04085 " ; 
R-HEMBA1 002462//EST//0.032:44:88//Hs.1 61 536:N80395 

R-nnnnnnnnnnnn//ESTs, Weakly similar to F08G12.1 [C.elegans)//5.4e-95:488:95//Hs.108115:AA582193 
5 R-HEMBA1 002477//Homo sapiens KIAA0395 mRNA, partial cds//2.5e-37:281 :80//Hs.43681 :AL022394 

R-HEMBA-1002486//Small inducible cytokine A5 (RANTES)//1...1 6:49:311 :88//Hs. 155464: AF08821 9 

R-HEMBA1 002495//ESTS//1 .2e-94:457:9a//Hs.421 40:AI1 88995 

R-HEMBA1 002498//ESTS//1 .76-35 :240:78//Hs. 11 9871 :AA7051 33 ' 

R-HEMBA1 002503//ESTs//2.3e-1 4:64:85//Hs.1 401 90: AA701 449 
10 R-HEMBA1 G02508//ESTs//0.00057:160:62//Hs.1 49661 :AA872990 

R-nnnnnnnnnnnn//Homo sapiens mRNA for histone deacetylase-like. protein (JM21)//2.3e-113:456:92//Hs.6764: 

AJ011972 

R-HEMBA1 00251 5//EST//1 .0:1 53:63//Hs.1 1 8045:N51 71 5 

R-HEMBA1002538//Homo sapiens mRNA for KIAA0454 protein, partial cds//5.1e-106:564:93//Hs.1 29928: 
15 AB007923 

R-HEMBA1 002542//ESTS//1 .06-1 01 :539:93//Hs. 93872: AA524700 

R-HEMBA1002547//EST//8.7e-27:151:96//Hs.132145:AI041804 

R-HEMBA1002552//EST//5.9e-49:335:85//Hs.149580:AI281881 

R-HEMBA1 002555//ESTS//1 .1 6-77:461 :91//Hs.38750:N30012 
20 R-HEMBA1 002558//Homo sapiens 4F5S mRNA. complete i;d^//1 .3e-42:264:89//Hs.32567:AF07351 9 

R-HEMBA1 002561//Small inducible cytokine A5 {RANTES)//6;4e-40:196:78//Hs.155464:AF088219 

R-nnnnnnnnnnnn//Homo sapiens protein associated with Myc mRNAvcomplele cds//1 .4e-1 20:587:97//Hs.l 5141 1 : 

AF075587 ' ^- V;; . . 

R-HEMBA1002583//ESTs//7.1e-79:410:95//Hs.21599:AA478964'; ' . ' ' 

25 R.HEMBA1002590//EST//3.3e-54:278:97//Hs.138637:N20838 

R-HEMBA1002592//ESTs//2.6e-44:500:74y/Hs.110934:N26055'^5*V'' ' . 
R-HEMBA1 002621 ^ ■ " 

R-HEMBA1002624//Homo sapiens mRNA for KIAA0808^ prdteih; complete cds//2.2e-77:380:97//Hs.91338: 
AB018351 

30 R-HEMBA1 002628//ESTs//0.0020:1 67:66//Hs.140605:AA83088T 

R-HEMBA1 002629//ESTS//0.0001 4:50: 1 00//Hs. 1191 32: AA39871 5 
R-HEMBA1 002645//EST//2.1e-37:285:82//Hs.141728:W7304r: 
R-HEMBA1002651//EST//2.2e-23:374:69//Hs.139357:AA420970 i 

R-HEMBA1 002659//Human 53K isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, com- 
as piete cds//1 .56-53:406:81 //Hs.108966:U48696 

R-HEMBA1002661//Homo sapiens mRNA for KIAA0764 protein, complete cds//1.1e-41:296:84//Hs.6232: 
AB018307 

R-HEMBAl002666//EST//4.4e-09:79:88//Hs.72015:AA1519*45 ' 

R-HEMBA1002678//EST, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.saplens]//7.6e- 
40 1 04:560:92//Hs.161748:T64896 

R-nnnnnnnnnnnn//EST//0.15:136:69//Hs.129570:AA995396 

R-HEMBA1 00268a//r-CELL SURFACE PROTEIN TACTILE PR ECU RSOR//0.16:247:62//Hs.1 42023 :M88282 
R-HEMBA1 002696//ESTs//3.5e-94:529:92//Hs.1 6725:AA1 96477 

R-HEMBA1 00271 2//Homo sapiens mRNA for KIAA0772,- protein/ complete cds//6.0e-46:302:86//Hs.15519: 
45 AB018315 

R-HEMBA1 00271 6//ESTS//1 .3e-109:555:96//Hs.9812:AA1478i34 

R-HEMBA1002728//Homo sapiens mRNA for KIAA0621 protein,, partial cds//3.8e-37:287:81//Hs. 132942: 
AB014521 

R-HEMBA1 002730//ESTS//1 .26-95 :488:95//Hs.22030:AA521 1 68 
50 R-HEMBA1002742//ESTS//1 .06-91 :437:99//Hs.139987:AA652H'63''\ 

R-HEMBA1 002746//ESTs//4.4e-97:468:98//Hs.1 29903: AA576526 
R-HEMBA1 002748//ESTs//5.0e-98:475:98//Hs.125461 :AI375792 
R-HEMBA1 002750//ESTS//1 .6e-42:223:97//Hs.40460:N36090,.,. •,. 

R-HEMBA1002768//Homo sapiens mRNA for KIAA0554 ^p>rdtein, partial cds//4.0e-106:545:95//Hs.74750: 
55 AB011126 * n - ■; 

R-HEMBA1 002770//EST//0.34:294:59//Hs.43091 :N22127 
R-HEMBA1 002777//ESTsV3.0e-85:31 6:98//Hs.1 7537:C06491 

R-HEMBA1 002779//Human mRNA for KIAA0013 gene, complete cds//0.25:342:58//Hs.48824:D87717 

i j . 
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R-HEMBA1002780//Homo sapiens DEC-205 mRNA, complete CCls//4.2e-46:449:75//Hs.153563:AF011333 
R-HEMBA1 002794//ESTS//1 .2e-1 1 5:559:97//Hs. 79741 :AI279769 
R-HEMBA1 002801//EST//0.00049:287:60//Hs.126466:AA913320 

R-HEMBA1 00281 0//Homo sapiens formin binding protein 21 mRNA. complete cds//1 .4e-11 6:559 :97//Hs.28307: 
5 AF071185 

R-HEMBA1 00281 6//Human plectin (PLEC1) mRNA, complete cds//0.28:281:62//Hs.79706:U53204 
R-HEMBA1002826//EST//6,7e-25:134:99//Hs.134683:AI092013 

R-HEMBA1 002833//ESTS, Highly Similar to ribosome-bind'ing protein p34 [R.nofvegicus]//4.3e-25:137:98//Hs. 
5337:AA243757 

10 R-HEMBA1002850//ESTs//0.010:323:57//Hs.18282:W67514 ;" 

R-HEMBA1 002863//ESTS//1 .1 e-67:359:94//Hs. 124699: W27830 
R-HEMBA1 002876//ESTs//0.72:202:62//Hs.144816:AI220827 
R-HEMBA1 a02886//EST//3.2e-85:401 :99//Hs.96580:AA405670 . 

R-HEMBA1 002896//Homo sapiens SH3-contalning adaptor mblecule-l mRNA, complete cds//1 .2e-1 07:541 :95// 
15 Hs.33787:AF037261 

R-HEMBA1 002921 //Human mRNA for KIAA0189 gene, complete cds//0.84:103:71//Hs.95140:D80011 
R-HEMBA1002924//ESTs//3.5e-86:423:98//Hs.27513:N34820 

R-HEMBA1002934//Human mRNA for KIAA0118 gene, partial cds//2.1e-50:308:88//Hs. 154326:042087 

R-HEMBA1 002935//ESTS//1 .0e-73:384:95//Hs.1 181 93:N74481 * 
20 R-HEMBA1 002937//ESTs//0.052:1 67:65//Hs.145504:AI2541 65; . 

R-HEMBA1 002939//ESTS//1 .6e-94:467:97//Hs.9893:AA007679 • , . 

R-HEMBA1 002944//ESTs//2.7e-1 7: 1 76:80//Hs. 1 43768: AA229732 

R-HEMBA1002951//ESTs//37e-119:565:98//Hs.16218:AI190892v- ' - ' 

R-HEMBA1 002954//EST//0.076:285:58//Hs.98706:AA431 085 • 
25 R-HEMBA1002968//Thiopurine S-methyltransferase//1 .96-46:31 4:85//Hs.51124:AF01 9369 

R-HEMBA1002970//EST//0.00050:164:64//Hs.129630:AI0004'05- 

R-HEMBA1 002971//Homo sapiens mRNA for KIAA0679 protein;'partial cds//2.3e-30:1 62:99//Hs.5734:AB01 4579 
R-HEMBA1002973//Small inducible cytokine A5 (RANTES)//5,7e-42:318:81//Hs.155464:AF088219 
R-nnnnnnnnnnnn//ESTs//3.2e-18:102:100//Hs.146255:AA197C)64 
30 R-HEMBA1 002999//ESTS, Moderately similar to lamina associated polypeptide 1 C [R.norvegicus]//7.9e-1 13:560: 

96//Hs.125749:AI377682 

R-HEMBA1003021//Homo sapiens PYRIN (MEFV) mRNA, complete.Cds//3.3e-42:290:85//Hs. 113283:AF018080 
R-HEMBA1003033//ESTs//2.8e-77:417:94//Hs.138860:W47480 
R-HEMBA1003034y/ESTs//3.7e-42:429:74//Hs.1328l8:AI038577 
35 R-HEMBA1 003035//ESTs//0.025:1 56:64//Hs.8473:T40827 

R-HEMBA1 003037//ESTs//0.69:381 :57//Hs.4731 2:AI240366 

R-HEMBAl 003041 //ESTs. Highly similar to PUTATIVE SERINE/THREONINE-PROTEIN KINASE C41C4.4 IN 
CHROMOSOME II PRECURSOR [Caenorhabditis elegansl//5.6e-34:280:79//Hs.114905:AA088442 
R-HEMBA1 003046//Homo sapiens mitochondrial processing peptidase beta-subunit mRNA, complete cds//l .3e- 
40 119:578:97//Hs.44097:AF054182 

R-HEMBA1 003064//ESTs//7.8e-85:41 9:96//Hs.87020: AA706627 

R-HEMBA1 003067//Von Hippel-Lindau syndrome//2.0e-30:29.9:75//Hs.781 60:AF01 0238 

R-HEMBAl 003071 //ESTs//2.3e-74:360:9a//Hs, 1 lZf^\fKkl^\ 903 

R-HEMBA1003077//ESTS, Weakly similar to KIAA0405 [H.sapibns]//1 .1e-90:434:99//Hs.14146:W92235 

45 R-HEMBA1003078//ESTs//5.9e-16:156:77//Hs.142684:AA902402 
R-HEMBAl 003079//ESTS//0.1 6:341 :58//Hs.95923:AI075249 • 

R-HEMBAl 003083//Small inducible cytokine A5 (RANTES)//1.9e-39:284:83//Hs.155464:AF088219 
R-HEMBAl 003086//EST//1 .0e-48:372:82//Hs.1 61 91 7:AA483223 

R-HEMBAl 003096//ESTS. Weakly similar to Mouse 1 9.5 mRNA,. complete cds [M.musculus]//4.2e-1 00:531 :94// 
50 Hs.l04800:AA709155 ' • 

R-HEMBA1 003098//ESTs//4.2e-1 07:537:96//Hs.1 0721 3:AA1 2*1624 
R-HEMBA1003117//ESTs//2.4e-67:331:97//Hs.157158:AI150058 " ' 

R-HEMBAl 0031 29//Human nucleolar fibrillar center protein (AS E-l). mRNA, complete cds//2.le-13:109:88//Hs. 
118717:U86751 ' 
55 R-HEMBAl 003133//ESTS//1 .1 e-34:1 80:98//Hs. 159387: AI370845 

R-HEMBAl 003136//ESTS. Weakly similar to MANNOSE-1 -PHOSPHATE GUANYLTRANSFERASE [Saccharo- 
myces cerevisiae]//9.2e-1 1 4:577:95//Hs.27059:AI08861 5 

R-HEMBAl 003142//Small inducible cytokine A5 (RANTES)//1.1 p-45:285:88//Hs. 155464: AF0882 19 
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R-HEMBA100314a//Homo sapiens mRNA for dachshund proteiri//3.6e-118:586:96//Hs.63931:AJ005670 
R-HEMBA1 0031 66//ESTS//1 .6e-96:479:96//Hs.119940:AA705?33 . 
R-HEMBA1 0031 75//ESTs//2.7e-74:407:92//Hs. 1 391 67: AA71 5389 ' 
R-HEMBA1003197//ESTs//1.6e-68:384:94//Hs.120969:W92000 . . 
5 R-HEMBA1003199//Sjogren syndrome antigen B (autoantigen La)//6,l9:328:57//Hs.837i5:X69804 

R-HEMBA1003202//Homo sapiens mRNA for KIAA0640 protein, partial Cds//1.3e-40:290:83//Hs. 153026: 
AB014540 

R-HEIVIBA1 003204//ESTS//1 .1 9-34:21 5:91 //Hs.1 08090: AA424943 
R-HEMBA1 00321 2//ESTs//1 .98-81 :441 :93//Hs.28471 :W20265 • ' " 
10 R-HEMBA1 003220//ESTS, Weakly similar to MITOCHONDRIAL 40S RIBOSOMAL PROTEIN S28 PRECURSOR 

[S.cerevisiae]//! .6e-40:232:93//Hs. 1 07707:N3281 7 

R-HEMBA10032227/ESTS, Weakly Similar to weak Similarity tp HSP90 [G.elegans]//1.1 6-42:31 0:85//Hs.23294: 
W27666 

R-HEMBA1003229//ESTs//4.8e-18:133:90//Hs.61763:AA0353p5 
15 R-HEMBA1003235//ESTs//7.7e-35:201:78//Hs.163979:AA828834 : • 

R-HEMBA1003250//Homo sapiens p21 -activated kinase 3 (PAK3) mRNA, complete cds//7.4e-05:534:58//Hs. 
1 52663: AF068864 

R-HEMBA1 003257//EST//1 .4e-95:473:97//Hs.32443:H28929 

R-HEMBA1 003273//Small inducible cytokine A5 (RANTES)//2:6e-38:253:86//Hs.155464:AF088219 
20 ^ R-HEMBA1 003276//ESTs//7.6e-55:269:99//Hs.2381 7: AA526392 

R-HEMBA1 003278//ESTs//2.6e-45:301 :71//Hs.51 652: AI084785' . , 
R-HEMBA1 003281 ■ r ' 

R-HEMBA1003291//Homo sapiens mRNA for KIAA0537 protein, complete cds//9.7e-11 7:551 :99//Hs. 12836: 
AB011109 ' . 

25 R-HEMBA1003296//ESTs//4.8e-17:210:72//Hs.44451:AA203266 ' 

R-HEMBA1 003304//ESTs//2.8e-98:468:98//Hs.120849:AI148353 , 
R-HEMBA1 003309//ESTS//1 .8e-97:455:99//Hs.1 1571 :AA71350i\" ' '* ■ 

R-HEMBA1 00331 4//Homo sapiens mRNA for leucine zipper bearing kinase, complete cds//8.9e-113:545:97//Hs. 
124224:AB001872 

30 R-HEMBA1003322//ESTs//4.9e-79:419:95//Hs.138760:N66869'! 

R-HEMBA1003327//Homo sapiens clone 23622 mRNA sequence//1 :4e-16:177:78//Hs.151608:AF052119 

R-HEMBA1003328//H.sapiens mRNA for MACH-alpha-2 proteln//2,1e-43:269:88//Hs.19949:X98173 

R-HEMBA1 003330//Homo sapiens poty(A) binding protein II (PABP2) gene, complete cds//0.66:64:76//Hs.1 1 71 76: 

AF026029 ' . 

35 R-HEMBA1 003348//ESTS//1 .4e-35: 1 85:78//Hs.1 1 7879:H77357 ^ 

R-HEMBA1003369//ESTS, Weakly Similar to F59C6.9 [C.elegans]//3.2e-113:553:97//Hs.65539:A1 148540 

R-HEMBA1003370//ESTs//2.0e-46:319:86//Hs.37573:H5965f . 

R-HEMBA1 003373//ESTs//1.6e-31:136:81//Hs.114849:AI139588 

R-HEMBA1003376//ESTs//3.0e-47:383:80//Hs.138852:AA284247 
40 R-HEMBA1 003380//ESTS, Moderately similar to ALU SUBFAMILY J WARNING ENTRY III! [H. sapiens]//! .Se- 

ll :261:65//Hs. 87578: AM 25363 '^/iVV:'^' 

R-HEMBA1 003384//EST//0.0001 3:82:75//Hs.1 41237:H578475l': ' 

R-HEMBA1 003395//ESTs//5.2e-78:379:98//Hs.1 62208:AA536127. • 

R-HEMBA1 003402//ESTs//8.6e-1 4:1 08:89//Hs.55424:AA774204 
45 R-nnnnnnnnnnnn//ESTs//1.7e-24:188:85//Hs.70266:Z78309^ • • • 

R-HEMBA1 00341 7//ESTs//4:2e-74:396:94//Hs.55220:D1 1563 • ' 

R-HEMBA1 00341 8//ESTS//3.1 e-1 07:545:95//Hs.3494:AI421 013 

R-HEMBA1003433//Homo sapiens nibrin (NBS) mRNA. comple'te.cds//3.2e-115:544:98//Hs.25812:AF058696 

R-HEMBA1 003461//ESTs//2.8e-62:304:99//Hs.1 48747:AI2251 iSfl I 
50 R-HEMBA1 003463//ESTs//2.3e-1 12:549:97//Hs.104627:AA885516 

R-HEMBA1003480//Homo sapiens PYRIN (MEFV) mRNA. complete cds//7.7e-76:529:84//Hs.113283:AF018080 

R-HEMBA1 003528//ESTS//2.1 e-59:31 2:96//Hs.22505:R41 688 ' > 

R-HEMBA1003531//ESTs//2.2e-17:116:93//Hs.140217:AA702760' • ' 

R-HEMBA1 003538//CompIement component CI r//4.7e-25:333:68//Hs.1279:M14058 
55 R-HEMBA1 003545//ESTs//8.7e-89:432:98//Hs.99497:AA77681 7 

R-HEMBA1 003548//EST//0.0091 :274:60//Hs. 1 48336: AA91 1 673 

R-HEMBA1 003555//ESTS, Weakly similar to NUCLEOTIDE-BINDING PROTEIN [H.sapiensl//2.8e-93:495:93//Hs. 
91619:AA552351 ' ' ' ' 
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R-HEMBA1 003556//ESTS//7.1 e-44:406:77//Hs. 1 41 575: AA21 1 734 
R-HEMBA1003560//ESTs//4.0e-34:182:97//Hs.14811:AA434522' * 
R-HEMBA1 003568//ESTs//2.0e-1 01 :486:98//Hs.1 1 8570:AI342058 

R-HEMBA1003569//ESTS, Moderately similar to metastasis-associated gene [H.sapiens]//4.0e-63:343:93//Hs. 
5 58598:AA625440 

R-HEMBA1 003571//Homo sapiens clone 23632 mRNA sequence//3.7e-47:338:84//Hs.4691 8: AF052099 

R-HEMBA1 003579//EST//0.00057:239:60//Hs.1 62828:AA643892 

R-HEMBA1 003581//ESTs/y2.6e-1 0:11 8:79//Hs.44856:N37065 

R-HEMBA1 003591//ESTs//2.4e-96:460:98//Hs.128741 :AI244212 
10 R-HEMBA1 003595//Human mRNA for KIAA011 8 gene, partial cds//1 .7e-48:421 :78//Hs.1 54326 :D42087 

R-HEMBA1 003597//EST//1 .66-38:31 3: 80//HS.1 60911 :AI37r042 

R-HEMBA1003598//ESTs//0.0085:273:61//Hs.145333:AI251374 

R-HEMBA1003615 

R-HEMBA1 00361 7//ESTs^/1 .Oe-1 1 1 :574:95//Hs.4552:W681 67 . * 
15 R-HEMBA1 003621//EST//1 .7e-31 :288:78//Hs.1 40909:R49387 

R-HEMBA1003622//EST//1.1e-46:468:75//Hs.139093:AA1 66888 ' 
R-HEMBA1 003630//ESTS//1 .4e-21 :41 1 :69//Hs.1 28729:AA973021 

R-HEMBA1003637//ESTS, Weakly similar to III! ALU SUBFAMILY SB WARNING ENTRY III! [H.sapiens]//9.3e-24: 
1 89:84//Hs.142208:AA209438 
20 R-HEMBA1 003640//ISLET AMYLOID POLYPEPTIDE PRECURSOR//2.5e-42:332:81//Hs.51048:X68830 

R-HEMBA1 003645//ESTs//2.4e-77:423:94//Hs.99539:R59010' 
R-HEMBA1 003646//ESTs//2.6e-98:549:91//Hs.96427:AA1 51 783 

R-HEMBA1 003656//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//5.6e-44:245:77//Hs. 
67619:AB0a7957 ' '^7 , 

25 R-HEMBA1 003662//Human TBX2 (TXB2) mRNA, complete' cds//2. 6 e-1 7:144:84//Hs.32931 :U28049 

R-HEMBA1003667//Famesyltransferase. CAAX box, beta//1.3e;22:l7d:88//Hs.117596:L00635 
R-HEMBA1003679//ESTS. Weakly similar to trithorax homblog HTX, version 2 [H.sapiens]//4.1e-87:434:97//Hs. 
9489:R84329 ' '* * 

R-HEMBA1003680//Human DNA-binding protein (HRC1) mRNA, complete cds//0.86:315:61//Hs.72925:M91083 
30 R-HEMBA1003684//ESTS. Highly similar to ZINC FINGER PROTEIN 7 [Homo sapiens]//1.1e-101:528:95//Hs. 

22934: AA581 379 

R-HEMBA1003690//ESTs//0.0021:119:69//Hs,98641:AA429916 * 

R-HEMBA1003692//Human cytochrome P450-IIB (hllB3)lmRNA, complete cds//2.0e-43:360:80//Hs.1 10194: 
M29873 

35 R-HEMBA1 00371 1//ESTS//1 .0e-70:375:94//Hs.1 50407:AI279064 

R-HEMBA1 00371 4/A/ASOACTIVE INTESTINAL POLYPEPTIDE RECEPTOR 1 PRECURSOR//0.94:367:62//Hs. 
1139:X77777 

R-HEMBA1 00371 5//Homo sapiens PYRIN (MEFV) mRNA, cbrfifijete cds//5.1e-77:299:85//Hs.113283:AF0 18080 
R-HEMBA1003720//Homo sapiens TWiK-related acid-sensitive*k+ channel (TASK) mRNA, complete cds//l.2e- 
40 33:377:74//Hs.24040:AF006823 ' . . 

R-HEMBA1 003725//ESTs//3.8e-1 03:481 :99//Hs.1 2251 8:AA778847 
R-HEMBA1 003729//ESTs//2.5e-51 :277:95//Hs.26270:AA258839 ' " 
R-HEMBA1 003733//ESTS//1 .9e-69:350:96//Hs.1 39278: AA702592 

R-HEMBA1003742//ESTS, Moderately similar to T13H5.2 [C.elegans)//4.6e-70:348:96//Hs. 11 282: All 47040 
45 R-HEMBA1 003758//ESTS//1 .7e-52:306:85//Hs.l 38852: AA284247" - • 

R-HEMBA1 003760//ESTs//7.4e-76:420:93//Hs.26501 :H05089 , 

R-HEMBA1003773//ESTS, Highly similar to SIGNAL RECOGNITION PARTICLE RECEPTOR BETA SUBUNIT 
[Musmusculus]//1.9e-77:364:100//Hs.12152:AA156214 : -r-u .' 

R-HEMBA1 003783//ESTS, Weakly similar to 001 H6.7 [C,elegans]//2.1 e-1 01 :558:93//Hs.1 81 71 :AA524327 
50 R-HEMBA1003784//EST//0.83:127:62//Hs.144002:F01600 

R-HEMBA1 003799//EST//9.7e-30:362:71//Hs.156577:AA860236 

R-HEMBA1 003803//ESTS. Weakly similar to Y53C12A3 [C.elegans]//2.8e-16:93:100//Hs.107747:AI357868 
R-HEMBA1 003804//lnterleukin 15//0.13:227:62//Hs.1 11867;AB607295 
R-HEMBA1003805//ESTs//0.029:199:65//Hs.91582:T25344 /. 
55 R-HEMBA1003807//EST//2.4e-13:137:81//Hs.145645:AI2641.63 " " . • 

R-HEMBA1 003836//Small Inducible cytokine A5 (RANTES)//3.2e-39:284:83//Hs.155464:AF088219 
R-HEMBA1003838//ESTS, Weakly similar to NADH-UBIQUINONE 0X1 DO REDUCTASE CHAIN 2 [Paramecium 
tetraurella)//6.5e-71 :357:96//Hs.1 07573:AA524333 ' ** ' ' ' 
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R-HEMBA1 003856//ESTs//8.2e-20:266:71//Hs.48312:N681 61 
R-HEMBA1 003864//ESTS//1 .6e-99:528:93//Hs.26890:AA449033 
R-HEMBA1003866//POLYPOSIS LOCUS PROTEIN 1//0.30:146:64//Hs.74648:M73547 

R-HEMBA1 003879//EST. Weakly similar to DNA-REPAIR PROTEIN COMPLEMENTING XP-A CELLS [Homo sa- 
5 piens]//2.1 e-59:295:98//Hs. 1 61 661 :AA1 6691 1 

R-HEMBA1 003880//Homo sapiens Clone 24760 mRNA sequence//3.8e-34:286:79//Hs.61 408: AF070621 

R-HEMBA1003885//ESTs//4.6e-50:293:90//Hs.142314:AA347930 

R-HEMBA1003893//Calcium modulating ligancl//2.1e-43:294:86//Hs.13572:AF068179 

R-HEMBA1 003902//ESTS//1 .8e-43:300:85//Hs. 14681 1 :AA41 0788 
10 R-HEMBA1 003908//ESTs//3.5e-91 :477:94//Hs.6638:AA5361 87 , 

R-HEMBA1003926//ESTs//7.9e-44:294:87//Hs.164036:AA845659 

R-HEMBA1 003937//Homo sapiens mRNA for KIAA0585 protein, partial Cds//3.5e-48:276:81//Hs.72660:AB01 11 57 
R-HEMBA1 003939 

R-HEMBA1 003942//ESTS//1 .6e-81 :428:94//Hs.5041 8:AA524669 
15 R-HEMBA1 003950//ESTS//8.1 e-54:283:95//Hs.1 45528: AI261 545 

R-HEMBA1 003953//ESTs//3.8e-30:194:89//Hs.99681 :AA504591 . 

R-HEMBA1003958//ESTs//4.0e-45:394:77//Hs.l41602:N63562 

R-HEMBAl003959//ESTs//5.2e-28:197:86//Hs.9951 :W56253 

R-HEMBA1003976//ESTs//2.0e-29:232:84//Hs.1 33947: AI074525: 
20 R-HEMBA1 003978//ESTs//3.2e-1 1 5:549:98//Hs.76798:AI050882 

R-HEMBA1003985//ESTS, Weakly similar to IM! ALU SUBFAMILY J WARNING ENTRY Ml! [H.sapiensl//2.2e-91: 

448:97//Hs.117834:AA766771 

R-HEMBA1 003987//ESTS//8.1 e-36:1 93:88//Hs. 1 51 844:N92756 

R-HEMBA1003989//Human mRNA for KIAA0241 gene, partial cds//3.6e-43:360:81//Hs.1 50275:087682 
25 R-HEMBA1004000//EST//5.5e-62:308:97//Hs.50438:N74105 

R-HEMBA1004011//ESTs//8.6e-85:431:96//Hs.36185:R99899 

R-HEMBA1 00401 2//ESTs//1 .3e-40:309:83//Hs.1 40329:AA71 401 1 

R-HEMBA1 00401 a7ESTs//5.1 e-97:453:99//Hs.1 11 446:AI333774' 

R-HEMBA1004024//ESTs//5.2e-19:159:79//Hs.138856:H47461 * 
30 R-HEMBA1 004038//ESTS//1 .3e-41 :346:79//Hs.146173:AA906191 ' 

R-HEMBA1004042//ESTS//0.001 2:201 :69//Hs.24248:AA528253 

R-HEMBA1004045//ESTS, Weakly similar to putative p150 [H.sapiens]//1.5e-22:365:70//Hs.99692:AA811804 

R-HEMBA1 004048//ESTs//9.5e-1 04:497:98//Hs.77735:A1 1 254^9 " 

R-HEMBA1004049//HEAT SHOCK 70 KD PROTEIN 1//6.3e-31 :176:96//Hs.8997:M11717 
35 R-HEMBA1 004055//ESTS//1 .7e-1 1 5:577:96//Hs.59503:W63754 

R-HEMBA1004056//Homo sapiens PYRIN (MEFV) mRNA, cortiplete cds//5.2e-78:577:82//Hs.113283:AF018080 

R-HEMBA1004074//EST//1.0:152:61//Hs.149093:AI243988 . 

R-HEMBA1004086//ESTs//4.0e-53:266:98//Hs.34658:N98652 

R-HEMBA1004097//ESTs//4.4e-46:279:91//Hs.110533:H16251 
40 R-HEMBA1 004131//Human mRNA for KIAA0128 gene, partial cds//3.0e-43:534:69//Hs.90998:D50918 

R-HEMBA1004132//ESTs//4.6e-47:316:86//Hs,141602:N63562 ■ . 

R-HEMBA1 004133 i^^';' 

R-HEMBA1 0041 38//EST//1 .76-08:21 1:64//Hs.1 291 89:AA98873l6 . 

R-HEMBA1004143//ESTs//4.0e-25:137:97//Hs.21307:AA203320 
45 R-HEMBA1004146//Small inducible cytokine A5 (RANTES)//4:ie-27:191:86//Hs.155464:AF088219 

R-HEMBA1 0041 50//GRANCALCIN//0.99:357:59//Hs.79381 :M81 637 * 

R-HEMBA1 004164//Human mRNA for KIAA0118 gene, partial cds//9.5e-47:313:84//Hs. 154326:042087 
R-HEMBA1004168//Homo sapiens geminin mRNA. complete cds//7.7e-112:563:96//Hs.59988:AF067855 
R-HEMBA1004199 
50 R-HEMBA1 004200//EST//3. 1 e-89:441 :97//Hs.1 41 1 73:R977p1 

R-HEMBA1004202//ESTS, Weakly similar to GTP-BINDING PROTEIN YPTM1 [Zea mays]//1.7e-107:552:94//Hs. 
10092:A1 189282 ' 

R-HEMBA1004203//Homo sapiens mRNA for KIAA0618 protein, complete cds//1.5e-96:275:98//Hs. 15832: 
AB014518 

55 R-HEMBA1 004207//Leptin receptor//l .1e-117:573:97//Hs.54515:U50748 

R-HEMBA1004225//EST//9.7e-34:186:95//Hs.137567:R206i7* ' ' 

R-HEMBA1004227//ESTS, Moderately Similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY !l!![H.sapiensl//4.0e- 
16:117:91//Hs.92033:AA255832 ' • ' 
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R-HEMBA1 004238//Human mRNA for KIAA0355 gene, complete Cds//3.0e-46:338:83//Hs.153014:AB002353 
R-HEMBA1 004241//ESTS//1 .3e-1 0:93:87/AHs.1 3751 1 : AA456389 

R-HEMBA1 004246//Homo sapiens LIM protein mRNA. complete cds//2.7e-43:511:72//Hs.154103:AF061258 
R-HEMBA1004248//ESTS, Highly similar to INSULIN-INDUCED GROWTH RESPONSE PROTEIN CL-6 [Rattus 
5 norvegiCUS]//2.1e-61:221:86//Hs.7089:W37284 

R-HEMBA1 004264//ESTS//1 .5e-80:425:95//Hs.1 07206 :AA234962 

R-HEMBA1 004267//ESTS, Moderately similar to III! ALU SUBFAMILY SP WARNING ENTRY III! [H.sapiens]//1 .4e- 
89:465:95//Hs. 1 1 3660:02001 8 

R-HEMBA1004272//ESTs//4.5e-111:577:94//Hs.115696:N57331 ' 
10 R-nnnnnnnnnnnn//Homo sapiens clone 617 unknown mRNAf. complete sequence//1.4e-111:553:96//Hs.93677: 
AF091081 *: ' ■ 

R-HEMBA1 004276//ESTS, Highly simllarto BETA-ADAPTIN [Homo sapiens; Rattus norvegicus; Bos taurus]//4.4e- 
92:559:89//Hs.28298:AA203228 

R-HEMBA1 004286//Homo sapiens TGF beta receptor associated protein-1 mRNA, complete cds//6.2e-1 08:538: 
15 97//Hs.101766:AF022795 

R-HEMBA1 004289//Sulfotransferase, dehydroepiandrosterbrie (DHEA) -preferring//1 .7e-34:223:75//Hs.81 884: 
U13061 

R-HEMBA1004295//ESTS, Weakly similar to weakly similar to ANK repeat region of Fowlpox virus BamHI-orf7 

protein [C.elegans]//3.6e-93:496:94//Hs.14337:AA534961 
20 R-HEMBA1 004306//ESTs//3.4e-26:363:68//Hs.70279:AA757426 ■ 

R-HEMBA1004312//ESTs^/4.8e-64:351:94//Hs.138611:H82679 '' : ' 

R-HEMBA1004321//Zinc finger protein 44 (KOX 7)//2.6e-37:415:64//Hs.51199:X16281 

R-HEMBA1 004323//ESTS//2.1 e-40:280:70//Hs.153300:AA928904 

R-HEMBA1004327//ESTs//3.8e-72:343:99//Hs.151708:AA554714 
25 R-HEMBA1004330//ESTs//4.0e-52:270:97//Hs.24654:AA456561 ' 

R-HEMBA1004334//ESTs//1.6e-46:234:98//Hs.47159:AI31023Y; ' 

R-HEMBA1 004335//ESTS//1 .9e-25:250:76//Hs.1 55880: AA703336 

R-HEMBA1 004341//ESTs//3.7e-1 01 :480:98//Hs. 69321 : AA633240 

R-HEMBA1004353//Homo sapiens mRNA for c-myc binding prdtein, complete cds//1 .3e-75:444:90//Hs. 80686: 
30 D89667 

R-HEMBA1004354//Human mRNA for KIAA0355 gene, complete OdS//5.9e-39:286:83//Hs. 15301 4:AB002353 
R-HEMBA1004356//SINGLE-STRANDED DNA-BINDING- PROTEIN^ MSSP-1//1 .3e-107:576:93//Hs.55458: 
X77494 

R-HEMBA1 004366//ESTs//2.3e-94:524:91//Hs.1 11496:AA652869 
35 R-HEMBA1 004372//EST//0.27:l 98 :60//Hs.1 62665: AA605057 

R-HEMBA1 004389//ESTS//4.1 e-1 02:490:98//Hs.1 53708: AA687264 • 
R-HEMBA1004394//ESTS//1 .50-94:471 :96//Hs. 151 647: AA002p84 , 

R-HEMBA1 004396//Small inducible cytokine A5 (RANTES)//6'2ei41:285:83//Hs.155464:AF088219 
R-HEMBA1004405//ESTs//2.0e-44;329:83//Hs.136839:H93717.. 
<o R-HEMBA1 004408//ESTS, Weakly Similar to homologous to mouse Rsu-1 [H.sapiens]//6.1 e-89:420:99//Hs.88365: 
AA648933 

R-HEMBA1 004429//ESTS, Weakly similar to homeotic protein protein zhx-1 [M.musculus]//3.0e-l12:552:96//Hs. 
12940:AI123518 

R-HEMBA1 004433//Human Line-1 repeat mRNA with 2 open reading frames//2.9e-32:463:68//Hs.23094:M19503 
45 R-HEMBA1 004460//ESTs//2.0e-1 04:574:93//Hs.46848:AA1 95829 

R-HEMBA1 004461//ESTs//2.9e-1 02:503:98//Hs.1 6370:AA01 7033 

R-HEMBA1004479//ELK1, member of ETS oncogene family//1 .1e:45:310:75//Hs.116549:AL009172 
R-HEMBA1 004482//ESTS//9.1 e-05:322:62//Hs. 34489 :AA7593b6 • ' ' 
R-HEMBA1 004502//ESTs/^/6.9e-'1 1 2:566:96//Hs.93985:N50d34 
50 R-HEMBA1 004506//EST//5.3e-59:456:80//Hs.72412:AA1 60941 . 

R-HEMBA1 004507 ' 

R-HEMBA1004509//ESTS. Moderately similar to HYPOTHETICAL 52.2 KD PROTEIN IN MPR1-GCN20 INTER- 
GENIC REGION [Saccharomyces cerevisiae]//2.9e-82:262:99//Hs.l2820:AA004271 

R-HEMBA1 004534//ESTS, Highly similar to ENDOTHELIAL AdxlN^BINDING PROTEIN [Homo sapiensJ/ZI .1 e-43: 
55 281 :89//Hs.58414:AA1 96947 . . / 

R-HEMBA1 004538//EST//3.3e-1 5:270:71//Hs.1 36667:AA707972 
R-HEMBA1 004554 

R-HEMBA1 004560//ESTs//8.2e-25: 1 79:88//Hs.96560:W22924 
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R-HEMBA1 004573//ESTS, Moderately similar to ALR [H.sapien^l//.1,:0:305:60//Hs.30272:AA134913 
R-HEIVIBA1 004577//ESTs//7.9e-50:31 9:89/A^S.22660:AA582243• > : 
R-HEMBA1004586//ESTs//2.6e-73:384:96//Hs.9582:R39769 
R-nnnnnnnnnnnn//ESTs//6.0e-22:190:82//Hs.42530:N41661 ' 
5 R-HEMBA1 00461 0//ESTS//1 .2e-91 :438:98//Hs.47823:AA780767 . 

R-HEMBA1 00461 7//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//4.6e-52:327:85//Hs. 
1 59897: AB007970 

R-HEMBA1 004629//ESTs//2.3e-1 9:21 5:76//Hs.1 11 995:AI37591 5 ' 

R-HEMBA1 004631//ESTs//3.6e-99:470:98//Hs.49303:AA81 0785 
10 R-HEMBA1004632//ESTs//1.0:128:66//Hs.159182:AA831152 

R-HEMBA1 004637//ESTS, Highly similar to HYPOTHETICAL 83,6 KD PROTEIN R05D3.2 IN CHROMOSOME Hi 

[Caenorhabditiselegans]//4.8e-111:532:98//Hs.12263:AA282393 

R-HEMBA1 004638//ESTS//1 .2e-66:341 :95//Hs.l 22687 :AI 278454 

R-HEMBA1 004666//ESTS//2.1 e-65:333:96//Hs.98873:AA625442 
IS R-HEMBA1 004669//ESTs//0.00039:1 1 6:74//Hs.1 38725:N76348 > 

R-HEMBA1 004670//ESTS//1 .7e-1 6:11 6:89//Hs.56825:AI057560. . 

R-HEMBA1004672//EST//6.7-e-76:315:97//Hs.20821:R19368'" . • 

R-HEMBAl004693//ESTs//6.4e-68:327;99//Hs.159066:AI093252 

R-HEMBA1004697//ESTs//9.3e-98:467:98//Hs.62637:AA043562 
20 R-HEMBA1004705//EST//0.0034:271:58//Hs.112503:AA599042^:': 

R-HEMBA1 004709//EST//1 .3e-55:392:85//Hs.149580;AI281 881 

R-HEMBA1 00471 1//Small inducible cytokine A5 (RANTES)//1.9^e-47:449:76//Hs.155464:AF088219 
R-HEMBA1004725//EST//1.8e-71:424:88//Hs.155712:AI30d235b: 

R-HEMBA1004730//Homo sapiens clone 23892 mRNA sequ^ncer//2.1e-44:467:73//Hs.91916:AF035317 
25 R-HEMBA1 004733//EST//0.99:84:65//Hs.1 61 372:AI4231 51 ' 

R-HEMBA1 004734//ESTS//1 .80-82:421 :96//Hs.21275:N73275 ' 

R-HEMBA1 004736//Ataxia telangiectasia mutated (includes complementation groups A, C and D)//9.5e-39:296: 

82//Hs.51187:U82828 ^V' ' 

R-HEMBA1 004748//ESTS//1 .7e-43:166:86//Hs.37573:H59651 ' • * 
30 R-HEMBA1 004751//ESTs//8.0e-23:155:88//Hs.149464:AI27'9428 

R-HEMBA1 004752//Thromboxane A2 receptor//2.7e-45:281 :89//Hs.89887:D38081 

R-HEMBA1004753//40S RIBOSOMAL PROTEIN S20//8.3e-67:475:84//Hs.8102:L06498 

R-HEMBA1004756//ESTs//2.0e-81:384:99//Hs.129545:N68679;- , ^ 

R-HEMBA1 004758//EST//2.0e-43:367:80//Hs.1 33006:AI049504' 
35 R-HEMBA1 004763//ESTs//2.0e-1 08:567:94//Hs.3757:W87380 

R-HEMBA1004768//ESTS, Weakly similar to RETROVIRUS-RELATED POL POLYPROTEIN [Mus musculus]// 

1 .4e-47:379:81//Hs.141 273:H66705 ■ ' 

R-HEMBA1004770//ESTs//0.0014:246:61//Hs.124857:AA687092 

R-HEMBA1004771//ESTs//1.1e-12:323:63//Hs.124146:AA699633 
40 R-HEMBA1004776//ESTs//2.5e-112:567:95//Hs.12680:W74476' 

R-HEMBA1 004778//ESTS//1 .4e-33:272:75//Hs. 1411 23: AA848 1 67 . 

R-nnnnnnnnnnnn ' v 'r. 

R-HEMBA1004803//ESTs//1.0e-48:319:86//Hs.139231:W87732, / , 

R-HEMBA1 004806 "X^^ ^' 

45 R-HEMBA1004807//ESTs//6.2e-77:362:100//Hs.140945:N47676^ ' ' " 

R-HEMBA1 00481 6//EST//4.3e-18:246:72//Hs.150552:AI053784:'"'' 

R-HEMBA1004820//Human arglnine-rich nuclear protein < rnRNA, complete cds//5.0e-l4:141:85//Hs.805l0: 

M74002 . 

R-HEMBA1 004847 
50 R-HEMBA1 004850//ESTS//1 .2e-83:395:99//Hs.30925: AA5771 20 . 

R-HEMBA1 004863//ESTs//7.5e-21 :204:79//Hs.35036:H95267 . ' ' ' 

R-HEMBA1 004864 • ' 

R-HEMBA1004865//EST//6.7e-18:191 :75//Hs.1 29944: AA429362 ' 

R-HEMBA1 004880//EST//4.4e-70:346:98//Hs.145094:AA452409 ■ • 
55 R-HEMBA1004889//ESTs//4.8e-117:496:97//Hs.15641:W63676. : 

R-HEMBA1 004900//ESTS//1 .2e-15:283:6a//Hs.1 57606: AI357470 

R-HEMBA1 004909//ESTs//7.3e-44:366:79//Hs.140329:AA71401 1 

R-HEMBA1 004918//Human mRNA for KIAA0392 gene, partial. cds//4.6e-50:313:89//Hs.401 00: AB002390 
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R-HEMBA1004923//ESTs//0.013:162:64//Hs.143655:AI128388'' ' 
R-HEMBA1 004929//EST//2.3e-48:250:97//Hs.1 31589:AI025053 

R-HEMBA1004930//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//1 .2e-70:547: 

80//Hs.1361:M55053 

5 R-HEMBA1004933//ESTS. Weakly similar to R06C7.6 [C.elegans]//5.3e-110:530:98//Hs.18029:AI422883 

R-HEMBA1 004934//ESTS//1 .3e-1 03:522:96//Hs.4041 5: AA03721 5 

R-HEMBA1 004944//ESTs//6.0e-21 :97:84//Hs. 1 41 973:N21 434 ' 

R-HEMBA1 004954//ESTs//7.9e-1 1 2:596:93//Hs.6226:W61 007 . . 

R-HEMBA1 004956//ESTS//3.1 8-58:280:1 00//HS.1 20750: AA74:1 074 
10 R-HEMBA1 004960//ESTs//6.9e-89:476:93//Hs. 1 63738: AA601 040 ■ 

R-HEMBA1 004972//ESTs//3.0e-72:381 :95//Hs.55014:AA934035 

R-HEMBA1 004973//ESTs//2.7e-91 :441 : 98//HS. 281 44: Al 292065 

R-HEMBA1 004977//ESTs//2.0e-95:446:99//Hs.29690:Ai1 68404. 

R<HEMBA1004978//Homo sapiens natual killer cell group 2-F (NKG2-F) mRNA, complete cds//0.43:187:67//Hs. 
15 1 29734: AJ001 683 

R-HEMBA1004980//Human mRNA for KIAA0331 gene, complete cds//6.4e-53:305:91//Hs.146395:AB002329 
R-HEMBA1 004983//ESTS//0.1 6:482:57//Hs.1 31 929:AI021 894 
R-HEMBA1 004995 

R-HEMBA1 005008//EST, Weakly similar to marinertransposase[H.sapiens]//6.9e-51 :482:78//Hs,141 601 :N63520 
20 R-HEMBA1005009//ESTS, Highly similar to ACTIN I [Naegleriafowleri]//3.8e-1 09:55 1:96//Hs. 1031 80: AI3652 12 

R-HEMBA1 00501 9//Homo sapiens mRNA for K I AA064'8 '^protein, partial cds//2.0e-105:542:94//Hs.3ig21: 
AB014548 {- 

R-HEMBA1005029//ESTS, Weakly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 

8.4e-95:491 :94//Hs.1 6085:AI261 382 
25 R-HEMBAia05035//Human mRNA for K1AA0033 gene, partial cds//2.3e-64:312:85//Hs.22271:D26067 

R-HEMBA1005039//ESTS, Weakly similar to zinc finger protein [H,sapiens]//2.6e-48:443:78//Hs.139019:N99348 

R-HEMBA1 005047//ESTS. Highly similar to RAS-RELATED PROTEIN RAB-5A[Canis familiaris]//1 .2e-87:542:87// 

Hs.16258:AI376436 v ' * 

R-HEMBA1 005050//ESTs//6.3e-46:311 :86//Hs. 1 5951 0: AA2971 45 
30 R-HEMBA1 005062//ESTS//1 .1 e-1 4:21 6:68//Hs. 129935: AA994451 

R-HEMBA1 005066//Human clone 23574 mRNA sequence//2:2e-24:303:73//Hs.79385:U90905 

R-HEMBA1005075//EST//0.65:214:62//Hs.133991:AI075789/'^' ' 

R-HEMBA1005079//Human BENE mRNA, partial cds//1.9e-44:304:83//Hs.85889:U 17077 

R-HEMBA1005083//ESTs//2.8e-74:356:98//Hs.132272:AI393958 
35 R-HEMBA1 0051 01//Homo sapiens SYT interacting protein SI P mRNA, complete cds//l .7e-l 1 1 :545:96//Hs.l 1 1 70: 

AF080561 

R-HEMBA1005113//ESTs//1.1e-101:512:95//Hs.7972:AI052739. 
R-HEMBA1 005123//Ley 1-17/3.66-58:51 9:77//Hs.37062:ACdb5952 

R-HEMBA1 0051 33//H .sapiens mRNA for MACH-alpha-2 protein//8.3e-46:309:85//Hs.1 9949:X981 73 
40 R-HEMBA1005149//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//4.7e-36:394:75//Hs. 

67619:AB007957 

R-HEMBA1005152//Homo sapiens antigen NY-CO-16 'mRNA', :cbmplete cds//3.6e-32:362:77//Hs.l32206: 
AF039694 ; " 

R-HEMBA1 0051 59//EST//7.4e-47:252:94//Hs.1 34930: AI093397 ' 
45 R-HEMBA1 0051 85//ESTs//5.2e-48:305:89//Hs.14920:AA9lb914 ' 

R-HEMBA1 005201//ESTs//4.7e-58:293:97//Hs.23752:C05766 
R-HEMBA1005202//ESTs//1.0:169:59//Hs.153423:AI198239 * ^ 

R-HEMBAI 00521 9//Homo sapiens putative tumor suppressor protein (123F2) mRNA, complete cds//0.84:l91: 

61//HS.26931:AF061836 . * * ^ ' 

50 R-HEMBAI 005223//ESTS//0.75:90:70//HS. 127446:AA1 67284 ! ' 

R-HEMBAI 005232//EST//0.056:162:67//Hs.65649:F1 3687 . 

R-HEMBAI 005241 //ESTs//3.6e-1 1 3:564:96//Hs.12770:W84331 . 

R-HEMBA1 005244//ESTs//6.4e-22:118:100//Hs.21396:AAlj4834 

R-HEMBA1005251//ESTs//8.5e-36:213:92//Hs.161554:AA39389& 
55 R-HEMBAI 005252//Homo sapiens mRNA for KIAA0585 protein, partial cds//6.1 e-49:277:93//Hs.72660:AB01 1 1 57 

R-HEMBA1005274//ESTs//3.7e-65:322:98//Hs.105166:AA668862 

R-HEMBA1005275//ESTs//2.1e-29:298:73//Hs.33393:R83391 ' . * 

R-HEMBAI 005293//ESTs//3.5e-93:448:98//Hs.12066:AI20861 1 
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R-HEMBA1005296//ESTs//4.3e-33:168:100//Hs.13916:AI02575b 

R-HEMBA1005304//Small inducible cytokine A5 (RANTES)//2.8e-50:315:82//Hs.155464:AF088219 
R-HEMBA1005311//Homo sapiens 4F5S mRNA, complete cds//1.3e-44:318:83//Hs.32567:AF073519 
R-HEMBA1005314//ESTs//3.0e-103:491:98//Hs.41606:AI095046 : • : 
5 R-HEMBA1005315//EST//1.9e-29:370:72//Hs.161483:N59169. 

R-HEMBA1 00531 8//ESTs//3.9e-1 1 0:535:97//Hs.26771 :AA1 26472 

R-HEMBA1 005331//lntercellular adhesion molecule 2//7.6e-39:256:87//Hs.83733:X15606 

R-HEMBA1005353//ESTs//1.7e-81 :406:96//Hs.1 55374: AI341 467 ' 

R-HEMBA1 005359//Homo sapiens neuronal thread protein AD7G-NTP mRNA, complete cds//4.7e-46:294:81//Hs. 
10 129735:AF010144 

R-HEMBA1005367//Alcohol dehydrogenase 2 (class I), beta pofypeptide//1 .0:210:62//Hs.4:X03350 

R-HEMBAl005372//ESTs^/6.2e-95:451:99//Hs.135219:AI091653 

R-HEMBA1 005374//ESTS//1 .5e-1 07:502: 99//HS.1 1 8208:AA947305 

R-HEMBA1 005389//FC fragment of IgA, receptor for//1 .0e-39:31 1 :80//Hs.54486:X541 50 
15 R-HEMBA1 005394//ESTS, Weakly Similar to coded for by C. elegans cDNA yk30b3.5 [C.elegans]//4.0e-88:489: 

92//Hs.43864:AA131568 

R-HEMBA1005403//EST//0.0011:78:75//Hs.127061:AA863278 .. 
R-HEMBA1 005408//ESTs//3.2e-29:395:71//Hs.1 1 7532:AA676725 
R-HEMBA1 00541 0//ESTS//1 .5e-1 8:271 :70//Hs. 1 44604: AI052p59 
20 R-HEMBA1005411//ESTs//1.1e-35:335:77//Hs.141181:R98757,, 

R-HEMBA1005423//Homo sapiens cyclin-dependent kinase inhibitor (CDKN2C) mRNA, complete cds//1 .8e-ll8: 
453:99//Hs.4854:AF041248 . 

R-HEMBA1005426//Chromosome 1 specific transcript Kl A^b491//0. 25:264: 6 1//Hs.1 36309 :AB007960 
R-HEI\/IBA1005443//Homo sapiens (clone si 53) mRNA fragment//i .7eii7:305:87//Hs.6445:L40391 
25 R-HEMBA1005447//ESTs//5.7e-83:529:86//Hs.114253:AA745961 ^• 

R-HEMBA1 005468//ESTs//7.3e-23:249:73//Hs.61 1 99:AA024494 ' 

R-HEMBA1005469//Human mRNA for KIAA0355 gene, complete cds//4.5e-45:320:85//Hs.153014:AB002353 
R-HEMBA1005472//Human kpni repeat mrna (cdna clone " pcd-kpni-8), 3* end//8.4e-73:464:87//Hs.l 03948: 
K00627 

30 R-HEMBA1 005475//ESTs//0.32:1 92:59//Hs.62694:AA1 00445? -V^ 

R-HEMBA1 005497 ^' ■ 

R-HEMBA1 005500//ESTs//2.2e-43:307:85//Hs.146811 :AA410788 

R-HEMBA1005506//75 kda infertility-related sperni protein [human, testis. mRNA Partial. 2427 nt]//0. 11:295:60// 
Hs.62608:S58544 

35 R-HEIVIBA1005508//ESTs//2.8e-55:319:93//Hs.50150:N90870/ 

R-HEMBA1 00551 1//ESTS, Weakly similar to similar to mouse' MMRI [C.elegansl//2.6e-82:387:99//Hs.67466: 
AI219740 

R-HEMBA1 00551 7//ESTs//4.6e-77:469:90//Hs.1 26787: AA203322 
R-HEMBA1 00551 8//ESTS//1 .5e-1 08:561 :94//Hs.1 231 67;AA601 045 . 
40 R-HEIVIBAI 005520//Putative mismatch repair/binding protein hMSH3//7.5e-44:179:84//Hs.42674:U61981 

R-HEIVIBA1 005526//ESTs//8.7e-46:308:86//Hs. 1 4681 1 : AA41 0788 

R-HEMBA1005528//ESTS. Highly similar to P0P2 PROTEIN [Sacchardmyces cerevlsiae]//8.6e-115:578:95//Hs. 
17035:AI080471 ; ^ • 

R-HEMBA1 005530//ESTS//1 .5e-1 1 0:551 :96//Hs.1 07294: W72356 
45 R-HEMBA1 005548//ESTs//1.7e-1 00:51 0:96//Hs.9115:N90926 ,' 

R-HEMBA1005552//lnterleukin 10//2.4e-38:306:80//Hs.2180:l\/I57627 

R-HEI\/IBA1005558//ESTs. Weakly similar to unknown [S.cerevisiaej)/5.3e-77:439:91//Hs.22897:R43193 
R-HEMBA1005568//ESTS, Weakly similar to ALU SUBFAIVIILY J WARNING ENTRY III! [H.sapiens]//3.4e-31 : 
1 82:76//Hs. 133526 :N211 03 
50 R-HEMBA1005570//ESTs//3.3e-67:411:88//Hs.142245:AA489709. ' 

R-HEMBA1005576//EST//0.91:52:73//Hs.149518:AI280497: 
R-HEMBA1 005577 

R-HEMBA1005581//Homo sapiens mRNA for MEGF5, partial cds//3.1e-28:561:64//Hs.57929:AB01 1538 
R-HEMBA1005582//ESTs//6.0e-73:371 :97//Hs.1 03758: C06392 
55 R-HEMBA1 005583//ESTs//8. 36-79:41 3:95//Hs.62348:AA41 9539 ' 

R-HEMBA1005588//Human c-yes-1 mRNA//2.6e-52:403:83//H^;.75680:M 15990 
R-HEMBA1005593//ESTs//3.3e-30:139:80//Hs.142273:W37905 
R-HEMBA1 005595//ESTS//1 . 1 e-97:454: 1 00//HS.27497: AI274820 ' 
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R-HEIVIBA1005606//EST//1.0e-12:3l3:64//Hs.162402:AA573125. ■ 
R-HEMBA1 005609//ESTs//0.49:278:58//Hs.76235:W56390 
R-HEMBA1 00561 6//EST//1 .3e-98:470:99//Hs.122230:AA781422 . 

R-HEMBA1005621//ESTS, Weakly similar to MITOTIC MAD2 PROTEIN [S.cerevisiae]//2.8e-95:539:92//Hs. 
5 19400:AA662845 

R-HEMBA1 005627//Human mRNa for adipogenesis inhibitory factor//5:5e-38:31 7:78//Hs.1 721 :X58377 
R-HEMBA1 005631//Human mRNA for KIAA0393 gene, complete ccls//2.3e-11 :279:65//Hs.15245:AF041081 
R-HEMBA1 005632//EST//1 .5e-1 0:1 81 :70//Hs.1 20259:AA731 522 

R-HEMBA1 005634//Homo sapiens mRNA for chemokine LEG precursor, complete CdS//1.4e-25:234:80//Hs. 
10 10458:AF088219 

R-HEMBA1005666//ESTs//2.3e-103:534:95//Hs.14512:AA205973 
R-HEMBA1005670//ESTs//2.6e-39:166:81//Hs.139414:AI279477 

R-HEMBA1 005679//Esterase D/formylglutathione hydrolase//1 .3e:50:322:88//Hs.821 93:M1 3450 
R-HEMBA1005680//Homo sapiens LIM protein mRNA, complete cds//3.3e-43:343:81//Hs.1 541 03:AF061 258 
15 R-HEMBA1005685//Human homeodomain protein (Prox 1) mRNA, complete cds//0.0050:235:64//Hs. 159437: 

U44060 

R-HEMBA1005699//Human putative EPH-related PTK receptor iigand LERK-8 (Eplg8) mRNA, complete cds// 

1.7e-47:376:84//Hs.26988:U66406 '■.,,\^.., 

R-HEMBA1 005705//ESTs//3.0e-53:259:99//Hs.55314:AA772655 
20 R-HEMBA1 00571 7//EST//2.5e-59:287:99//Hs.146870:AI1 59943 . 

R-HEMBA1005732//Homo sapiens mRNA for cartilage-associated protein (CASP)//l.2e-45:398:79//Hs.155481: 

AJ006470 " , ■ 

R-HEMBA1005737//ESTs//2,5e-57:416:83//Hs.23245:AA053815 / . ' 

R-nnnnnnnnnnnn//EST//0.098:125:68//Hs.136945:AA765672 . ' 
25 R-HEMBA1005755//EST//2.2e-22:180:84//Hs.141488:N47096 . \ i . 

R-HEMBA1005765//Human peptide transporter (HPEPTl) 'rriRNA, complete cds//3.9e-47:404:80//Hs.2217: 

U21936 

R-HEMBA1005780//ESTs//1,3e-1 06:51 2:97//Hs.11 901 :AA1 73974 . 

R-HEMBA1 00581 3//Homo sapiens mRNA for chemokine LEG precursor, complete cds//2.0e-33:l95:84//Hs. 
30 10458:AF088219 ' • 

R-HEMBA1005815//ESTs//7,6e-19:290:71//Hs.112218:AI038601 ' 

R-HEMBA1005822//ESTs//5.4e-49:246:98//Hs.34804:AA514960 

R-HEMBA1 005829//ESTs//2.7e-72:344:99//Hs.54548:AI039201 • . ; 

R-HEMBA1005834//ESTS//1 .66-44:31 7:82//Hs.157029:AI08p61 8 
35 R-HEMBA1005852//ESTs//1.6e-102:544:93//Hs.9911:AA0989n ' . ' 

R-HEMBA1 005853//ESTS//1 .8e-78:398:95//Hs. 1 40248: AA75791 7 

R-HEMBA1005884//EST//2.6e-18:275:67//Hs.139357:AA420970 

R-HEMBA1005891//ESTs//2.le-89:427:98//Hs.67317:AI022252 . 

R-HEMBA1 005894 • '■' 

40 R-HEMBA1 005909//ESTs//2,6e-91 :436:99//Hs. 1 47492: AI21 5686 ; 

R-HEMBA1 00591 1//ESTs//1 .1 e-85:446:95//Hs.1 34494: AI076363. • , . 

R-HEMBA1 005921//ESTS//1 .4e-84:428:95//Hs.1 27993: AA97d632 ■ 

R-HEMBA1005931//Homo sapiens mRNA for KIAA0526^ proteiri, complete cds//9.5e-45:446:75//Hs.59403: 
AB011098 . , 

45 R-HEMBA1005934//ESTs//0.20:142:65//Hs.97079:AA370867 

R-HEMBA1005962//ESTs//1.8e-87:409:100//Hs.161292:AI199418 , 
R-HEMBA1 005963 I ' - 

R-HEMBA1 005990//Homo sapiens 1-1 receptor candidate protein mRNA, complete cds//2.2e-113:580:95//Hs. 
26285:AF082516 

50 R-HEMBA1 005991//Human antisecretory factor-1 mRNA, compiete Cds//2.0e-45:551 :70//Hs.1 48495: AF050 199 

R-HEMBA1005999//ESTs//7.5e-24:201:69//Hs.157029:AI080618 ■ ■ 
R-HEMBA1006002//ESTs//3.1e-112:573:95//Hs.61233:AI379875 
R-HEMBA1006005//EST//1.0:105:63//Hs.145273:AI249436 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0725 protein, partial cds//2 .4e-28:444:67//Hs. 26450: AB01 8268 
55 R-HEMBA1006035//ESTs//4.5e-94:465:97//Hs.44625:N49951 ' 

R-HEMBA1 006036//ESTS//6.1 6-90:420:1 00//HS.1 26771 :AA?1 6508 
R-HEMBA1 006042//EST//1 .5e-88:424:98//Hs.1 32551 :AA948490 
R-nnnnnnnnnnnn 
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R-HEMBA1 006081//ESTs//7.8e-68:356:95//Hs.2741 0:N2561 2 • 
R-HEMBA1 006090//EST//5.1 e-66:320:99//Hs.99551 :AA46151 7 
R-HEMBA1 006091//ESTs//2.0e-84:441 :94//Hs.9658:AA50631 3 

R-HEMBA1006100//Human high-affinity copper uptake protein (hCTR1) mRNA, complete cds//3.4e-43:328:82// 
5 HS.73614:U83460 . 

R-HEMBA1 0061 08//ESTS//1 .5e-44:228:98//Hs.26368:AA789297 

R-HEMBA1 0061 21//ESTS//1 .6e-1 1 6:547:99//Hs.341 51 :AI279293 

R-HEMBA1 0061 24//EST//1 .6e-20:286:64//Hs.1 48457: All 98931 

R-HEMBA1 0061 30//ESTs//8.8e-47:231 :99//Hs. 1 6470:AA1 21 635 
10 R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0792 protein, conriplete cds//8.7e-27:296:73//Hs.1 19387: 

AB007958 

R-HEMBAl 006142//ESTS//1 .56-27:255: 70//HS. 139507:777542 ^ 
R-HEMBA1 0061 55//ESTs//4.9e-64:353:94//Hs.84560:R41 21 2 
R-HEMBA1006158//Deoxyuricllne triphosphatase//0.99:162:62//Hs.82113:U31930 
15 R-HEMBA1 0061 73//ESTs//7.5e-85:462:92//Hs.79092:H29627 

R-HEMBA1006182//ESTs//5.5e-29:218:72//Hs.141466:H96906 : , 
R-HEMBA1006198//ESTs//2.1e-34:282:82//Hs.142068:AA1 76125 

R-HEMBA1006235//Homo sapiens clone 24422 mRNA sequence//6.9e-112:545:97//Hs.109268:AF070557 
R-HEMBA1006248//ESTS, Highly similar to ZINC FINGER PROTEIN MFG1 [Mus musculusl//3.3e-1 14:581:95// 
20 Hs.23617:AA928683 

R-HEMBA1 006252//Human mRNA for KIAA0080 gene, partiarcds//7.0e-48:284:76//Hs.74554:D38522 
R-HEMBA1006253//Homo sapiens 45kDa splicing factor mRNA, complete cds//5.7e-30:179:91//Hs.15836: 
AF083384 

R-HEMBA1006259//Homo sapiens KiAA0421 mRNA, partial cds//1.5e-45:326:84//Hs.41742:AB007881 
25 R-HEMBA1 006268//ESTS, Highly similar to c-Jun leucine zipper interactive [M.musculus]//1.2e-97:529:93//Hs. 

10552:AA524401 ' 

R-HEMBA1006272//ESTS, Moderately Similar to RETROVIRUS-RELATED PROTEASE [H.sapiens]//2.7e-88:484: 
92//HS.1 041 29:AA923278 

R-nnnnnnnnnnnn//H.sapiens PAP mRNA//5.2e-56:585:71//Hs.49007:X76770 
30 R-HEMBA1 006283//ESTS, Weakly similar to NUCLEAR POLYADENYLATED RNA-BINDING PROTEIN NAB2 [S. 

cerevisiae]//1 .6e-66:377:91//Hs.108674:W25821 

R-HEMBA1 006284//ESTs//3.7e-1 1 0:544:96//Hs.55296:AI084735 • 

R-HEMBA1 0O6291//ESTs//2.2e-91 :457:96//Hs.1 14611 :N3701 9 . 

R-HEMBA1006293//ESTs//5.4e-78:370:99//Hs.155111:AI202637 
35 R-HEMBA1006309//ERYTHROCYTE BAND 7 INTEGRAL MEMBRANE PROTEIN//3.7e-40:167:86//Hs.74478: 

U33931 

R-HEMBA1 00631 OZ/ESTs, Weakly similar to reverse transcriptase [M.musculus]//5.6e-76:417:94//Hs,111754: 
AI204587 

R-HEMBA1006328//Small inducible cytokine A5 (RANTES)//2.8e-60:397:78//Hs.155464:AF088219 
40 R-HEMBA1006334//Human occludin mRNA. complete cds//0.72:369:59//Hs.93518:U491 84 

R-HEMBA1006344//Human plectin (PLEC1) mRNA, complete cds//d.01 6:21 7:64//Hs.79706:U53204 
R-HEMBA1006347//ESTS, Highly similar to HYPOTHETICAL 97.6 KD PROTEIN IN SHP1-SEC17 INTERGENIC 

REGION [Saccharomyces cerevisiae]//3.6e-119:582:97//Hs.42343:Ai417075 
R-HEMBAia06349//ESTs//5.2e-57:305:94//Hs.6338:AA411382 . • 
45 R-HEMBA1 006359//ESTs//8.2e-90:426:99//Hs.1 00873:AA678008 * 

R-HEMBA1 006364//ESTs//2.2e-98:582:91//Hs.23837:AA541 787 
R-HEMBA1006377//EST//0.0097:145:621/Hs.133027:AI049830, . 

R-HEMBA1006380//Homo sapiens mRNA for KIAA0594 .protein,- partial cds//1.0e-41:349:79//Hs. 154872: 

AB011166 • 
50 R-HEMBA1 006381//ESTS//5.1 e-46:320:85//Hs.37573:H59651 

R-HEMBA1 006398//Human Line-1 repeat mRNA with 2 open reading frames//9.0e-87:5 82:84//Hs.23094:M1 9503 

R-HEMBA1 00641 6//ESTs//1 .5e-1 7:251 :73//Hs.33950:AI21 8923 ' 

R-HEMBA1 00641 9//EST//8.5e-65:353:94//Hs.1 41 309:H72778 

R-HEMBA1 006421//Oxytocin receptor//1 .2e-1 2:249:68//Hs.282b:X64878 
55 R-HEMBA1 006424//ESTS. Weakly similar to pot. ORF II [H.sapiensl//6.3e-13:263:66//Hs.43l27:AA258004 

R-HEMBA1 006426//ESTs//6.5e-84:401 :99//Hs.37303:Cl 6964 

R-HEMBA1006438//EST//0.87:266:57//Hs.99456:AA457380 

R-HEMBA1 006445//ESTs//2.0e-81 :414:96//Hs.58153:W72033 
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R-HEMBA1 006446//Homo sapiens mRNA for cadherin-S. complete cds//1 .6e-05:487:58//Hs. 32963:031 784 
R-HEMBA1 006461//ESTS//5.1 e-78:393:97//Hs.1 42677: R95895 

R-HEMBA1006467//ESTS, Weakly similar to putative pi 50 [H.sapiens]//3.0e-17:342:63//Hs.111730:AA604403 
R-HEMBA1 006471//ESTs//3.8e-66:370:92//Hs.14063:T77441 
5 R-HEMBA1 006474 

R-HEMBA1006483//Human G protein-coupled receptor (STRL22) mRNA. complete cds//4.2e-40:365:78//Hs. 
46468:U45984 

R-HEMBA1006485//H.sapiens mRNA for aminopeptidase//2.5e-92:517:91//Hs.132243:Y07701 
R-HEMBA1006486//EST//7.0e-47:240:76//Hs.16l917:AA483223 
10 R-HEMBA1006489//ESTs//2.1e-93:440:99//Hs.125264:AA873350 
R-HEMBA1 006492//ESTs//0.00034:52:90//Hs.1 6321 9:AA8 10720 
R-HEMBA1006494//EST//1.8e-06:192:67//Hs. 141401 :H93387 • 
R-HEMBA1 006497//ESTs//6.2e-45:232:97//Hs.11 801 5:N331 1 7 

R-HEMBA1 006502//Complement component 5 receptor 1 (CSa ligand)//8.7e-1 6:1 35:72//Hs.21 61 :M62505 
15 R-HEMBA1006507//Homo sapiens mRNA for KIAA0666 protein, partial Cds//3.9e-117:570:96//Hs.1 53858: 

AB014566 

R-HEMBA1006521//ESTs//9.9e-99:496:96//Hs.64906:AA677300 ; - 
R-HEMBA1 006530//ESTS//0.1 8:260:60//Hs.24970:AI057628 
R-HEMBA1006535//GS1 PROTEIN//0.52:267:62//Hs.78991 :M86934 
20 R-HEMBA1006540//EST//0.016:143:66//Hs.148189:AA897331 ' 

R-HEMBA1006546//Homo sapiens mRNAforKIAA0582proteirl! partial cds//2.2e-48:287:91//Hs.79507:AB01 11 54 
R-HEMBA10065597/ESTS, Moderately Similar to neurodegeneration-associated protein 1 [R.norvegicus]//1.8e- 
1 09:547:96//Hs.21122:AA191 594 

R-HEMBA1006562//EST//1.1e-13:327:63//Hs.149641:AI283064 . 
25 R-HEMBA1006566//ESTs//2.6e-59:311:97//Hs.146014:R51876 : ' 

R-HEMBA1 006569//ESTs//4.7e-89:458:96//Hs.42861 :W74725 
R-HEMBAl 006579//ESTs//2.9e-1 9:11 0:99//Hs.1 261 91 :AA873876 

R-HEMBA1006583//Human mRNA for tryptophan hydroxylase* (EC 1.1 4. l6.4)//9.5e-29:276:76//Hs. 144563: 
AF057280 

30 R-HEMBA1 006595//ESTa71 .3e-96:487:96//Hs.43228:N67390 . ; 

R-HEMBAl 006597//Small inducible cytolcine A5 (RANTES)/4 86^44:291 :85//Hs.155464:AF088219 
R-HEMBA1 006612 

R-nnnnnnnnnnnn//ESTs//1 .2e-25:225:80//Hs.1 38852: AA284247 
R-HEMBAl 006624//ESTS//1 .9e-93:454:98//Hs.72531 :AA773630 
35 R-HEMBAl 006631//Human mRNA for KIAA0033 gene, partial cdS//7.5e-60:286:90//Hs.22271 :D26067 

R-HEMBAl 006635//ESTS. Moderately Similar to III! ALU SUBFAMILY SP WARNING ENTRY I!!! [H.sapiensl//2.7e- 
91:426:100//Hs.139469:AI299889 ^ ' 

R-HEMBAl 006639//ESTS, Highly similar to POLYADENYLATE^BIN DING PROTEIN [Homo sapiens]//3.4e-37: 186: 
100//Hs.109818:AA411185 ' 
40 R-HEMBA1006643//ESTs//1.8e-35:189:97//Hs.139640:AA846777 

R-HEMBAl 006648//Homo sapiens integrin-linked kinase (ILK) "mRNA, complete cds//8.1e-l08:567:94//Hs.6196: 
U40282 

R-HEMBAl 006652//ESTs//7.6e-1 00:536:93//Hs.1 4261 3: AA1 29427 
R-HEMBAl 006653//ESTs//2.0e-33:1 81 :87//Hs. 1 53599:AI28251 1 . 
45 R-HEMBA1006665//EST//1.2e-13:141:72//Hs.145596:AI263102 
R-HEMBA1006674//ESTs//3.1e-32:212:83//Hs.95115:AA206594 
R-HEMBAl 006676//ESTs//2.6e-95:510:93//Hs.39140:AI041 842. ' 
R-HEMBAl 006682//EST//1 .4e-05:277:62//Hs.1 45762: AI269435 

R-HEMBAl 006695//Homo sapiens apoptotic protease activating factor 1 (Apaf-1 ) mRNA, complete cds//l .9e-32: 
so 261 :79//Hs.77579:AF01 3263 

R-HEMBAl 006696//ESTs//4.5e-95:448:99//Hs.1 55694: AI032695 

R-HEMBAl 006708//ESTS, Weakly similar to Miller-Dieker lissehcephaly gene [H.sapiens]//1.1e-92:483:94//Hs. 
6525:AI205313 ■ 
R-HEMBAl 006709//ESTs//3.4e-25:207:80//Hs.88617:AA872062 
55 R-HEMBAl 00671 7 

R-HEMBAl 006737//EST//5.9e-30:31 7:75//Hs.1 40568:AA826ob2 
R-HEMBAl 006744//lnter1eukin 10//3.7e-41:419:74//Hs.218p:M576^7 
R-HEMBAl 006754//ESTS//1 .2e-46:276:83//Hs. 1 41 254: AI3340^9 
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R-HEMBA1006758//ESTs//0.00043:48:100//Hs.157265:AA489646 
R-HEMBA1006767//EST//0.094:120:65//Hs.159873:R92763 
R-HEMBA1 006779//EST//9.3e-45:298:85//Hs.149580:AI281 881 
R-HEMBAl006780//ESTs//1.6e-46:423:77//Hs.141602:N63562 
5 R-HEMBA1 006789//ESTs//7.6e-55:245:95//Hs.6459:AI0929'36 . 

R-HEMBA1 006795//ESTs//8.6e-47:315:78//Hs. 140491 :W527p5. 
R-HEMBA1 006796//ESTs//0.26:1 75:65//Hs.1 03280:AI334978 * 

R-HEMBA1 006807//Homo sapiens DEC-205 mRNA, complete ccls//5.7e-47:461 :75//H$.153563:AF011333 
R-HEMBA1 006821//ESTs//3.5e-12:222:68//Hs.1 50439:AI016305 
10 R-HEMBA1006824//Homo sapiens mRNA. clone:RES4-16//6,7e-51:298:90//Hs. 121 493:025272 

R-HEMBA1006832//ESTs//0.0050:108:70//HsJ2853:T65556 

R-HEMBA1006849//Human mRNA for KIAA0118 gene, partial ccls//2.le-49 :367:83//Hs. 154326:042087 
R-HEMBA1 006865//ESTs//0.85:1 1 2:63//Hs. 1 1 6430:AA644665 

R-nnnnnnnnnnnn//Homo sapiens mRNA for KIAA0772 protein, complete cds//1.8e-67:611:74//Hs.15519: 
15 AB018315 

R-HEMBA1 006885//ESTs//2.4e-66:347:96//Hs.100624:N95453 
R-HEMBA1 006900//ESTs//2.7e-91 :466:96//Hs.32984:R89739 
R-HEMBA1 006921//ESTs//2,2e-33:1 70:1 00//HS.1 52277:AA5931 i 7 

R-HEMBA1006926//ESTS. Weakly similar to ZK1 053.6 [C.e|egahsl//2.9e-28:213:84//Hs.9096:AA029400 
20 R-HEMBA1006929//ESTs//4.0e-1 3:21 0:66//Hs.1 00895: AA479308 

R-HEMBA1006936//ESTs//3.9e-05:60:93//Hs.8737:W22712' - 
R-HEMBA1006938//EST//0.0021:244:62//Hs.144237:W52382 ' 

R-HEMBA1006941//Homo sapiens mRNA for putative thioredoxin-like proleln//6.5e-77:371:98//Hs.42644: 
AJ010841 

25 R-HEMBA1006949//ESTs//1.2e-67:335:98//Hs.25780:R51321 / 

R-HEMBA1 006973//ESTs//0.029:242:61//Hs.146074:N34457 , 
R-HEMBA1006976//EST//0.70:206:61//Hs.147092:AI1 89827 - ^ , 

R-HEMBA1006993//Human mRNA for KIAA0327 protein, Complete cds//2.6e-47:368:80//Hs.1 49323: AB002325 

R-HEMBA1 006996//ESTs//0.027:326:58//Hs.1 05008:AA451 679 
30 R-HEMBA1007002//ESTs//0.13:116:66//Hs.26928:Z41440 . 

R-HEMBA1 00701 7//ESTs//4.3e-47:208:87//Hs.1 55243: N70293 ' 

R-HEMBA1 00701 8//ESTS, Moderately similar to LIC-2 [R.noiyegiC^^^ 

R-HEMBA1 007045 ] . , 

R-HEMBA1 007051//ESTs//2.5e-39:321 :80//Hs.14681 1 :AA41 0788' 
35 R-HEMBA1007052//EST//3.4e-41:377:74//Hs.44634:N34839 ' ' 

R-HEMBA1 007062//ESTS//1 .2e-92:439:99//Hs.1 62882: AA807i 40'' 

R-HEMBA1 007066//ESTs//0.85:204:61//Hs.22795:AI208272 

R-HEMBA1 007073//ESTs//6.6e-52:362:85//Hs.30821 :AI096866 

R-HEMBA1007078//EST. Moderately Similar to !!!! ALU SUBFAMILY ,SQ WARNING ENTRY !!!! [H.sapiens]//7.2e- 
40 40:163:83//Hs.152369:AA504818 ' :.' 

R-HEMBA1 007085//ESTS//8.1 e-1 03:51 9:96//Hs.90638: AI348087 ' 
R-HEMBA1007087//ESTs//3.1e-51:354:86//Hs.6449:W95025,. ; * 
R-HEMBA1 0071 1 2//EST//0.090:328:59//Hs. 1 36623: AA633597'. 

R-HEMBA1007113//Homo sapiens mRNA. clone: RES4-16//l.1e-47:427:76//Hs. 121 493: 025272 
45 R-HEMBA1007129//ESTs/y6.1e-13:314:65//Hs.137538:AA769438 
R-HEMBA1 007147 

R-HEMBA1007149//ESTs//9.7e-103:540:94//Hs.127240:AAl49818 
R-HEMBA1 0071 51//ESTs//8.2e-1 02:505:96//Hs.24948: AA977674 

R-nnnnnnnnnnnn//Homo sapiens epsin 2b mRNA, complete cds//l .6e-104:529:94//Hs.22396:AF062085 
50 R-HEMBA1 0071 78//ESTs//2.2e-57:366:90//Hs.21 648: AI302954 ^ 

R-HEMBA1 0071 94//ESTs//9.0e-68:336:98//Hs.49760:AA741051 

R-HEMBA1 007203//Homo sapiens mRNA for KIAA021 4 protein, complete cds//1 .7e-62:332:95//Hs.3363:086987 
R-HEMBA1007206//Human c-yes-1 m RNA//4. 56-49:390 :89//Hs. 75680 :M 15990 

R-HEMBA1007224//Homo sapiens mRNA for KIAA0797v^'p^^^^^ partial CdS//7.4e-98:471:97//Hs.27197: 
55 AB018340 ' k: \ 

R-HEMBA1 007251//ESTS//1 .6e-78:377:99//Hs.98912:AA436864 ' 
R-HEMBA1007256//ESTs//3.5e-20:127:79//Hs.137352:AA024934. 

R-HEMBA1007267//Homo sapiens KIAAOSgs mRNA, partial cds//8.8e-48:343:83//Hs.43681:AL022394 
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R-HEMBA1 007273//ESTS//1 .0e-98:472:98//Hs. 1 2261 0: AA807062 
R-HEMBA1 007279//ESTs//3.3e-1 07:558:94//Hs. 1 26480: AI221 207 ■ ■ 
R-HEMBA1007281//EST//0.074:244:63//Hs.29304:R73543 ' 
R-HEMBA1007288//EST//9.4e-43:344:81//Hs.162l12;AA524804 
5 R-HEMBA1007300//ESTs//0.096:371:57//Hs.102680:N52990 .... 

R-HEMBA1 007301 

R-HEMBA1 00731 9//ESTs//77e-1 1 3:570:96//Hs.29263:AI3379:i 7 - 

R-HEMBA1007320//ESTS, Moderately similar to hypothetical protein 2 [H.sapiensl//5.5e-1 5:31 1:64//Hs. 142764: 
AA205569 

10 R-HEMBA1007322//Human kpni repeat mrna (cdna clone pcd-kpni-4). 3' end//5.7e-49:383:83//Hs.139107: 
K00629 

R-HEMBA1007327//Human melanoma antigen recognized by T-cells (MART-1) mRNA//l.9e-42:37l:79//Hs. 
154069:U06452 

R-HEMBA1 007341//EST//3.0e-1 7:291 :68//Hs.150788:AI301 848 
15 R-HEMBA1007342//EST//2.7e-11:263:67//Hs.1 45259: AI21 8684 ' 

R-HEMBA1 007347//Homo sapiens DEC-205 mRNA, complete cds//9.7e-47:368:82//Hs.153563:AF011333 

R-HEMBB1 000005//ESTS. Weakly similar to putative p15a [H.sapiens]//3.3e-44:341 :71//Hs.111730:AA604403 

R-HEMBB1 000008//Homo sapiens tumor necrosis factor superfamily member LIGHT mRNA, complete cds//3.2e- 

40:292:83//Hs. 1 29708: AF064090 
20 R-HEMBB1 000018//H.sapiens mRNA for urea transporter//5.0e-49:311 :87//Hs.66710:X96969 

R-HEMBBl 000024//ESTs//7,5e-21 :234:76//Hs.1 57049: AI34541 8 

R-HEMBB1 000025//ESTs//2.2e-36:371 :78//Hs.56562:AA056332 

R-HEMBBl 000030//ESTs//3.2e-76:373:97//Hs. 1 401 90: AA701 449 

R-HEMBB1000036//ESTS, Highly similar to HYPOTHETICAL 43.2 KD PROTEIN C34E10.1 IN CHROMOSOME 
25 III [Caenorhabditis elegans]//6.0e-92:477:95//Hs.4877:AA41 8465 

R-HEMBB1 000037//Homo sapiens erythroblast macrophage protein EMP mRNA, complete cds//2.5e-92:467:97// 
Hs.20815:AF084928 

R-HEMBBl 000039//ESTs//1.8e-43:361:71//Hs.108206:N64702 . . 
R-HEMBBl 000044//EST//7.6e-70:367:95//Hs.1 40860:R42^54^ ' ' 
30 R-HEMBB1000048//EST//1.5e-45:262:91//Hs.157627:AI3578G^''' ' 

R-HEMBBl 000050//ESTs//0.039:91 :74//Hs.1 631 89:AA236903'* 
R-HEMBBl 000054//ESTs//3.0e-1 04:550:94//Hs.1 52395:AA5331 07 

R-HEMBB1000055//ESTS. Moderately similar to UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX SUB- 
UNIT VI REQUIRING PROTEIN [H.sapiens]//1 .1e-72:350:99//Hs.116490:AA659584 
35 R-HEMBBl 000059//ESTS//1 .7e-1 0:200:70//Hs.1 53954:N57939 

R-HEMBB1000083//Homo sapiens mRNAfor GCP170. complete Cds//6.0e-41:337:80//Hs.4953:D63997 
R-HEMBB1000089//Human mRNAfor KIAA0355 gene, complete cds//3.5e-39:487:70//Hs.153014:AB002353 
R-HEMBB1000099//ESTs//5.7e-37:353:75//Hs.22910:W18193 ^ 

R-HEMBBl 0001 03//Homo sapiens mRNA for KIAA0640 protein, partial cds//6.5e-1 8:298 :69//Hs. 153026: 
40 AB014540 ; 

R-HEMBBl 0001 1 3//EST//8.2e-94:437:1 OO/ZHs. 1 36893: AA805239 

R-HEMBBl 00011 9//Homo sapiens ASMTL gene//1 .2e-84:428:95//Hs.631 5:Y15521 

R-HEMBBl 000136//ESTs//0.043:262:59//Hs.61304:AA025692 

R-HEMBB1000141//ESTs//5.0e-38:254:79//Hs.141658:N779l5' 
45 R-HEMBB1000144//ESTs//9.6e-05:235:60//Hs.61700:AA033951 ] 

R-HEMBB1000173//EST//9.6e-44:258:76//Hs.161917:AA483223'- " - • 

R-HEMBB1 0001 75//ESTs//4.8e-98:475:97//Hs.149740:A1 199558 

R-HEMBB1 0001 98//ESTS//1 .0:123:62//Hs.1 16602:AA665965 

R-HEMBBl 00021 5//Human mRNA for KIAA0355 gene, complete cds//2.2e-46:302:86//Hs.1 5301 4:AB002353 
50 R-HEMBBl 00021 7//ESTs//2.2e-1 05:496:99//Hs.65973:AI339364; . . 

R-HEMBB1 00021 8//Homo sapiens DNA fragmentation factor 4p|!<basubu nit (DFF40) mRNA, complete cds//1 .1e- 
48:292:79//Hs.133089:AF064019 ' 

R-HEMBBl 0002267/ESTs. Weakly similar to HYPOTHETICAL 37.0 KDPROTEIN B0495.8 IN CHROMOSOME 
II [C.elegans]//5.1e-73:449:89//Hs.16803:AA843214 • ; *; 

55 R-HEMBBl 000240//ESTS//1 .1 e-1 09:536:97//Hs.1 3528:AA5231 06 / ' 

R-HEMBBl 000244//Small inducible cytokine A5 (RANTES)//9.5e-42:323:83//Hs.1 55464:AF08821 9 
R-HEMBBl 000250//EST//8.8e-12:284:64//Hs.145960:AI276783 
R-HEMBBl 000258//EST//4.5e-14:315:66//Hs.162551 :AA584782' 
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R-HEMBB1 000264 

R-HEMBB1000266//ESTS, Weakly similar to similar to the beta transducin family [C.elegans]//2.7e-1 02:556:93// 
H$.16079:/VA083522 , . 

R-HEMBB1000272//ESTs//4.3e-91:480:94//Hs,107467:H11385r';^ . 
5 R-HEMBB1000274//Homo sapiens mRNA for KIAA0557 protein, partial cds//7.9e-24:198:72//Hs.1 01414: 

AB011129 . ■ . . 

R-HEMBB1000284//ESTs//4.8e-64:389:91//Hs.118043:N50458 ''^ ' 

R-HEMBB1000307//Human mRNA for KIAA0355 gene, complete cds//3. 68-43:288 :87//Hs. 1530 14: AB002353 

R-HEMBB1000312//ESTs//6.0e-23:272:73//Hs.121354:AA758601 ' 
10 R-HEMBB1000317//ESTs//7.5e-90:424:99//Hs.150042:AI298034 

R-HEMBB1 00031 8//Small inducible cytokine A5 (RANTES)//3.3e-41:318:80//Hs.155464:AF088219 

R-HEMBB1 000335//ESTs//3,7e-1 5:324:65//Hs.85077:AA968576 ' 

R-HEMBB1 000336//ESTs//6.4e-76:402:95//Hs.1 7207:H92480 

R-HEMBB-1 000337//ESTS//2.1 6-80:391 :97//Hs,1 1 8990:A1378084 
15 R-HEMBB1 000338//Small inducible cytokine A5 (RANTES)//4.0e-39:274:85//Hs.1 55464:AF088219 

R-HEMBB1 000339//EST//5.8e-41 :336:79//Hs.1 51 873:AA205736 

R-HEMBB1 000341//ESTs//3.8e-1 9:31 0:68//Hs.37573:H59651 

R-HEMBB1 000343//EST//1 . 1 e-77:396:95//Hs.1 62664: AA605020 

R-HEMBB1000354//Human mRNA for KIAA0186 gene, complete cds//1,7e-15:293:65//Hs.36232:D80008 
20 R-HEMBB1 000369//ESTS//1 .68-21 :234:73//Hs.1 11583:AA463590: 

R-HEMBB1 000374//Homo sapl8ns mRNA, chromosome 1 ..specific transcript KIAA0487//2.3e-56:335:77//Hs. 
92381 :AB007956 

R-HEMBB1 000376//H.sapiens mRNA for urea transporter//2.7e-50:525:74//Hs.6671 0:X96969 
R-HEMBB1000391//ESTs//6.6e-50:316:88//Hs.142259:AA82884b' . 
25 R-HEMBB1000399//Homosapiens mRNA forcell cycle checkppintprotein//3.8e-109:531:97//Hs.16184:AJ^^ 

R-HEMBB1000402//H.sapiens mRNA for MACH-alpha-2^prMih//2.7e-35:369:72//Hs.19949:X98173 
R-HEMBB1000404//ESTs//0.088:298:59//Hs.61607:AA032d26 '-^^ ' 
R-HEMBB1 000420//EST//2.2e-78:376:98//Hs.1 60787:AI336591 . ^ 

R-HEMBB1000434//Human mRNA for KIAA0118 gene, partial cds//3.9e-50:302:89//Hs. 154326:042087 
30 R-HEMBB1000438//ESTS. Weakly simitar to !!!! ALU CLASS B^ WARNING ENTRY !!!! [H.sapiens]//0. 30:2 14:63// 

Hs.1 42209: AA873303 

R-HEMBB1000441//Humanc-yes-1 mRNA//2.2e-46:280:90//fds.75680:M 15990 
R-HEMBB1000449//ESTs//7.8e-59:332:92//Hs.87013:AA13b221- ' ' ' ' 
R-HEMBB1 000455//EST//4.88-1 4:421 :65//Hs.68832:AA088438- 
35 R-HEMBB1 000472//ESTS//1 .1 e-1 04:505:98//Hs.1 32824:AI033396 

R-HEMBB1000480//Human mRNA for KIAA0392 gene, partiaixdS//2.5e-49:295:90//Hs.40100:AB002390 
R-HEMBBia00487//EST//0.78:87:68//Hs.1 34601 :AI081 506 ' • ' 

R-HEMBB1000490//Small inducible cytokine A5 (RANTES)//4.0e-39:320:80//Hs.155464:AF088219 
R-HEMBB1000491//Homo sapiens PYRIN (MEFV) mRNA, complete CdS//3.7e-50:312:76//Hs.l13283:AF018080 
40 R-HEMBB1 000493//ESTS//7.1 e-1 8: 1 50:82//Hs. 1 42068:AA1 761 25 

R-HEMBB1 00051 0//EST//1 .4e-45:139:97//Hs.152260:AA489703 . 

R-HEMBB1 00051 8//Human mRNA for KIAA0118 gene, partial cds//4.8e-50:415:78//Hs. 154326:042087 
R-HEMBB1000523//Homo sapiens PYRIN (MEFV) mRNA. completacds//2.78-57:497:78//Hs. 11 3283 :AF0 18080 
R-HEMBB1000530//ESTs//2.7e-73:425:90//Hs.141254:AI334099 
45 R-HEMBB1000550//EST//2.9e-11:113:79//Hs.161503:N68662 , .,. 

R-HEMBB1000554//Human huntingtin interacting protein (HlPi) mRNA, complete cds//8.2e-1 3:92:8 1//HS.97206: 
AF052288 

R-HEMBB1 000556//ESTS//1 .1 e-94:529:92//Hs.33476:N36?86i^;i;^'|;,i;; 

R-HEMBB1000564//ESTs//1.3e-19:128:91//Hs.142058:N34258 • ^ 
50 R-HEMBB1000573//ESTs//1.6e-86:494:90//Hs.120979:AI16p709{,.V 

R-HEMBB1 000575//ESTS//1 .6e-45:232:74//Hs. 1 41 01 9: AA28761 8;: ^ , : ' 

R-HEMBB1 000586//ESTS//5.1 0-42:281 :83//Hs. 138852: A A284247. ./ ■; ' 

R-HEMBB1000589//ESTs//1,0e-10:184:71//Hs.142677:R95895 " 

R-HEMBB1000591//ESTs//3.2e-40:406:75//Hs.138787:H73704 v.;' 
55 R-HEMBB1 000592//ESTS//1 .8e-97:455:99//Hs.94229:W653i9if'' " 

R-HEMBB1000598//Human anti S8Cr8tory factor-1 mRNA, cornplet8.Cds//1.8e-46:305:85//Hs.148495:AF050199 

R-HEMBB1 000623//ESTs//8.3e-47:277:92//Hs.6045:W67125 . :', * 

R-HEMBB1000630//ESTs//5.1e-106:538:96//Hs.13422:AI082249 ■ * • 
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R-HEMBB1000631//ESTs//5.1e-100:508:96//Hs.110379:N58i52tr . v 
R-HEMBB1000632//ESTs/y6.2e-44:371:80//Hs.132722:AA6)8531 ' 

R-HEMBB1000637//Human mRNA for KIAA0080 gene, partial cds//6.4e-49:254:86//Hs.74554:D38522 

R-HEMBB1 000638//EST//2.2e-38:371 :76//Hs.1 62236:AA551 582 . i 
5 R-HEMBB1000643//ESTs//0.0049:191:62//Hs.55445:W31963 ;r ' 

R-HEMBB1000649//ESTS, Moderately similar to hTAFII68 [H.sapiens]//4.0e-76:399:95//Hs.124106:AA948100 

R-HEMBB1 000652//ESTs^/1 .59-14:271 :64//Hs.163954:N57939. 

R-HEMBB1000665//ESTs//4.2e-12:109:87//Hs.41407:W94988:>;''' 

R-HEMBB1 000671//ESTs//2.8e-68:439:87//Hs.140491 :W52705- 
10 R-HEMBB1000673//EST//0.58:46:82//Hs.142286:AA338293 

R-HEMBB1000684//ESTs//8.5e-20:307:72//Hs.1 22825: AA765454 

R-nnnnnnnnnnnn//Homo sapiens neuroani mRNA, complete 'cds//6.5e-52:287:93//Hs.l 58300: AF040723 
R-HEMBB1000705//Small Inducible cytokine A5 {RANTES)//4.6e^24:165:78//Hs.155464:AF088219 
R-HEMBB1 000706//EST//1 ,2e-1 0:21 1 :65//Hs.1 05524: AA521 41 2 
15 R-HEMBB1 000709//ESTS, Weakly similar to putative pl 50 [H.sapiens]//3.9e-50:245:99//Hs.111730:AA604403 

R-HEMBB1000725//Human mRNA for KIAA0308 gene, partial c.ds//0. 11 :350:59//Hs. 10351 :AB002306 
R-HEMBB1000726//EST//5.3e-49:303:88//Hs.149580:AI281881 

R-HEMBB1 00073 8//Homo sapiens mRNA, done:RES4-16//2.5e-49:302:89//Hs. 121 493:025272 
R-HEMBB1 000749//ESTS//1 .66-49:331 :86//Hs, 152788: AA630925 
20 R-HEIVIBBI 000763//ESTs//9.7e-1 04:474:95//Hs.77480: AA1 00522 , 

R-HEMBB1 000770//EST//1 .0e-75:359:99//Hs.136564:AA642ia5 
R-HEIVIBBI 000781//ESTs//5.3e-66:31 7:99//Hs.28827:AI1 25541 * / 
R-HEMBB1000789//ESTs//5.9e-83:394:99//Hs.1 20842: AA4^5771 . 

R-HEMBB1 000790//PLATELET GLYCOPROTEIN V PRECURS0RY//1 .3e-37:1 93:75//Hs.73734:Z23091 
25 R-HEMBB1 000794//ESTS//7.1 e-98:490:96//Hs.1 05743:AA5327i 8;' • 

R-HEMBB1000807//ESTs//2.6e-22:145:92//Hs.53913:AA9089'6i . . ; 

R-HEMBB1 00081 0//Small Inducible cytokine A5 (RANTES)//1.8e-34:206:79//Hs.155464:AF088219 
R-HEMBB1 000821//ESTs//2.4e-90:425:99//Hs.118659:AI052447 " 
R-HEMBB1 000822//ESTS//1 .7e-45:288:89//Hs.24130:R27124- 
30 R-HEMBB1000826//Small inducible cytokine A5 (RANTES)M9e-51:245:82//Hs.1 55464: AF0882 19 
R-HEMBB1000827//EST//2.8e-40:295:84//Hs.149580:AI28188i' • • 
R-HEMBB1 000831//ESTs//4.0e-59:291 :98//Hs.62675:AA044l 76 
R-HEMBB1000835//ESTs//7.3e-21:124:82//Hs.102671:N52545 ;,' 

R-HEMBB1000840//ATPase. Na+/K+ transporting, beta 2 p6lypeptide//1.3e-43:163:84//Hs.78854:AF007876 
35 R-HEMBB1000848//Homo sapiens mRNA for KIAA0565 protein," complete cds//9.5e-4l:367:78//Hs.l 29740: 
AB011137 

R-HEMBB1000852//EST//1.2e-09:188:70//Hs.127869:AA968599 ' 

R-HEMBB1000870//Cytochrome P450, 51 (lanosterol 14-alpha'-demethylase)//1.0e-41:483:73//Hs.2379:U23942 
R-HEMBB1000876//EST//0.0022:211:63//Hs.1 25552: AA8841 41 • 
40 R-HEMBB1000883//ESTs//1.4e-65:343:95//Hs.98269:H27247 " ' ' 

R-HEMBB1 000887//ESTs//4.0e-22:212:79//Hs.1 38965:AI004740 
R-HEMBB1 000888//EST//8.2e-07:1 96:64//Hs.1 1 8276:W1 5258 

R-HEMBB1 000890//ISLET AMYLOID POLYPEPTIDE PRECURS0RY//1 .1e-46:327:83//Hs.51048:X68830 
R-HEMBB1 000893//EST//4.7e-34:242:85//Hs.149580:AI28r881: ... 
45 R-HEMBB1 000908//EST//0.95:27:1 OO/ZHs.l 42568:AA285066: • 

R-HEMBB1000910//ESTs//1.9e-36:318:78//Hs.141140:AA71598^^ V 

R-HEMBB1 00091 3//Human mRNA for KIAA0327 protein, compi^te cds^/2.5e-33:367:73//Hs.149323:AB002325 
R-HEMBB1 00091 5//ESTS//0.0001 8:1 88:61//Hs.44847:AI22274^ . • 

R-HEMBB1 00091 7//Homo sapiens KIAA0414 mRNA, partial cds//3,7e-41 :228:84//Hs.1 27649: AB007874 
50 R-HEMBB1000927//ESTs//2.2e-62:307:98//Hs.97044:AA365784 . 

R-HEMBB1 000947//ESTS, Weakly similar to F26E4.13 [C.e.iegans]//3.3e-60:350:91//Hs.49163:AA532881 

R-HEMBB1000959//Human Line-1 repeat mRNA with 2 open reading frames//8.1e-84:546:86//Hs.23094:MI9503 

R-HEMBB1000973//ESTs//6.8e-95:445:99//Hs.105859:AI4r9354 

R-HEMBB1 000975//ESTS//1 .26-39:197:1 00//Hs. 261 76:AI032qQ7 . 
55 R-HEMBB1 000981//EST//7.7e-58:284:98//Hs.601 79:AA007242; . , 

R-HEMBB1000985//ESTs//1.2e-103:524:95//Hs.43102:AA131369 ' 

R-HEMBB1000991//EST//0.99:58:72//Hs.100246:T23625 

R-HEMBB1000996//Homo sapiens LIM protein mRNA. complete cds//l ,36-41 :482:70//Hs. 1541 03: AF061 258 
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R-HEMBB1001004//ESTs//5.7e-70:362:95//Hs.6434:W27112' 

R-HEMBB1001008//ESTS, Weakly similar to hypothetical LI protein [H.sapiens]//2.3e-25:339:71//Hs. 129992: 
H58762 

R-HEMBB1001011//ESTs//4.0e-53:325:92//Hs.33268:AI1912l4 
5 R-HEMBBl001014//ESTs//1.3e-46:323:83//Hs.163980:AA7158l4 

R-HEMBB1 001 020//Homo sapiens PYRIN (MEFV) mRNA, complete CCls//3.0e-46:305:76//Hs. 11 3283: AF01 8080 

R-HEMBB1 001 024//ESTs//8.5e-47:374:80//Hs.141602:N63562 

R-HEMBB1 001 037//ESTs//2.6e-47:282:91//Hs. 155384:278385 ' 

R-HEMBB1 001 047//EST//6.2e-33:232:74//Hs.1 601 46:AI049975 . 
10 R-HEMBB1001051//ESTs//3.7e-79:385:98//Hs.95290:AA046107 

R-HEMBB1001056//Homo sapiens mRNA for KIAA0618 protein, complete cds//1 .1e-87:497:91//Hs. 15832: 

AB014518 

R-HEMBB1001058//Homo sapiens mRNA for KIAA0475 protein, complete cds//2.2e-26:1 25:81 //Hs.5737: 
AB007944 " ; . 

15 R-HEMBB1 001 060//ESTS//1 .9e-37:541 :69//Hs.141534:N64785 

R-HEMBB1 001 063//ESTs//4.7e-42:269:88//Hs.55855:AA621 381 7 

R-HEMBB1001068//Homo sapiens Iiprin-beta2 mRNA. partial cds//9.1e-1 07:51 2:97//Hs. 12953: AF034803 

R-HEMBB1001096//Human HsLIM15 mRNA for HsLlmIS, complete cds//i :2e-20:233:70//Hs.37181 :D64108 

R-HEMBBia01102//Human mRNA for KIAA0355 gene, complete cds//9.1e-40:299:82//Hs.153014:AB002353 
20 R-HEMBB1001105//Homo sapiens PYRIN (MEFV) mRNA, complete cds//4.8e-46:296:87//Hs. 11 3283: AFOl 8080 

R-HEMBBl 001 1 1 4//ESTs//6.2e-44:293:86//Hs.70279:AA757426 

R-HEMBB1 001 1 1 7//ESTS//1 , 1 8-80:471 :90//Hs.61 935:T75092 

R-HEMBBl 001 1 1 9//ESTs//4.0e-38:21 3:84//Hs. 1 091 40: AI289942 

R-HEMBBl 001 126 ' 
25 R-HEMBBl 001 133//Human SS-A/Ro ribonucleoprotein autoantigen 60 kd subunit mRNA, complete cds//1 .6e-24: 

285:73//Hs.554:M25077 

R-HEMBBl 001 137//ESTs//4.6e-l 0:66: 100//Hs.74924:AI332962 
R-HEMBBl001l42//EST//6.4e-48:315:85//Hs.l49580:AI28l88t 
R-HEMBBl 001 151 

30 R-HEMBBl 001 153//ESTS. Moderately similar to II!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .3e- 

65:331 :96//Hs.154179:AA579197 ^' ^ 

R-HEMBBl 001 1 69//0xyt0Cln receptor//1 .5e-25:l 65:73//Hs.2820:X64878 
R-nnnnnnnnnnnn//ESTs//3.5e-41:233:93//Hs.l2921B:AA991162 \ 
R-HEMBBl 001 177 

35 R-HEMBBl 001 1 82//ESTS//1 .9e-86:455:95//Hs.6937:AA524^4d'' ' ■ 

R-HEMBBl 001 199 

R-HEMBBl 001 208//ESTs//3.3e-43:21 6:99//Hs. 1 21 806:N71 183';*; 
R-HEMBBl 001 209//ESTs//67e-80:409:96//Hs.141185:R99549'' . 
R-HEMBB1001210//ESTs//2.2e-46:290:88//Hs.103329:D11573 [ , 
40 R-HEMBBl 00121 8//Kangai 1 (suppression of tumorigenlcity 6;''prostate; CD82 antigen (R2 leukocyte antigen, 

antigen detected by monoclonal and antibody IA4))//3.le-44:298:87//Hs.l 03458 :X53 795 
R-HEMBBlOOl221//ESTs//94e-75:353:100//Hs.l51504:AA556817' 

R-HEMBBl 001 234//ESTS. Highly simitar to 65 KD YES-ASSOClAlED PROTEIN [Gallus gallus]//3.8e-80:400:96// 
Hs.7l873:AA148213 
45 R-HEMBBl 001 242//ESTs//1.6e-63:404:87//Hs.25534:AA1 49560 

R-HEMBBl 001 249//ESTs//3.8e-34:360:70//Hs.1 50727:AI292236* " 
R-HEMBB1 001 253//EST//0.0011:84:77//Hs.1 24579: AA853987 - v ' 
R-HEMBB1001254//ESTs//4.5e-95:444:99//Hs.161059:AI431268 

R-HEMBBl 001 267//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//1 .3e-50:524:73//Hs. 
50 1 59897: AB007970 

R-HEMBBl 001 271//Human mRNA for KIAA0118 gene, partial cds//4.0e-45:323:84//Hs. 154326:042087 
R-HEMBBl 001 282//EST//2.9e-78:401:96//Hs.72871:AA1 6941 2 

R-HEMBBl 001288//ESTS, Highly Similar to HYPOTHETICAL 27.3 KD PROTEIN ZK353.7 IN CHROMOSOME III 
[Caenorhabditiselegans]//2.6e-1 04:51 5:97//Hs.16606:W81 021 
55 R.HEMBB100l289//ESTs//7.8e-45:440:75//Hs.44702:AI148840. 

R-HEMBB100l294//ESTs//l.9e-l00:476:99//Hs.l09017:AI0571.li2,. 
R-HEMBBl 001302 f 
R-HEMBBl 001304//ESTs//4.0e-92:431:99//Hs.113750:AI091154 
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R-HEMBB1001314//lnterteukin 10//6.3e-41:334:79//Hs.2180:M57627 
R-HEMBB1001315//lnterieukin 10//1 .9e-43:285:87//Hs.2180:M57627 

R-HEMBB1001317//Human cytochrome P450-IIB (hllB3) mRNA, complete cds//8.4e-45:357:81//Hs.110194: 
M29873 

5 R-HEMBB1001326//ESTs//0.85:174:62//Hs.133487:AI393754 

R-HEMBB1 001 331//ESTS, Weakly similar to DFS70 [H.sapiensl//6.5e-61 :31 3:96//Hs.43071 :AA206222 

R-HEMBB1 001 335//EST//5.2e-80:381 :99//Hs.1 1 6769:AA630365 , 

R-HEMBB1001337//ESTs//2.7e-84:404:99//Hs.l48966:AI242639 

R-HEMBB1 001 339//ESTs//2,1 e-97:485:96//Hs.88357:AA26'2470 
10 R-HEMBB1001346 

R-HEMBB1 001 348//ESTS//1 .1 e-43:295:85//Hs.1 63604:R94354 

R-HEMBBl001356//EST//6.0e-11:89:88//Hs.152366:AA486721 

R-HEMBB1 001364//ESTS. Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.0e- 
12:129:79//Hs.9792:AA027055 ■ »v [ . 

15 R-HEMBB1001366//Human mRNA for KIAA0118 gene, partial-cds//1 .2e-50: 550: 72//Hs. 154326:042087 

R-HEMBB1001367//ESTs//1.2e-19:165:82//Hs.146314:R99617 - 

R-HEMBB1001369//Small inducible cytokine A5 (RANTES)//1 .9e-25:217:80//Hs.155464:AF088219 
R-HEMBB1001380//ESTs//4.0e-08:216:63//Hs.143763:AI174205 
R-HEMBB1 001 384//ESTs//6.6e-1 1 0: 547 :96//Hs. 6671 :AI341 699 ' 
20 R-HEMBB1 001 387//ESTS//1 .1 e-1 04:497:98//Hs.87654:AA853970 

R-HEMBB1 001 394//ESTs//6.4e-73:428:89//Hs. 1 39922: AA281 350 

R-HEMBB1001410//Alcohol dehydrogenase 7 sigma subunit (class IV)//0.88:365:5a//Hs.389:X76342 

R-HEMBB1 001 424//ESTs//1.3e-88:466:94//Hs.42174:AA1 94644 " 

R-HEMBB1001426//ESTs//2.2e-45:337:82//Hs.37573:H5965r ■ ' * 
25 R-HEMBB1001429//EST//3.8e-59:543:76//Hs.158803:AI376846 

R-HEMBB1001436//ESTs//3.7e-69:332:99//Hs.156518:AA724317 

R-HEMBB1 001443//ESTs//4.8e-54:270:98//Hs.21 898:AI088201 

R-HEMBB1 001 449//ESTs//3.2e-43: 1 70:84//Hs. 1 50727: AI292236 

R-HEMBB1 001 454//ESTS//9.1 e-46:304:86//Hs. 1 391 90:N555 15 
30 R-HEMBB100l458//ESTs//3.2e-98:478:97//Hs.50144:N67293' 

R-HEMBB1001463//Homo sapiens KIAA0421 mRNA, partial Cds//4.3e-50:440:78//Hs.41742:AB007881 

R-HEMBB1001464//ESTS, Weakly similar to K01H12.1 [C.e.legans]//0.25:222:61//Hs.13275:AI341468 

R-HEMBB1001482//ESTS, Moderately similar to zinc finger protein [R.norvegicus]//0.80:53:83//Hs.26799:W74481 

R-HEMBB1 001 500//EST//1 .4e-1 3:31 0:67//Hs.1 62663:AA6b45.l^^ 
35 R-HEMBB1001521//Homo sapiens mRNA for KIAA0737:i protein; complete CdS//2.5e-29:186:92//Hs.17630: 

AB018280 ' . 

R-HEMBB1001527//ESTS. Weakly similar to HYPOTHETICAL 92:1 KD PROTEIN ZK1098.3 IN CHROMOSOME 

III [Caenorhabditis elegans]//4.7e-51:404:8l//Hs.l4l429:AA63'l9l5 

R-HEMBB1001531//ESTs//3.3e-13:250:67//Hs.139158:AA226159 ■ : ' ' ' 
40 R-HEMBB1 001 535//H. sapiens mRNA for sigma 3B protein//1 .96-39:291 :82//Hs.1 54782:X99459 

R-HEMBB1 001 536//Human mRNA for KIAA0355 gene, complete cds//5.0e-44:31 8:83//Hs.1 5301 4:AB002353 

R-HEMBB1001537//Homo sapiens KIAA0409 mRNA, pardal CGls//3.2e-47:318:80//Hs.5158:AB007869 

R-HEMBBl 001 555//ESTs//2.6e-1 3:1 82:71//Hs. 1 1 2671 : AI377274 

R-HEMBB1 001 562//ESTS//1 .7e-43:316:83//Hs.151365:AA643?62 . 
45 R-HEMBB1 001 564//EST//1 .36-35:141 :81//Hs.1 621 97:AA5352l"; 

R-HEMBB1001565//Human mRNA for KIAA0331 gene, corriplete ccis//5.1 e-1 8:1 52 :85//Hs. 146395 :AB002329 

R-HEMBB1 001 585//ESTs//1 .1 e-32:1 90: 84//Hs. 33354 :AA1 79944 

R-HEMBBl 001 586//ESTs//4,9e-94:447:99//Hs. 1 24084: AA84321 9. 

R-HEMBBl 001 588//EST//8.3e-27:363:69//Hs.1 41 603:N6601 5 ' 
50 R-HEMBBl 001603//ESTS//1 .2e-101 :482:99//Hs.12403:AI09p1 84 

R-HEMBBl 001 61 8//ESTs//5.8e-35:437:70//Hs. 1 36868: AA8p5p44 

R-HEMBB1 001 61 9//EST//1 .7e-38:476:70//Hs.1 39093:AA1 66888 

R-HEMBBl 001 630//Homo sapiens mRNA, clone:RES4-16//5.7e-41:193:90//Hs.121493:D25272 
R-HEMBB1001635//ESTs//9.5e-34:304:82//Hs.140444:AI002082 
55 R-HEMBBl 001 637//ESTS//1 .Oe-42:443:74//Hs.21 978:AA009633 • ' 

R-HEMBBl 001 641//EST//2.4e-06:67:86//Hs.162398:AA57281-3' . . 
R-HEMBB1 001 653//ESTs/'/4.8e-80:381 :99//Hs. 1 40502: AA806438 ' 
R-HEMBB1001665//ESTs^/2.3e-44:372:79//Hs.132818:AI038577 
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R-HEMBB1 001 668//ESTs//0.73:21 2:62//Hs.8928:N32572 

R-HEMBB1001673//Homo sapiens mRNA for KIAA0646 protein, complete Cds//5.9e-117:573:97//Hs.24439: 
AB014546 

R-HEMBB1001684//ESTS, Moderately similar to Tbcl [M.musculus]//5.4e-106:523:97//Hs.26939:AA804534 
5 R-HEMBB1 001 685//ESTS, Moderately similar to l!!l ALU SUBFAMILY J WARNING ENTRY ill! [H.sapiens]//1 .9e- 

43:292:86//Hs.96337:AA225358 

R-HEMBB1 001 695//ESTs//3.7e-1 01 :539:94//Hs.78289:R60867 ' 
R-HEMBB1 001 704//EST//0.96:248:57//Hs.1 63025:AA703038 
R-HEMBB100l706//ESTs//1.3e-39:308:81//Hs.141318:N71080 , 
10 R-HEMBB1 001707//ESTS, Moderately Similar to hypothetical protein 2 [H.sapiensl//4.9e-32:277:73//Hs.142764: 
AA205569 

R-HEMBB1001717//ESTS//1 .6e-34:225:87//Hs.57883:AA2 18645 • 

R-HEMBB1001735//ESTS, Highly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 
8.66-11 :158:71//Hs.141263:H641 13 

15 R-HEMBB1001736//ESTs//0.0035:223:60//Hs.21354:AA203403 

R-HEMBB1 001747//EST//9.9e-55:293:81//Hs.112866:AA620488 ' 

R-HEMBB1001749//ESTs//2.5e-13:95:91//Hs.139888:N25287 

R-HEMBBl001753//ESTs//2.6e-07:141:70//Hs.144604:AI052059 

R-HEMBB100l756//EST//2.6e-06:165:64//Hs.121195:AA757211 . . 
20 R-HEMBB1001760//LOW-DENSITY LIPOPROTEIN RECEPTOR PRECURSOR//1,3e-24:264:74//Hs.70008: 

L00352 

R-HEMBB1 001762//ESTs//2.1e-81 :447:93//Hs.152766:AA211369 
R-HEMBB1 001 785//ESTs//0.040:390:58//Hs.11 6651 :AA993406 
R-HEMBB1 001 797//ESTS//2.1 e-90:428:99//Hs.8958:AA1 69253 
25 R-HEMBB1001802//Desmin//9.9e-95:497:93//Hs.119104:M63391. 

R-HEMBB1001812//ESTS//1 .26-12:91 :78//Hs.138852:AA284247 ^ 

R-HEMBB1 001 81 6//Human Line-1 repeat mRNA with 2 open reading frames//5.9e-1 3:1 43:76//Hs.23094;M1 9503 
R-HEMBB1 00l83l//Homo sapiens PAM COOH-terminal interactor protein 1 (PCIP1) mRNA, complete cds//5.5e- 
1 06:498:98//Hs. 1 59396:AF056209 
30 R-HEMBB1001836//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//9.6e-39:288:73//Hs. 

67619:AB007957 * 
R-HEMBB1001839 

R-HEMBB1001850//EST//0.020:119:68//Hs.32767:H38125 ; > 

R-HEMBB1 001 863//ESTs//4.5e-1 7:226:72//Hs.1 57253: AI357539. 
35 R-HEMBB1 001 867//ESTs//2.3e-1 6:254:68//Hs.1 23664: AA8081 66' ' 

R-HEMBB1001868//EST//9.8e-30:155:100//Hs.160572:AA888397 ^ ' 

R-HEMBBl001869//ESTs//2.8e-42:376:78//Hs.141973:N21434 ' 

R-HEMBB1001872//EST//0.85:156:64//HS.119501:AA487980' - ' ■ 

R-HEMBB1001874//EST//0.64:107:70//HS.147482:AI215572 
40 R-HEMBB1001875//EST//0.079:199:59//Hs.121810:AA77524:q.' 

R-HEMBB1 001880//rhromboxane A2 receptor//9.0e-47:297:£i6//Hs.89887:D38081 

R-HEMBB1 001 899//ESTs//6.3e-68:323:100//Hs.121538:AA60931 0 

R-HEMBB1 001 905//ESTs//4.4e-1 9:227:73//Hs. 1 461 73: AA9061 91 

R-HEMBB1 001 906//ESTs//1 .6e-90:463:95//Hs. 28266: H46725 ' 
45 R-HEMBB1 001 908//Homo sapiens EVI5 homolog mRNA, complete Cds//3.7e-27:557:64//Hs.26929:AF008915 

R-HEMBB1 001 91 0//EST//6.0e-37:308:78//Hs.1 621 97:AA53521 6 

R-HEMBB1001911//Homo sapiens tapasin (NGS-17) mRNA. complete cds//8.0e-58:367:79//Hs.5247:AF029750 
R-HEMBB1 001 91 5//ESTs//3.1 e-73:395:93//Hs.1 7054: All 39897 . 

R-HEMBB1001921//Human mRNA for KIAA0392 gene, partial cds//2.7e-50:323:88//Hs.40100:AB002390 
50 R-HEMBB1 001 922//H. sapiens mRNA for novel member of serine^arginine domain protein, SRrp129//7.4e-38:531 : 

70//Hs.153086:Y11251 

R-HEMBB1001925//Human mRNA for KIAA0327 protein, complete cds//9.5e-1 9:1 99 :77//Hs.1 49323 :AB002325 
R-HEMBB1001930//EST//1.9e-18:136:78//Hs.132635:AI032875 ' 
R-HEMBB1001944//EST//0.034:228:57//Hs.93664:N23366 ■ ■ 
55 R-HEMBB1 001 945//ESTS//1 .8e-83:439:95//Hs.7341 :N57jB75 ' 

R-HEMBB1 001 947//ESTs//5.6e-1 09:533:97//Hs.48855:AA1 '34589 
R-HEMBB1 001 950//ESTS//1 .5e-1 07:583:93//Hs.8033:N94998 r' I 
R-HEMBB1 001 952//ESTs//3.1 e-40:283:85//Hs. 14681 1 :AA410788 
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R-HEMBB1 001 953//Human mRNA for KIAA0080 gene, partial ccls//6.2e-50:284:83//Hs.74554:D38522 

R-HEMBB1001957//EST//4.8e-50:382:81//Hs.149580:AI281881 

R-HEMBB1 001 962//ESTs//1 .5e-20: 1 43:88//Hs. 1 1 924:W26972 , 

R-HEMBB1001967//Homo sapiens mRNA for KIAA0575 protein, complete cds//2.3e-61 :296:88//Hs. 153468: 
5 AB011147 

R-HEMBB1001973//ESTS//1 .4e-48:303:88//Hs.1 32722: AA6 18531 

R-HEMBB1001983//ESTs//2.6e-72:374:95//Hs.141022:H06475 

R-HEMBB1 001 988//ESTs//2.0e-31:204:88//Hs.1 42531 :N91 572 

R-HEMBB1 001 990//ESTs//9.4e-1 1 5:574:96//Hs.44426:AA1 73223 
10 R-HEMBB1001996 .; > 

R-HEMBB1001997//ESTs//7.6e-78:380:98//Hs.32682:H37798 ^ 

R-HEMBB1002002//Human kpni repeat mrna (cdna clone. pcd-kpni-8), 3' end//3.0e-1 8 :222:71//Hs. 103948: 
K00627 

R-HEMBB1 002005//EST//2.2e-41 :339:80//Hs.1 60833:AI345334 
IS R-HEMBB1 002009//EST//2.9e-44:245:94//Hs.28788:R66896 , 

R-HEMBB1 00201 5//EST//0.0027: 1 98:63//Hs. 1 60868: AI359052 . 

R-HEMBB1 002042//ESTS//1 .1 e-75:529:84//Hs.1 0691 9:AA523900* ' ' 

R-HEIVIBB1 002043//ESTs//7.9e-40:292:83//Hs.70279:AA757426 

R-HEIVIBB1 002044//ESTS//2.1 e-92:460:94//Hs.1 1 5897: AA1 56638 
20 R-HEMBBI 002045//Homo sapiens PYRIN (MEFV) mRNA. complete cds//5.6e-75:301 :85//Hs.1 1 3283:AF01 8080 

R-HEMBB1002049//ESTs//3.8e-77:409:94//Hs.122624:R82638 

R-HEMBBI 002050//ESTs//8.7e-45:330:82//Hs.44702: AM 48840 

R-HEMBBI 002068//ESTs//8.3e-70:333:99//Hs.134807:AI090671 ' 

R-HEMBBI 002069//Homo sapiens neuronal thread protein AD7c-NTP mRNA, complete cds//1 .5e-75:486:81//Hs. 
25 129735:AF010144 

R-HEMBBI 002092//ESTs//6.5e-46:331:83//Hs.22910:W1 81 93 ' " 
R-HEMBBI 002094//EST//3.6e-45:280:88//Hs.1 49580:AI281 881 
R-HEMBB1002115 

R-HEMBBI 0021 39//ESTs//4.2e-45:318:85//Hs.107657:AA126814 
30 R-HEMBBI 0021 42//Homo sapiens haemopoietic progenitorliomeobox HPX42B (HPX42B) mRNA, complete cds// 

1 .46-45:281 :88//Hs. 125231 :AF068006 r': ■ 

R-HEMBBI 0021 52//EST//4.3e-39:250:89//Hs.1 56552 :AA833553 '. 

R-HEMBBI 0021 89//H.sapiens mRNA for translln associated protein X//1.4e-47:328:85//Hs.96247:X95073 

R-HEMBBI 0021 90//ESTs//8.3e-05:122:70//Hs.41974:AF039 185*" ■ ■ 
35 R-HEMBBI 0021 93//Human sky mRNA for Sky, complete cds//8.9e-24:398:69//Hs.301 :U1 8934 

R-HEMBBI 002217//EST//6.6e-50:303:89//Hs.149580:AI281881 

R-HEMBBI 002218//ESTs//2.3e-19:150:86//Hs. 136031 :W95841 

R-HEMBB1 002232//ESTs//8.9e-47:445:77//Hs.1 63971 :N27584 

R-HEMBB1 002247//EST//6.6e-09:236:65//Hs.130578:AI004631 ' 
40 R-HEMBB1 002249//ESTs//5.2e-1 6:325:64//Hs. 1 56253: AI334807 . 

R-HEMBBI 002254//Human Line-1 repeat mRNA with 2 open reading frames//3.8e-99:590:88//Hs.23094:M19503 

R-HEMBBI 002255//Human mRNA for KIAA0365 gene, partial CdS//5.6e-45 :342:83//Hs. 841 23: AB002363 

R-HEMBBI 002266//ESTs//4.4e-98:472:98//Hs.65366: A! 1 891 1 2 

R-HEMBBI 002280//EST//2.9e-41:247:90//Hs.161917:AA483223 
45 R-HEMBBI 002300//ESTS//8 .48-1 9 :229:75//Hs.1 38463: N72305. 

R-HEMBBI 002306//Homo sapiens KIAA0432 mRNA, complete . cds//0.0021 :1 38:67//Hs. 1551 74: AB007892 

R-HEMBBI 002327//EST//0.042:249:61//Hs.121097:AA714637 ;, 

R-HEMBB1002329//ESTs//1.7e-94:453:99//Hs.7114:R24312 ' 

R-HEMBBI 002340//ESTs//5.8e-15:163:77//Hs.26378:H10228 
50 R-HEMBBI 002342//Homo sapiens mRNA for putative thioredpxin-like protein//0.85:46:84//Hs.42644:AJ01 0841 

R-HEMBBI 002358//ESTs//2.0e-52:319:81//Hs.140255:AA708322 

R-HEMBBI 002359//ESTs//2.7e-1 06:51 7:97//Hs.1 3634: AI051 613 

R-HEMBBI 002364//Human mRNA for KIAA0080 gene, partial cds//5.3e-37:360:65//Hs. 74554:038522 
R-HEMBBI 002371//Catalase//3.3e-22:235:77//Hs.76359:Xq4085 
55 R-HEMBBI 002381//Homo sapiens (JH8) mRNA, partial cds//i:Oe^08:120:78//Hs.1 42296: AF072467 

R-HEMBBI 002383//ESTs//3.5e-108:520:98//Hs.45140:D80655 ' 
R-HEMBBI 002387 

R-HEMBBI 00241 5//ESTS, Weakly similar to II!! ALU SUBFAMiLy J WARNING ENTRY III! [H.sapiens]//2.3e-23: 

• :,'r • 
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1 68:77//Hs.1 33526:N21 1 03 

R-HEMBB1002425//Human mRNA for tryptophan hydroxyiaise (EC 1. 14.1 6. 4)//3.2e-57:304:90//Hs. 144563: 
AF057280 

R-HEMBB1002442//ESTs//2.7e-48:289:87//Hs.155243:N70293 
5 R-HEMBB1 002453//Human mRNA for KIAA0355 gene, cornplete cdS//6.2e-45;292:87//Hs. 15301 4:AB002353 

R-HEMBB1002457//Human mRNA for KIAA0118 gene, partial cds//2.7e-46:546:71//Hs.1 54326:042087 

R-HEMBB1 002458//EST//1 .89-72:343: 100//Hs.162006:AA508689 

R-HEMBB1002477//ESTs//1.6e-38:215:93//Hs.18240:AA466083; 

R-HEMBB1002489//ESTs//12e-101:534:94//Hs7981:H15176 , •. , 
10 R-HEMBB1002492//ESTs//5.0e-14:350:62//Hs.99205:AA204969" 

R-HEMBB1002495//ESTs//2.1e-19:147:86//Hs.163747:AA174017. . 

R-HEMBB1 002502//ESTS, Weakly Similar to p40 [H,sapiens]//1 .2e-68:336:98//Hs.141515:T41142 
R-HEMBB1 002509//ESTs//2.7e-97:459:99//Hs. 1 27638: AI01 461 5 

R-HEMBB1 00251 0//ESTS, Weakly similar to located atOATLI [H.sapiens]//2.2e-48:265:95//Hs.48827:AA873278 
15 R-HEMBB1 002520//EST//7.2e-40:1 98:84//Hs.1 40493:AA804538 

R-HEMBB1002522//Human putative transmembrane receptor IL-IRrp mRNA, complete cds//0.50:142:69//Hs. 
1 59301 :U43672 

R-HEMBB1002531//EST//0.024:147:61//Hs.148305:AA909605 ■ ■ 
R-HEMBB1002534//EST//3.1e-22:168:84//Hs.146794:AI149478 
20 R-HEMBB1 002545//ESTs//9,2e-90:421 :99//Hs.1 1 831 7:AI033259 

R-HEMBB1 002550//ESTS, Weakly Similar to similar to S. cerevisiae LAGI [C.elegans]//5.1 e-22:2l 0:81//Hs. 1 1 896: 
T68813 

R-HEMBB1002556//ISLET AMYLOID POLYPEPTIDE PRECURS0RY//1 .9e-45:344;82//Hs.51048:X68830 
R-HEMBB1002579//ESTs//4.6e-47:326:85//Hs.155184:AA573189 
25 R-HEMBB1 002582//ESTs//0.00036:91 :76//Hs. 140039: A A047045 

R-HEMBB1 002590//ESTS//1 .0e-37:21 0:84//Hs.36658:N91 1 38 . • 

R-HEIVIBB1002596//Human mRNA for KIAA0118 gene. partiarc'ds//2.2e-46:297:87//Hs. 154326:042087 
R-HEMBB1002600//EST//2.5e-17:147:84//Hs.121918:AA777424^ ■ ' 
R-HEMBB1002601//ESTs//7.8e-68:358:95//Hs.101489:R66923^--i 
30 R-HEMBB1002603//EST//1.1e-47:281:90//Hs.149580:AI28188f 
R-HEMBBl002607//ESTs//5.4e-75:379:97//Hs.29438:H42896 

R-HEMBB1 00261 0//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//6.2e-07: 
140:70//Hs.155456:AA707265 " ' 

R-HEMBB1 00261 3//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0508//8.5e-47:278:83//Hs. 
35 159187:AB007977 

R-HEMBB1002614//ESTs//3.4e-81:383:99//Hs.13012:AI094l'5b' 

R-HEMBB1 00261 7//Homo sapiens protease-activated receptor 4 mRNA, complete cds//7.4e-19:151:80//Hs. 
137574:AF055917 

R-HEMBB1 002623//ESTS//1 .6e-45:288:87//Hs.1 38852: AA284247 
40 R-HEMBB1 002635//Small inducible cytokine A5 (RANTES)//5.5e-39:278:81//Hs.1 55464: AF08821 9 

R-HEMBB1002664//EST//8.9e-49:3l5:87//Hs.149580:AI28l881 
R-HEMBB1002677//ESTs//0.65:159:62//Hs.163517:AI419775 

R-HEMBB1002683//H.sapiens mRNA for delta 4-3-oxosterbid 5 beta-reductase//8.6e-54:543:75//Hs.2638: 

Z28339 ' 
45 R-HEMBBl002684//ESTs//3.0e-18:148:87//Hs.158270:AA776646. 

R-HEMBB1002686//ESTs//6.1e-80:419:96//Hs.103002:W02753 

R-HEMBB1002692//ESTs//3.3e-58:451:82//Hs.141254:AI334099 

R-HEMBB1002697//ESTs//6.2e-86:423:98//Hs.129812:AA769487 

R-HEMBB1 002699//EST//5.6e-46:322:84//Hs.140231 :A1054398 ' 
50 R-HEMBB1002702//ESTs//5.6e-36:412:72//Hs.154993:AA142842 

R-HEMBB1002705//POLYPOSIS LOCUS PROTEIN 1//0:024:4i2:58//Hs.74648:M73547 

R-HEMBB1 00271 2//ESTs//9.0e-96:451:99//Hs.1 36806: AA8P5682 , 

R-MAMMA1000009//ESTs//3.0e-78:392:96//Hs.163947:AA6787p1 ' 

R-MAMMA1 00001 9//Small inducible cytokine A5 (RANTES)//i :5e-47:247:87//Hs.1 55464: AF0882 19 
55 R-MAMMA1000020//Zinc finger protein 2 {A1-5)//4.9e-49:384:80//Hs.155533:X60152 

R-M AMM A1 000025//Homo sapiens KIAA0441 mRNA, complete cds//4:7e-1 1 : 1 54:71 //Hs.3251 1 : AB007901 
R-MAMMA1000043//Homo sapiens mRNA for KIAA076r:protein, partial cds//2.0e-58:277:84//Hs.93121: 
AB018304 
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R-MAMMA1000045//ESTs//1.0e-38:225:92//Hs.142567:AA287165 
R-MAMMA1000055//EST//0.14:91:67//Hs.144061:AA996350 ^ 

R-MAMMA1000057//Fucosyltransferase 1 (galactoside 2-alpha-L-fucosyltransferase, Bombay phenotype includ- 
ed)//3.8e-77:545:83//Hs.69747:M35531 : 
5 R-MAMMA1 000069//ESTs//8.0e-1 08:546:96//Hs.44856:N37065; ■ . . 

R-MAMMA1000084//Homo sapiens clone 23632 mRNAsequencb//7.3e-43:313:83//Hs.46918:AF0520g9 
R-MAMMA1000085//ESTS, Highly similar to PUTATIVE 'XYSTEINYL-TRNA SYNTHETASE C29E6.06C 
[Schizosaccharomyces pombeJ//7.7e-l04:546:94//Hs.7779:AA04524l. 

R-MAMMA1000092//EST. Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.saplens]//4.2e- 
10 22:287:71//Hs.136063:U51713 V ' 

R-MAMMA1000103//LOW-DENSITY LIPOPROTEIN RECEPTOR PREGURSOR//8.4e-49:334:86//Hs.70008: 
L00352 

R-MAMMA1000117//ESTS, Weakly similar to !!!! ALU SUBFAMIiIy J WARNING ENTRY !!!! [H.sapiensl//3.1e-08: 
96:80//Hs. 1 1 5088: AA2301 72 
IS R-MAMMA1000129//EST//2.8e-64:310:99//Hs.136394:AA523577 
R-MAMMA1000133 

R-M AMM A1 0001 34//ESTS//1 .18-21:1 52:87//Hs. 1 63747:AA1 7401 7 

R-MAMMA1000139//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0501//6.3e-40:288:78//Hs. 
1 59897: AB007970 

20 R-MAMMA1 0001 43//EST//5.0e-52:31 4:89//Hs.1 49580: AI281 881 

R-M AMMA1 0001 55//Homo sapiens apoptotic protease activating factor 1 (Apaf-1 ) mRNA, complete cds//l .5e-59: 
562:75//Hs.77579:AF013263 

R-M AMM A1 0001 63//ESTs//2.8e-92:457:96//Hs.1 1 441 3:AA884787 

R-M AMM A1 0001 7l//Homo sapiens mRNA for putative lipoic acid synthetase. partlal//2.5e-39:173:83//Hs.53531 : 
25 AJ224162 

R-M AMM A1 0001 73//ESTS. Highly similar to SRC SUBSTFV^tipSO/SS PROTEINS [Gallus gallus]//2.4e-07:63: 

90//Hs.90367:AI357069 ' • -fc 

R-M AMM A1 0001 75//EST//0.66:21 7:58//Hs. 1 46444: Al 1 27611 ' 

R-M AMMA1 0001 83//EST$//6.7e-30:341 :73//Hs.1 25254:AA872b5f ' ' / 
30 R-MAMMA1000198//EST//2.8e-45:185:88//HsJ49580:AI28188.1 • 

R-MAMMA1000221//ESTS, Weakly similar to circadian clock*pfbte[jn'^[M.musciilus]//1.4e-41:272:90/^ 

AA421103 , _ 

R-MAMMA1000227//EST//2.4e-39:388:76//Hs.144175:H70425; " 

R-MAMMA1000241//EST//0.0027:263:61//Hs.37532:H57946 •/ 
35 R-MAMMA1000251//Homo sapiens mRNA for KIAA0772 protein, complete cds//5.3e-47:322:86//Hs.15519: 

AB018315 

R-M AMM Al 000254//Homo sapiens tumor necrosis factor superfamily member LIGHT mRNA, complete cds//2.2e- 
43:31 5:83//Hs. 1 29708: AF064090 

R-MAMMA1 000257//EST//1 .6e-62:330:93//Hs.141 728:W73041 
40 R-MAMMA1000264/A/on Hippel-Lindau syndrome//2.3e-31 : 141 :81//Hs.78l60:AF01 0238 

R-MAMMA1 000266//ESTs//3.4e-34:1 50:81//Hs.1 63980:AA71 581 4 

R-MAMMA1000270//Homo sapiens mRNA, chromosome i specific transcript KIAA0508//2.7e-57:304:78//Hs. 

159187:AB007977 ^ ^ • 

R-MAMMA1000277//Thlopurine S-methyItransferase//3.7e-27:380:71//Hs.51124:AF019369 
45 R-MAMMA1000278//ESTs//5.2e-99:504;95//Hs.8494:W72694 

R-MAMMA1000279//Homo sapiens mRNA. chromosome 1 Specific transcript KIAA0487//3.1e-58:295:83//Hs. 

92381 :AB007956 ^ Jr .v 

R-MAMMA1 000284y/EST//4.1 e-1 0:151 :73//Hs.60742: AA01 7(^^^ ' 

R-MAMMA1 000287 * } '-^^O- 

50 R-MAMMA1000302//Homo sapiens KIAA0432 mRNA, complete' cds//1 .0:50:84//Hs. 1551 74: AB007892 

R-MAMMA1000307//Human mRNA for KIAA0033 gene, partial cds//,1.8e-48:468:76//Hs.22271:D26067 

R-MAMMA1000309//ESTs//1.7e-94:491:94//Hs.135106:AI33525l '^ . ; ; 

R-M AMMA1 00031 2//ESTs//8.9e-74:377:96//Hs.1 331 63:AI051 434:' ' " 

R-MAMMA1000313i//EST//8.3e-19:294:62//Hs.127400:AA954491 ; 
55 R-MAMMA1000331//ESTS, Moderately similar to envelope protein [H.sapiensl//8.6e-54:278:97//Hs.139170: 

AA662998 

R-M AMM A1 000339//EST//6.8e-44: 1 69:89//Hs. 1 49580: A1281 881 ' 

R-MAMMA1000340//Homo sapiens mRNA for KIAA0625 protein, partial cds//0. 82:204: 6 1//Hs. 1549 19: AB0 14525 
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R-MAMMA1000348//ESTs//3.3e-34:320:75//Hs.139158:AA2261:5^ 

R-MAMMA1000356//ESTS, Highly similar to URIDYLATE KINASE [Saccharomyces cerevisiael//0.42:1 72:61//Hs. 
11463:AA535912 . ;. 

R-MAMMA1000360//Human mRNA for KIAA0118 gene, partial. cds//3.8e-43:212:82//Hs. 154326:042087 
5 R-MAMMA1000361//ESTs//3.le-17:188:68//Hs.164036:AA845659 
R-MAMMA1000372//ESTs//1.0e-46:307:85//Hs.145032:AA343523 . 
R-MAMMA1 000385//ESTs//8.2e*97:467:98//Hs.1 52282:AA41 20,65 

R-MAMMA1000388//Homo sapiens UKLF mRNA for ubiquitous Kruppet lil^e factor, complete ccls//8.6e-14:106: 
92//Hs.32170:AB015132 
10 R-MAMMA1000395//ESTS//1 .9e-57:292:96//Hs.11365:AB01060 

R-MAMMA1000402//ESTS. Moderately similar to RETROVIRUS-RELATED POL POLYPROTEIN [Mus muscuius] 
//9 . 1 9-47:3 1 6:8 1 //Hs . 1 38698: N38973 

R-M AMMAl 00041 0//Archain//1 .8e-40:443:74//Hs.33642:X81 1 98 

R-MAMMAl 00041 3//Homo sapiens mRNA for KIAA0792 protein, complete cds//1.3e-27:304:72//Hs,1 19387: 
15 AB007958 

R-M AMMAl 00041 4//ESTs//2.9e-27:1 8 1 :87//Hs. 1 41 254:AI334099 

R-M AMMAl 00041 6//Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds//l .5e-58: 
282:82//Hs.97203:U831 71 

R-MAMMA1000421/n"hromboxane A2receptor//4.9e-48:372:80//Hs.89887:D38081 
20 R-MAMMAl000422//ESTs//0.077:240:62//Hs.123136:AA631067 

R-M AMMAl 000423//Human mRNA for KIAA0392 gene, partial cds//1 .3e-48:375:81//Hs.40100:AB002390 

R-MAMMA1000424//Human melanoma antigen recognized^ by^ T-cells (MART-1) mRNA//1.4e-44:4l8:75//Hs. 

154069:U06452 ^'^i':'*: 

R-MAMMA1000429//ESTs//3.9e-113:565:96//Hs.5076:N5346f^:j^^^ 
25 R-MAMMA1000431//Human macrophage-derived chemokine precursor (MDC) mRNA, complete cds//8.6e-68: 

302:85//Hs.97203:U83171 V^yf .^ 

R-M AMMAl 000444//Calcium modulating ligand//5.5e-44:344:8f//Hs .1 3572:AF0681 79 

R-MAMMA1000446//ESTS//1 .0:236:60//Hs.126958:AI1 47447 < * 

R-M AMMAl 000458 ' n-./ ' . 

30 R-MAMMA1000468//ESTs//4.4e-51:271:96//Hs.6839:AA055176- : ' ' 

R-M AMMAl 000472//ESTs//5.4e-39: 1 46:86//Hs.1 41 581 :AA31 5361 

R-M AMMAl 000478//EST$//2.3e-74:365:98//Hs.1 40591 :AA828959 

R-MAMMA1000483//ESTs//9.9e-23:235:75//Hs.163592:AA280886 " 

R-M AMMAl 000490//EST//2.1 e-80:500:87//Hs. 1 421 37:AA21 3759 
35 R-MAMMA1000500//Small inducible cytokine AS (RANTES)//4,7e-43:283:86//Hs.155464:AF088219 

R-MAMMA1000501//ESTs//4.2e-37:250:86//Hs.141323:N80390 

R-M AMMAl 00051 6//Human mRNA for KIAA0392 gene, partial cds//5.1e-46:459:75//Hs.40100:AB002390 
R-M AMMAl 000522//ESTs//9.5e-1 6:226:70//Hs.1 1 6673:AA669267 
R-MAMMA1000559//ESTs//5.2e-34:244:84//Hs.1 50727:AI2922i6 / 
40 R-M AMMAl 000565//EST//2.7e-38:386:76//Hs. 1 62404: AA5731 31 

R-M AMMAl 000567//EST//0.33:49:79//Hs. 1 47754: AI220561 
R-M AMMAl 000576//ESTs//4.9e-57:348:89//Hs.1 08921 :N31 21 1 

R-MAMMA1000583//Homo sapiens KIAA0412 mRNA. partial cds//1 .3e-52:373:77//Hs.6200:AB007872 
R-MAMMA1000585//ESTs//5.1e-40:337:78//Hs.130815:AA936548 ' 
45 R-MAMMA1000594//Small inducible cytokine A5 (RANTES)//3:be-.45:225:80//Hs.1 55464: AF0882 19 

R-MAMMA1 000597//ESTs//2.0e-98:461 :99//Hs.43212:AA993042. 

R-MAMMA1 000605//CD4 receptor {exons 1 and 2} [human ;'T-iymipKocyte. mRNA. 3429 nt]//1 .5e-50:500:73//Hs. 
116007:579267 'V':.' 

R-M AMMA1 00061 2//ESTS, Highly similar to HYPOTHETICAL TRP^ASP REPEATS CONTAINING PROTEIN IN 
SO SIS1-MRPL2 INTERGENIC REGION [Saccharomyces cerevisiae]//8.6e-108:559:94//Hs.29203:AI344105 

R-MAMMA1000616//EST//0.071:169:60//Hs.144096:AI032i86' ; 
R-MAMMA1000621//ESTs//1.0e-90:477:94//Hs.26073:R9636l' " 
R-MAMMA1 000623 

R-MAMM A1 000625//ESTs//3.4e-98:556:91//Hs.1 1 9482:AI361 002 ^ 
55 R-MAMMA100064a^/EST//4.9e-74:379:96//HsJ37447:AA342203;" ' 

R-M AMMAl 000664//Homo sapiens mRNA for putative lipoic acid synthetase, partial//3.2e-43:400:76//Hs.5353l : 

AJ224162 

R-MAMMA1000669//EST//6.9e-53:368:84//Hs.149580:AI281881 
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R-MAMMA100067Q//ESTS, Highly Similar to HYPOTHETICAL PROTEIN IN TONB 3'REGION [Klebsiella pneu- 
moniae]//8.4e-98:464:98//Hs.31431:AI022065 ; • ; 

R-MAMMA1000672//ESTs//2.0e-80:382:99//Hs.106747:AI080476 . 
R-MAMMA1000684//ESTs//6.2e-72:357:98//Hs.67896:AA865212 . 
5 R-MAMMA1000696//Human mRNA for KIAA0345 gene, complete cds//3.3e-52:21 6:75//Hs. 98938: AB002343 

R-M AMM A1 000707//EST//7.0e-1 1 : 1 95:68//Hs. 1 47002: Al 1 84644 

R-M AMM Al 00071 3//Homo sapiens DEC-205 mRNA, complete Cds//1 .5e-45:485:74//Hs. 1 53563: AF0 1 1 333 
R-M AMM Al 00071 4//ESTS, Moderately similar to hypotheticarprotein 2 [H.sapiens]//1 .2e-29:158:79//Hs.142764: 
AA205569 

10 R-M AMM Al 00071 8//ESTs//3. 1 e-45:264:88//Hs. 1 5241 3:AA78051 5 

R-MAMM Al 000720//ESTs//7.4e-44:244:87//Hs.1 1 1 742:R39329 

R-MAMMA1000723//Homo sapiens mRNA for alpha(l,2)fucosyltransferase. complete cds//5.6e-52:350:82//Hs. 
46328:087942 

R-MAMMA1000731//ESTs//1.1e-19:420:66//Hs.35036:H95267 ' . 
15 R-MAMMA1000732//EST//2.9e-20:229:74//Hs.135400:AI056893 

R-MAMMA1 000733//ESTS, Weakly similar to HYPOTHETICAL 92.1 KD PROTEIN ZK1 098.3 IN CHROMOSOME 
III [Caenorhabditis elegans]//1 .2e-35:371:74//Hs.141429:AA631915 

R-MAMMA1000734//Homo sapiens SEC63 (SEC63) mRNA, complete cds//2.1e-58:253:98//Hs.31575;AF100141 
R-MAMMA1000738//ESTS, Weakly similar to similar to Achlya:'ambisexualis antheridiol steroid receptor [C.ele- 
20 gans]//2.3e-116:557:98//Hs,71472:AA632288 / ; . 

R-MAMMA1000744y/ESTs//0.015:143:67//Hs.135382:AI2242d5' 

R-MAMMA1 000746//Human Line-1 repeat mRNA with 2 open reading frames//2.3e-90:568:86//Hs.23094:M1 9503 

R-MAMMA1000752//Interleukin 10//2.8e-43:339:80//Hs.2180:M57627 ' * 

R-MAMM Al 000760//EST//5.0e-44:306:86//Hs.1 62404:AA5731 31 . 
25 R-MAMMA1000761//EST//5.0e-41:187:85//Hs.162335:AA564256 

R-MAMMA1000775//Human mRNA for KIAA0355 gene, complete cds//3.0e-46:465:76//Hs.153014:AB002353 

R-MAMMA1 000776//ESTS//1 .9e-43:429:73//Hs.1 41 742:W222b4 

R-M AMMA1 000778//ESTS//1 .86-31 :445:70//Hs.1 1 1 723:H57439 ^ 

R-MAMMA1000782//EST//0.0019:1 02:68//Hs. 1 20686: AA7471 50 
30 R-MAMMA1000798//ESTs//1.4e-13:267:69//Hs.140156:AA7d4i63 ' 

R-MAMMA1000802//Clathrin, light polypeptide (Lcb)//1 .5e-45:358:76//Hs.73919:X81637 

R-MAMMA1000831//ESTs//1.3e-1,04:510:97//Hs.17494:AA572675 

R-MAMMA1000839//EST//2.9e-51:307:89//Hs.149580:Al281881 

R-M AMMA1 000841//ESTS//1 .3e-34:41 2:72//Hs.1 21256:AA757902 
35 R-MAMMA1000842//ESTS, Moderately similarto III! ALU SUBFAMILY J WARNING ENTRY 111! [H.sapiens]//9.4e- 

44:363:79//Hs.96337:AA225358 ' 

R-MAMMA1 000843//ESTs//2.2e-1 06:525:97//Hs.1 5201 6: AA6d3097 

R-MAMMA1 000845//ESTS//1 .6e-66:327:98//Hs.1 56900:AA468955 

R-MAMMA1000851//ESTs//3.7e-14:115:86//Hs.140590:R7625T . 
40 R-MAMMA1000855//Human mRNA for KIAA0392 gene, partial cds//5.7e-47:281:91//Hs.40100:AB002390 

R-MAMMA1000856//EST//1 .8e-16:150:79//Hs.136811 :AA7892i:2 

R-M AMMA1 000862//EST//3.2e-05:93:73//Hs J 61 205:A141 9311/ 

R-M AMM Al 000863//ESTS//1 .Oe-46:446:73//Hs.l 53432:AA098922 

R-MAMMA1000865//Homo sapiens clone 23632 mRNA sequerice//3:6e-39:324:80//^ 
45 R-MAMMA1 000867//ESTs//9.8e-1 6:1 93:76//Hs.1 52340:AA521 399 

R-MAMMA1 000875//EST//3.1e-24:301:72//Hs.1 32635: AI032875 * ' 

R-M AMM Al 000876//ESTs//9.9e-48:246:97//Hs.1 1 21 65:AA62t243 

R-M AMMA1 000877//ESTS//1 .4e-38:324:79//Hs.1 41 024:H07;.1 % ' ; ' 

R-MAMMA1000880//Homo sapiens mRNA for KIAA0594 'protein, partial cds//3.2e-40:542:68//Hs. 154872: 
50 AB011166 

R-MAMMA1000883//ESTs//1.0:207:60//Hs.47199:N51107 . \ . 
R-MAMM Al 000897//ESTs//2.6e-78:383:97//Hs.41 067: AI31 02 1 5 

R-MAMMA1000905//Human mRNA for KIAA0331 gene, complete cds//9.7e-53:307:91//Hs. 146395: AB002329 
R-MAMMA1000906//ESTs//8.0e-25:206:83//Hs.141825:AA017093 
55 R-MAMMA1000908//ESTs//4.4e-32:1 76:96//Hs.38559:AA701 634 

R-M AMM A1 00091 4//ESTS//0.032: 1 50:63//Hs. 1 1 91 62:AA399989 ' 

R-MAMMA1000921//Human 53K isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA. 
complete Cds//7.7e-38:269:74//Hs.108966:U48696 
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R-M AMM A1 000931//ESTS//1 .26-80:457:9 1//HS.1 2231 9:AA782335 
R-M AMM A1 000940//ESTs//3.3e-43:329:82//Hs.35254:AI1 33727 
R-MAMMA1000941//ESTs//7.5e-55:306:84//Hs.163936:AA632281 
R-M AMM A1 000942//ESTs//2.5e-83:405:98//Hs.1 1 6491 :AA65b428 

R-MAMMA1000943//Cytochrome P450, subfamily I (aromatic compourid-inducible), polypeptide 2//9.3e-79:567: 
80//Hs.1361:M55053 

R-MAMM A1 000956//EST//5.7e-53:256:1 00//HS. 1 62209:AA5361 78 

R-MAMMA1000957//Kangai 1 (suppression of tumorigenicity 6, prostate; CD82 antigen (R2 leukocyte antigen, 
antigen detected by monoclonal and antibody IA4))//7.5e-49:340:85//Hs.l03458:X53795 
R-MAMMA1000962//Homo sapiens mRNA for KIAA0575, protein, complete cds//2.0e-48:216:85//Hs.1 53468: 
AB011147 

R-M AMM A1 000968//EST//6.2e-46:302:86//Hs. 1 49580: AI281 88^1 
R-MAMMA1000975//ESTs//1.4e-85:428:96//Hs.141742:W22204 

R-MAMMA1000979//Homo sapiens mRNA for KIAA0761\pr6teih, partial cds//8.0e-39:338:79//Hs.93121: 
AB018304 V , 

R-M AMM A1 000987//EST//2.8e-41 :249:90//Hs. 1 49580: AI281 881 

R-M AMM A1 000998//Homo sapiens apoptotic protease activating factor 1 (Apaf-1 ) mRNA, complete cds//3.9e-50: 
445:77//Hs.77579:AF013263 

R-MAMMA1001003//Slalophorin (gpL115. leukosialin. CD43)//4.1e-51: 282 :82//Hs. 80738 :X52075 
R-MAMMA1001008//ESTS, Weakly similar to renin [H.$apiens]//1 .9e-82:405:97//Hs.25863:AA630313 
R-MAMMA1001021//Homo Sapiens DEC-205 mRNA, completg cas//3.0e-44:309:86//Hs.1 53563: AF0 11 333 
R-MAMM A1 001 024//ESTs//6.8e-35:333:78//Hs.1 07657:AAi 2681 4 
R-M AMM A1 001 030//ESTs//1 .68-1 1 0:552: 96//HS, 59483 :AA524536 ' 
R-MAMMA1001035//ESTs//1,0e-45:273:85//Hs.138856:H47461 

R-MAMMA1001038//Human mRNA for KIAA0392 gene, partial ccis//3.0e-50:298:91//Hs.40100:AB002390 

R-nnnnnnnnnnnn//ESTs//3.6e-86:445:95//Hs.122625:R68650 

R-MAMMA1 001 050//EST//2.2e-54:387:85//Hs.1 49580: AI281 881 * 

R-MAMMA1001059//ESTS. Moderately similar to RNA 'helicase [M.musculus]//1.7e-13:273:65//Hs.98738: 
AI015487 

R-M AMM A1 001 067//ESTS//1 .3e-38:324:78//Hs.201 90:AA525532 
R-MAMMA1001073//ESTs//5.2e-106:554:94//Hs.12336:W63748' , ' 

R-MAMMA1001074//Human mRNA for KIAA0355 gene, complete Cds//1 .2e-38:544:68//Hs. 15301 4: AB002353 
R-MAMMA1 001 075//ESTs//2.0e-98:463:99//Hs.1 8341 :N38944v • 

R-MAMM A1 001 07a//Human Line-1 repeat mRNA with 2 open reading frames//1 .7e-84:556:85//Hs.23094:M1 9503 
R-MAMMA1 001 082//ESTs//2.4e-71:356:97//Hs.1 52302:190222'^ V 

R-MAMMA1 001 091//ESTs//4.7e-83:429:95//Hs.1 5441 2:AA3 109^6 ' ' 

R-MAMM A1 001 092//Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 
6.4e-34:262:82//Hs.129727:AF035587 

R-MAMMA1001105//Human putative RNA binding protein RNPL mRNA, complete cds//4.2e-27:232:76//Hs. 
61840:U28686 ; 
R-M AMM A1 001 1 1 0//ESTs//1 .6e-1 7: 1 28:87//Hs. 1 61 31 4: AI421 576 ' 

R-MAMMA1001126//CD4 receptor {exons 1 and 2) [human, I-jymphocyte, mRNA, 3429 nt]//8.8e-53:462:78//Hs. 
116007:879267 ^ ' 

R-MAMM A1 001133//Homo sapiens tapasin (NGS-1 7) mRNA, complete cds//1 .8e-59:460:81//Hs.5247:AF029750 

R-M AMM A1 0011 39//ESTS//1 .36-62:341 :94//Hs.1 881 9:R01 029 

R-M AMM A1 001 1 43//ESTs//3.0e-48:383:80//Hs. 1 52340: AA521 399 

R-M AMM A1 0011 45//Calcium modulating ligand//5.1e-48:403:79//Hs.l3572:AF0681 79 

R-MAMMA1 001 154//EST//6.8e-35:313:75//Hs.1 62404: AA573 131; 

R-MAMMA1 001 1 61//Homo sapiens tapasin (NGS-1 7) mRNA, complete cds//1 .1 e-58:409:84//Hs.5247:AF029750 
R-MAMMA1001162//ESTS, Highly similar to t-BOP [M.musculus]//2.1e-91:430:99//Hs.129982:AI420970 
R-M AMM A1 001 1 81 //ESTs//5.0e-1 1 2:557:96//Hs.1 1 81 81 :W02251 
R-MAMMA1001186//ESTs//3.8e-85:410:99//Hs. 163811 :W44959: - 
R-MAMMA1 001 1 91//ESTs//0.01 8:57:87//Hs.1 41 253:AA22651 9'1. J. 

R-MAMMA1001198//ESTS, Weakly similar to involved in sighalinsi by the epidermal growth factor receptor [M. 
musculus]//2.6e-80:358:96//Hs.163827:AA074202 ' j, . . 

R-MAMMA1 001 202//ESTs//7.0e-43:230:95//Hs.79788:AA527348 ' ; . 
R-MAMMA1001203//Clathrin, light polypeptide (Lcb)//2.8e-65:348:79//Hs.73919:X81637 
R-MAMMAl 001 206//EST//0.098:84:72//Hs. 162941 :AA6351 48 
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R-MAMMA1001215//ESTs//1.3e-43:156:86//Hs.155243:N70293 
R-M AMM A1 001 220//ESTs//8.9e-1 7:276 :68//Hs.1 1 651 8:AA653202 
R-MAMMA1001222//ESTs//0.49:112:66//Hs.24668:AA897315" * 
R-MAMMA1001243//EST//0.99:143:62//Hs.68522:C20701 
5 R-MAMMA1001244//ESTs//2.2e-06:79:83//Hs.123163:AA809619 
R-M AMM A1 001 249//ESTs//4.2e-68:343:97//Hs.1 471 39:AI1 91 307 ' 

R-MAMMA1001256//ESTS. Moderately similar to hypothetical protein 2 [H.sapiensl//4.7e-31 :221 :77//Hs. 142764: 
AA205569 

R-MAMMA1001259//ESTs//1.3e-43:266:90//Hs.6193:AA04514;9^.. . 
10 R-MAMMA1001260//Homo sapiens mRNA for KIAA06.6iy'p?6t(sin, complete cds//2.0e-21 :226:75//Hs. 65238: 
AB014561 

R-MAMMA1001268//H.sapiens HCG II mRNA//2.4e-53:181 :8^//Hs.146333:X81001 
R-MAMMA1001271//ESTS. Highly similarto PUTATIVE SERINE/THREONINE-PROTE^ 
CUlusy/1 .1e-108:546:95//Hs.18999:N30643 
15 R-MAMMA1001274//Homo sapiens mRNA for KIAA0572 prbteih, partial cds//4.4e-32:188:94//Hs.14409: 
AB011144 

R-MAMMA1001280//EST//0.0015:170:62//Hs.116770:AA630371 
R-M AMM A1 001 292//ESTs//5.6e-1 02:481 :99//Hs.9481 0:AA811 876 

R-MAMMA1001296//Homo sapiens mRNA for KIAA0563 protein, complete cds//2.2e-27:348:70//Hs.15731: 
20 AB011135 ' • 

R-MAMMA1 001 298//ESTS//1 .40-44:375 :79//Hs. 70279 :AA757426' , 

R-MAMMA1001305//Human G protein-coupled receptor (STRI_22y mRNA, complete cds//4.0e-43:300:85//Hs. 
46468:U45984 

R-MAMMA1001322//Homo sapiens Stress-activated protein kinase 4 mRNA, complete cds//8.8e-l2:188:70//Hs. 
25 55771 :AF004709 

R-MAMMA1001324//ESTs//5.3e-68:297:88//Hs.121228:AA709471 ' • 
R-M AMM A1 001 330//ESTS//1 .6e-57:429:83//Hs.70279:AA757426' . 

R-MAMMA1001341//Homo sapiens 4F5S mRNA, complete Cds//4.8e-27:285:75//Hs.32567:AF073519 

R-M AMMA1 001 343//ESTS//8. 1 e-51 :273:93//Hs.1 62208:AA^361 27 
30 R-MAMMA1001346//ESTs//1.0:122:65//Hs.33028:AA482478 '. r 

R-MAMMA1001383//ESTS//1 .4e-45:377:80//Hs.1 14671 :N3932i^ ' 

R-MAMMA1001388//EST//7.7e-47:361 :80//Hs.1 62197:AA5352i 6 ' ' * 

R-MAMMA1001397//EST//8Te-48:337:83//HsJ49580:AI281881,.. 

R-M AMM A1 001 408//EST//1 .2e-38:251 :87//Hs. 1 62677: AA6p483'l ^ • ; • 
35 R-M AMMA1 001 41 1//ESTs//4.3e-93:435:99//Hs J 05460:AA78027S;-'>. *^ 

R-MAMMA1001419//Homo sapiens translation initiation factor. 4e mRNA, complete cds//1.6e-19:117:96//Hs. 

19122:AF038957 ' 

R-MAMMA1001420//ESTs//7.3e-96:507:95//Hs.55299:AI335267 . 

R-MAMMA1001435//ESTs//5.0e-97:459:99//Hs.144843:AI222168 
40 R-MAMMA1 001 442//ESTS//7.1 e-28:1 67:83//Hs.1 41 01 9:AA28761 8 

R-MAMMA1001446//Homo sapiens KIAA0432 mRNA, complete ■cds//6.2e-19:328:67//Hs. 1551 74: AB007892 

R-MAMMA1001452//EST//5,6e-44:487:75//Hs.161476:N57542^ ' 

R-MAMMA1001465 ^ . 

R-MAMMA1001476//Homo sapiens yolk sac permease-like molecule 3 (YSPL3) mRNA. complete cds//0.79:182: 
45 66//Hs.136529:AF058317 

R-MAMMA1001487//Homo sapiens KIAA0395 mRNA, partial Cds//1 .1e-35:328:78//Hs.43681 :AL022394 
R-MAMMA1001501//ESTs//4.6e-100:472:98//Hs.123660:AA813p65 

R-MAMMA1001502//Human mRNA for KIAA0080 gene, partial cds//5.6e-15:220:69//Hs.74554:D38522 

R-MAMMA1001510 I' 
50 R-MAMMA1001522//ESTs//3.2e-16:214:75//Hs.1528l6:AA634242 

R-MAMMA1001547//H.sapien$ mRNA for urea transporter//?. 3eV45:282:89//Hs. 667 10:X96969 

R-MAMMA1001551//Human 53K isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, 

complete cds/^1.9e-56:489:76//Hs.108966:U48696 vft' v ' 

R-MAMMA1 001575//ESTs//4.3e-92:440:98//Hs.1 62882:AA807r40 
55 R-MAMMA1001576//ESTS, Highly similar to TUBULIN GAMMA CHAIN [Homo sapiens]//1.9e-111:549:96//Hs. 

21635:AI417305 |. l,' :! / ! 

R-M AMM A1 001 590//ESTS//1 . 1 e-63:324:96//Hs. 1 4221 7: AA278441 ' 

R-MAMMA1001600//ESTs//5.6e-15:159:78//Hs.138633:H98792. . ' ' , ~ 
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R-MAMMA1001604 

R-MAMMA1001606//ESTS, Weakly Similar to finger protein, koxl [H.sapiensl//l.9e-97:488:96//Hs.143263: 
AI057616 

R-MAMMA1001620//Homo sapiens mRNA. clone:RES4-16//5,4e-43:408:76//Hs.1 21 493:025272 
5 R-MAMMA1001627//Homo sapiens mRNA for KIAA0772 protein, complete Cds//2.0e-49:472:76//Hs.15519: 

AB018315 . . 

R-MAMMA1001630//ESTS. Weakly similar to putative p150 [H;sapiens]//6.8e-15:168:73//Hs.115216:AA291074 
R-M AMM A1 001 633//EST//5. 1 e-1 4:228:68//Hs.1 41 456:N36377, - 
R-MAMM A1 001 635//ESTs//3.4e-37:368:75//Hs.1 64033:AA769606 
10 R-MAMMA1001649 * ■]^^- 

R-MAMMA1001663//Homo sapiens neuronal thread protein AD7C-NTP mRNA, complete cds//1.7e-54:272:81// 
Hs.i29735:AF010144 ' ' ■ ^« ' 

R-MAMMA1001670//Small Inducible cytokine A5 (RANTES)//5:7e'T50:304:89//Hs.155464:AF088219 
R-M AMM A1 001 671//EST//1 .96-1 4:31 2:65//Hs. 1 371 53: R46248 
15 R-MAMMA1001679//H.sapiens mRNA for rho GDP-dissociation Inhibitor 1//0.066:1 96:62//Hs. 1591 61 :X69550 

R-MAMMA1001683//ESTs//4.9e-94:447:98//Hs.134464:AI151081 

R-MAMMA1001686//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0488//1.0e-17:246:73//Hs. 
67619:AB007957 

R-MAMMA1001692//Human mRNA for KIAA0063 gene, complete cds//2.1e-47:294:89//Hs.3094:D31884 
20 R-MAMMA1001711//ESTs//2.4e-86:439:96//Hs.18498:N52088 

R-MAMMA1 001 71 5//ESTs//1 .26-73:399:931 1 Hs.1 24620: AI082338 
R-M AMM A1 001 730//ESTs//1 . 1 6-85:403 :99//Hs.1 25464:AI084596, 

R-MAMMA1 001 735//ESTS. Highly similar to TUBULIN BETA-5 CHAIN [Gallus gallus]//3.7e-1 1 0:552:96//Hs.6923: 
AI161158 , 
25 R-MAMMA1001740//ESTs//4.6e-45:342:82//Hs.37573:H59651 

R-MAMMA1001743//EST/y2.7e-58:412:85//Hs.149742:AI285666 *' ' ' 
R-MAMMA1001744 

R-MAMMA1001745//EST//5.6e-54:374:84//Hs.137041 :AA877817. 
R-MAMMA1001751//EST//3.5e-36:375:73//Hs.139715:N2504tV. ; ' 
30 R-MAMMA1001754//EST//0:18:144:66//HS71957:AA151415';'^^ 
R-MAMMA1 001 757//ESTS//1 .0e-9.8:488:96//Hs.451 84:C1 490^4^. > 
R-MAMMA1 001 760//ESTs//8.7e-29:206:86//Hs.1 4331 0:AI1 42276; ; . 
R-MAMMA1001764//ESTs//0.00012:434:58//Hs.120051:AA70y8% J* 

R-MAMMA1001768//Human mRNA for KIAA0327 protein, complete cds//2.3e-41 :299:85//Hs.149323:AB002325 
35 R-MAMMA1001769//EST//1.7e-15:139:81//Hs.162399:AA572825' 

R-MAMMA1001771//ESTS, Moderately similar to semaphprin B [M.musculus]//7.6e-43:257:9l//Hs.7634: 
AA481246 ^ ' ' * ^ * 

R-MAMMA1001783//Human high-affinity copper uptake protein (hCTRI) mRNA, complete cds//5.6e-42:272:86// 
Hs.73614:U83460 

40 R-M AMM A1 001 785//ESTs//1 .5e-87:431 :98//Hs.1 31 065:AA972238 

R-M AMM A1 001 788//EST//0.95:108:62//Hs.1 45881 :AI274644 , ' 

R-M AMMA1 001 790//ESTs//4.0e-41 :340:80//Hs.1 58045:AA425744 

R-MAMMA1001806//EST//1.4e-40:297:84//Hs.141240:H60313 

R-MAMMA1001 812//ESTs//2.4e-93:446:98//Hs.1 29034:AA776892 
45 R-MAMMA1 001 81 5//EST//0.00053:371 :59//Hs.1 33255 :AI 052659 , 

R-MAMMA1001817//Human mRNA for KIAA0226 gene, complete CdS//2.1e-46:325:87//Hs. 44 106:086979 

R-MAMMA1001818 

R-MAMMA1001820y/EST//1 .9e-49:303:89//Hs.1 49580: AI281 881 

R-MAMMA1001824//Homo sapiens 4F5S mRNA, complete Cds//4.3e-48:438:75//Hs.32567:AF07351 9 
50 R-MAMMA1001836//ESTs//3.8e-06:128:71//H$.143611:M7814b;: : 

R-MAMMA1001837//Homo sapiens KIAA0395 mRNA. partial cds//3.8e-47:339:83//Hs.43681 :AL022394 

R-M AMMA1 001 848//ESTS//2.1 e-1 6:1 25:85//Hs.1 61 662:AA8368Xt ■ 

R-M AMM A1 001 851//ESTs//4.5e-48:344:84//Hs.1 38856:H47^1^ 

R-MAMMA1001854//Small inducible cytokine A5 (RANTES)//2:6e-^^^^ 
55 R-MAMMA1001858//ESTs//1.1e-44:33l:83//Hs.44702:AI148840 - 

R-MAMMA1001864//Homo sapiens mRNA for KIAA0475 protein, complete cds//7.8e-31 :262:77//Hs.5737: 

AB007944 

R-nnnnnnnnnnnn//Homo sapiens antigen NY-CO-16 mRNA; conriplete cds//9.2e-06:450:58//Hs. 132206: 
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AF039694 

R-MAMMA1001874//Human high-affinity copper uptake protein (hCTR1) mRNA, complete ccls//4.9e-46:332:83// 
Hs.73614:U83460 

R-MAMMAl001878//CytochromeP450.51 (lanosterol 14-alpha-demethylase)//1.2e-46:429:78//Hs.2379:U23942 
5 R-MAMMA1001880//ESTS. Moderately similar to III! ALU SUBFAMILY J WARNING ENTRY III! [H.sapiensl//7.6e- 

26:230:79//Hs.1 06008: AA1 47606 r,. . . 

R-M AMM A1 001 890//ESTs//1 . 1 e-39:338:79//Hs.1 4681 1 : AA4Y6788 

R-MAMMA1001907//Kangai 1 (suppression of tumorigenicity ,6, prostate; CD82 antigen (R2 leukocyte antigen, 
antigen detected by monoclonal and antibody IA4))//6.7e-47:283:89//Hs.103458:X53795 
10 R-nnnnnnnnnnnn//ESTs//0.043:134:65//Hs.145333:AI251374 . 

R-MAMMA1001931//ESTS//1. 86-75:361 :99//Hs.148125:AA693801 ' 

R-MAMMA1001956//Homo sapiens mRNA for KIAA0706 protein, complete cds//1.4e-1 8:1 74 :77//Hs.1 39648: 
AB014606 

R-M AMM A1 001 963//ESTs//6.7e-28:206:84//Hs.1 63254:AA828790' 
15 R-MAMMA1001969//ESTS, Weakly similar to hypothetical protein [H.sapiens]//6.7e-24:331 : 71 //Hs. 140506: 

AA308018 

R-MAMMA1001970//ESTs//8.9e-61:286:84//Hs.141575:AA211734 
R-MAMMA1001992//ESTs//4.4e-43:339:82//Hs.155498:W27084 

R-MAMMA1002009//Small inducible cytokine A5 (RANTES)//4.6e'-24:330:70//Hs.1 55464: AF0882 19 
20 R-MAMMA1002011//ESTs//9.5e-72:360:97//Hs.13525:R39054 

R-MAMMA1002032//Human melanoma antigen recognized by T-cells (MART-1) mRNA//3.7e-45:370:80//Hs. 
154069:U06452 

R-MAMM A1 002033//EST//4.6e-23:264:74//Hs.1 61 91 7:AA483223 ' 

R-MAMMA1002041//ESTs//3.8e-100:465:lOO//Hs.141361:Ai206412- 
25 R-MAMM A1 002042//Homo sapiens 4F5S mRNA, complete cds//1 .1 e-43:407:76//Hs.32567:AF07351 9 

R-MAMMA1002047//Homo sapiens mRNA for chemokine LEG /precursor, complete cds//1.9e-37:316:74//Hs. 

10458:AF088219 " ; V'V 

R-MAMM A1 002056//EST//1 .3e-51 :31 0:90//Hs.1 49580: AI28>8Sl • 

R-MAMM A1 002058//ESTs//5.9e-1 6:1 35:84//Hs.95807:AA1 46979'' 
30 R-MAMMA1 002068//ESTS, Weakly similar to HYPOTHETIcWl;43.3 KD' PROTEIN IN QOXD-VPR INTERGENIC 

REGION [Bacillus subtilis]//4.0e-45:404:7811 Hs/138596:N38866'^- 

R-MAMMA1002078//EST//2.2e-15:207:71//Hs.l32635:AI032875 " * ' 

R-MAMMA1002082//Homo sapiens mRNA for TSC403 .protein . complete cds//1.7e-42:314:83//Hs. 10887: 
AB013924 

35 R-MAMMA1002084//Human mRNA for KIAA0392 gene, partial Cds//3.7e-46:308:87//Hs.40100:AB002390 

R-MAMMA1002093//EST//0.89:213:60//Hs.151201:AI125907-''v 
R-MAMMA1002108//ESTs//1.0e-95:515:93//Hs.29002:H11347" • 
R-MAMMA1002118 

R-M AMM A1 002125//Thromboxane A2 receptor//7.2e-43:335:83//Hs.89887:D38081 
40 R-M AMM A1 0021 32//Homo sapiens neuronal thread proteifi AD7c-NTP mRNA, complete cds//1.4e-58:396:78// 
Hs.129735:AF010144 

R-M AMM A1 0021 40//Homo sapiens nephrin (NPHSl) mRNA, complete cds//1.4e-37:422:75//Hs. 128834: 
AF035835 

R-MAMMA1002143//ESTs//0.050:123:69//Hs.8231:AA152276 
45 R-M AMM A1 0021 45//Homo sapiens KIAA0426 mRNA, complete cds//5.0e-21 :371 :69//Hs. 97476: AB007886 

R-MAMMA1002153//ESTs//2.0e-31:159:77//Hs.130815:AA936548 

R-M AMM A1 0021 55//Human Line-1 repeat mRNA with 2 open readingframes//8.7e-39:506:69//Hs. 23094: Ml 9503 
R-M AMMA1 0021 56//Homo sapiens mRNA for putative lipoic acid synthetase, partial//2.9e-44:336:82//Hs.53531 : 
AJ224162 ^ 
50 R-MAMMA1002158//ESTs//3-0e-40:313:83//Hs.118273:AA6260^^^ 

R-MAMMA1002170//Homo sapiens mRNA for TRAF5. cdmpleie;cds//7.7e-37:370:77//Hs.29736:AB000509 
R-MAMMA1002174//ESTs//2.5e-16:186:75//Hs.141203:H52638^^ 

R-MAMMA1002198//Homo sapiens mRNA, chromosome .1 Specific, transcript KIAA0487//6.2e-51:318:82//Hs. 
92381 :AB007956 \ ' J.,, . 

55 R-MAMMA1002209//ESTs//9.2e-34:111:88//HsJ41575:AA211734^^ 
R-MAMMA1 00221 5//ESTs//3.6e-1 01 :530:94//Hs.26780:N5003.8 . 

R-M AMM A1 00221 9//Homo sapiens mRNA for KIAA0640 '!protisi'h, partial cds//5.2e-45:283:88//Hs.1 53026: 
AB014540 ■ ' • 
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R-MAMMA1002230//Human 53K Isoform of Type II phosphatidylinositol-4-phosphate 5-kinase (PIPK) mRNA, 
complete ccls//9.1e-50:330:77//Hs.108966:U48696 
R-MAMMA1 002236 
R-MAMMA1 002243 

5 R-MAMMA1002250//Homo sapiens PYRIN (MEFV)mRNA/cocnpletecds/^^ 

R-MAMMA1002267//Homo sapiens mRNA, chromosome 1 specific transcript 

Kl AA0487//1 .66-54:207:81 //Hs.92381 :AB007956 -.r ; . .; 

R-MAMMA1002268//ESTs//2.9e-94:439:100//Hs.68061 :AI042283- ' ' 

R-MAMMA1002269//ESTs//7.4e-05:1 70:65//Hs.1 40466:AA766772 . 
10 R-MAMMA1002282//ESTs//7.8e-09:69:78//Hs.1595a2:AA225141 

R-MAMMA1002292//ESTs//5.3e-64:334:94//Hs.113606:AI138751, 

R-MAMMA1002293//ESTS, Moderately Similar to plakoJphilin 2b [H.sapiens]//1.7e-39:203:81//Hs.1 54257: 
AI275982 

R-M AMM A1 002294//EST//8. 1 e-43:326:82//Hs. 1 49580: AI281 881 
15 R-MAMMA1002297//ESTs//6.5e-45:323:83//Hs.155475:AA761454 
R-MAMMA1002298//ESTs//1.7e-68:355:96//Hs.52683:H87153 

R-MAMMA1002299//ESTS, Highly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 

2.3e-58:346:91//Hs.140385:AA773359 

R-M AMM A1 002308 

20 R-M AMM A1 00231 0//Human melanoma antigen recognized by T-cells (MART-1) mRNA//2.2e-44:280:87//Hs. 
154069:U06452 

R-M AMM A1 00231 1//Human Line-1 repeat mRNA with 2 operi reading frames//2.3e-70:503:81//Hs.23094:M1 9503 
R-M AMM A1 00231 2//EST//1 .7e-31 :1 44:80//Hs,1 35936: N36094 

R-M AMM A1 00231 7//Human mRNA for tryptophan hydroxylase . (EC 1.1 4.1 6.4)//4.3e-49:457:76//Hs.1 44563: 
25 AF057280 

R-MAMMA1002319//ESTs//3.9e-38:297:70//Hs.140326:AA827183 
R-MAMMA1 002322//ESTS//1 .1 e-46:301 :86//Hs.1 55498:W2t084 
R-M AMM A1 002329//EST//2.6e-09: 1 46:72//Hs. 1 32366: AI026658'' 

R-MAMMA1002332//Homo sapiens clone 23892 mRNAsequenceyy2.6e-45:387:70//Hs.91916:AF035317 
30 R-MAMMA1002333//EST//1.8e-09:139:74//Hs.137800:AA886897 

R-MAMMA1002339//ESTs//4.2e-47:310:76//Hs.138865:W57618' . ' 
R-M AMM A1 002347//ESTS//1 .5e-44:326:83//Hs. 1 1 1 723:H57439 
R-MAMMA1002351//ESTs//3.0e-112:545:97//Hs.26209:All43127/ ; 

R-MAMMA1002352//Homo sapiens mRNA for leukemia associated gene 2//1 .5e-58:259:92//Hs.43628:Y15228 
35 R-MAMMA1002353//Human mRNA for KIAA0392 gene, partial Cds//4.5e-40:360:77//Hs.40100:AB002390 

R-MAMMA1002355//ESTS//1 .4e-29:307:75//Hs.3769:AI085367.; , 
R-MAMMA1002356//Clathrin, light polypeptide (Lcb)//4.9e-31 :217:88//Hs.73919:X8l637 

R-MAMMA1002359//Homo sapiens PYRIN (MEFV) mRNA, complete CdS//1.le-70:483:84//Hs. 11 3283: AF01 8080 
R-M AMM A1 002360//ESTs//3.5e-1 9:301 :69//Hs. 124701 :AA701475 
40 R-M AMM A1 002361 //Homo sapiens X-ray repair cross-complementing protein 2 (XRCC2) mRNA, complete cds// 
2.6e-30:244:81//Hs.129727:AF035587 

R-MAMM A1 002362//ESTs//2.3e-43:241 :88//Hs,1 50727: A 1292236 
R-MAMMA1 002380//ESTS//5.1 e-36:322:79//Hs.1 36994: AA843542 

R-MAMMA1002384//Small inducible cytokine A5 (RANTESj//1.8e-42:298:84//Hs.1 55464: AF0882 19 
45 R-MAMMA1002385//ESTs//0.57:203:63//Hs.146303:AA57906l 

R-MAMMA1002392//Human mRNA for platelet-activating factor'acetylhydrolase 2, complete cds//5.8e-4l :305: 
83//HS.861 88:087845 

R-MAMMA1002411//ESTs//4.4e-68:385:92/^Hs.53478:N92294;;i^H^ 

R-M AMM A1 00241 3//Homo sapiens mRNA for small GTP-b[naing protein, complete cds//3.3e-14:138:75//Hs. 
50 115325:084488 ' • ' / 

R-MAMMA1002417//ESTs//1.6e-98:475:98//Hs.96345:N22588v - 
R-M AMM A1 002427//ESTS//3. 1 e-39:274:79//Hs. 1 41 1 30:H2847r - , 
R-M AMM A1 002428//ESTs//8.4e-1 1 :21 5:66//HS.1 41 022:H06475 ' 

R-MAMMA1002434//ESTS. Moderately similar to !!!! ALU SUBFAMILY SP WARNING ENTRY l!!l [H.sapiens]// 
55 2.5e-106:521:98//Hs.112152:AA487348 ' 

R-MAMMA1002446//ESTS, Weakly Similar to I!!! ALU SUBFAMIi!y SC WARNING ENTRY ill! [H.saplens]//4.7e- 
37:374:68//Hs.157142:U85996 ' * 

R-MAMMA1002454//Homo sapiens mRNA, chromosome 1 specific transcript KIAA0485//2.0e-60:323:81//Hs. 
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89121:AB007954 

R-M AMM A1 002461//ESTs//4.7e-1 1 1 :548:97//Hs.1 04281 :AA'1 47Q76 

R-MAMMA1002470//ESTS. Highly similar to HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC 
REGION [Saccharomyces cerevisiael//8.5e-1 04:544: 93//Hs. 94570: AM 921 06 
5 R-MAMMA1 002475//ESTS. Weakly similar to I!!! ALU SUBFAMILY J WARNING ENTRY Mil [H.sapiensl//3.4e-31 : 

263:79//Hs.38687:AA744496 

R-MAMMA10024807/ESTS. Weakly similar to III! ALU SUBFAMILY J WARNING ENTRY ill! [H.saplens]//1 .Oe-34: 
1 59:79//Hs.1 33526:N21 1 03 

R-MAMMA1002485//Homo sapiens StanniocalCin-2 {STC-2) mRNA, complete CdS//8.9e-116:560:97//Hs.155223: 
10 AF055460 

R-MAMMA1002494//ESTs//3.2e-47:303:88//Hs.155243:N70293 

R-MAMMA1002498//Human novel homeobox mRNA for a DNA binding protei n//0. 0043:33 1:58//Hs.37035: 
U07664 

R-MAMMA1002524//ESTs//0.0039:354:61//Hs.125797:AA806277 
15 R-MAMM A1 002530//Homo sapiens cytosolic phospholipase A2 gamma {cPLA2 gamma) mRNA, complete cds// 
3.9e-103:529:95//Hs.18858:AF065214 

R-MAMMA1002545//Homo sapiens mRNA for KIAA0575 protein, complete cds//9.5e-50:317:88//Hs.1 53468: 
AB011147 

R-MAMMA1002554//ESTs//2.3e-85:445:95//Hs.1 391 40:AA21 8851 
20 R-MAMMA1002556//ESTS. Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY Ml! [H.sapiensl//1 .Oe-12: 

280:65//Hs.1 2725:T65058 

R-M AMM A1 002566//ESTs//2.3e-88:421 :99//H$.1 7602:AA705681 
R-MAMMA1 002571//ESTS//5.1 e-97:456:99//Hs.1 52834:AA595693 
R-MAMMA1002573//ESTs//3.1e-38:258:87//Hs.163989:R74433'.;'. 
25 R-MAMM A1002585//ESTs//7.8e-96:533:91//Hs.26009:H49371"^- ' 

R-MAMMA1002590//ESTS//0.61 :202:62//Hs.161190:AI41925&'; > 

R-MAMMA1002597//Cytochrome P450. subfamily IIB (phenobartiitai-inducible), polypeptide 6//2.9e-21:1 77:75// 
Hs.1360:M29874 

R-M AMM A1 002598//ESTs//3.4e-1 1 3:544:97//Hs.20263: AA5737.37 
30 R-M AMMA1 002603//Thiopurine S-methyltransferase//7.6e-35:225:80//Hs.51 124:AF01 9369 

R-M AMM A1 00261 2//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//4.2e-46:424: 
75//Hs.1361:M55053 

R-MAMMA1 00261 7//ESTS//1 .1 e-38:229:92//Hs.96987:W27389, 

R-M AMM A1 00261 8//Landstelner-Wiener blood group glycoprotein//1 .3e-27:185:73//Hs.108287:L27670 
35 R-M AMM A1 00261 9//ESTS//1 .7e-95:480:96//Hs. 54873 :AA526306 , 

R-M AMM A1 002622//Thromboxane A2 receptor//3.2e-46:298:87//Hs. 89887:038081 
R-MAMMAl002623//EST//4.3e-49:336:85//Hs.149580:AI281881 

R-MAMM A1002625//ESTS, Moderately similar to ovarian-specific protein [R.norvegicus]//2.3e-35:308:79//Hs. 
93332:AA811920 

40 R-MAMM Al002629//Homo sapiens mRNA for small GTP-blndihg protein, complete cds//9.7e-57:283:86//Hs. 

115325:084488 ' " ' 

R-MAMMA1002636//Human mRNA for KIAA0392 gene, partial cds//1.2e-49:303:89//Hs.40100:AB002390 
R-M AMM A1 002637//ESTS//1 .3e-55:391 :85//Hs.95074:AI1 44421 ' 
R-MAMM A1 002646//ESTs//7.4e-36:1 82:80//Hs.1 63937:N6991 5 
45 R-M AMM A1 002650//ESTS//1 .6e-1 02:547:94//Hs.57841 :W63776 f 

R-M AMMA1 002655 S 

R-MAMMA1002662//Homo sapiens KIAA0426 mRNA, COmplete;cds//2.2e-46:462:75//Hs.97476:AB007886 
R-MAMM A1002665//Human mRNA for KIAA0118 gene, partial cds//9.1e-51 :376:82//Hs. 154326:042087 
R-M AMM A1 002671//ESTS, Weakly Similar to coded for by C. elegans cONA yk52el 0.5 [C.elegansl//5.3e-l 08:544: 
50 96//Hs.16464:W19606 

R-M AMM A1 002673//EST//3.3e-35: 1 69:79//Hs. 1 40046:AA66821 3 ' 

R-MAMMA1002684//Homo sapiens mRNA for KIAA0214 protein,.^. complete cds//4.6e-109:544:96//Hs.3363: 
086987 ■ 
R-MAMMA1002685//EST//1.9e-31:223:86//Hs.112540:/VA601385 
55 R-MAMMA1002698//ESTs//5.9e-43:292:85//Hs.144660:AA6i52675 

R-MAMMA1002699//ESTs//3.2e-25:134:100//Hs.126049:F22510 " ' 

R-MAMMA1002701//ESTS. Weakly similar to Ml! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//6.9e-70: 
353:96//Hs.1 38404:R70986 
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R-MAMMA1 00270a//ESTs//2.1 e-76:41 3:94//Hs.57932:W69234 C 
R-MAMMA1 00271 1//ESTS//1 .9e-44:236:96//Hs.138575:H67858 . . • 

R-MAMMA1 002721 //Homo sapiens DEC-205 mRNA, complete cds//2.7e-43:273:89//Hs.153563:AF01 1333 
R-MAMM A1 002727//ESTs//2.9e-84:395:1 001 1 Hs.1 62826 :AA679571 
5 R-MAMMA1002728//Small inducible cytokine A5 (RANTES)//3.4e-42:266:88//Hs.155464:AF088219 

R-M AMM A1 002744//ESTs//4,2e-1 8:473 :63//Hs. 42826 :AA846757 
R-M AMM A1 002746//ESTS//1 .8e-1 00:473:99//Hs. 1 1 7558:AA779907 

R-MAMMA1002748//Human melanoma antigen recognized -by J-cells (MART-1) mRNA//5.8e-40:330:80//Hs. 
154069:U06452 

10 R-MAMM A1 002754//ESTS, Weakly similar to !!!! ALU SUBFAIV1ILY J WARNING ENTRY Ml! [H.sapiens]//4.5e-40: 

369:77//Hs.1 05292:AA504776 
R-M AMM A1 002758 

R-MAMMA1002764//ESTs//4.2e-103:486:99//Hs.1 59909: AI393281 

R-MAMMA1002765//ESTS//1 .6e-37:338:76//Hs.37573:H59651 " 
15 R-M AMM A1 002769//ESTs//0.72:409:57//Hs. 1 41 376: AI301 272 \ 

R-M AMM A1 002780//ESTS//1 .6e-52:292:92//Hs.1 35985:AA342750 

R-MAMMA1 002782//ESTS//1 .Oe-3.1 :1 57:80//Hs.1 5951 0:AA2971 45 

R-MAMMA1002796//ESTs//3.8e-49:284:92//Hs.1 56479:AA513812 

R-MAMM A1002807//Archain//1 .4e-39:315:80//Hs.33642:X81l98 
20 R-MAMMA1002820//ESTs//5.0e-14:192:74//Hs.134635:AA226260 

R-M AMM A1 002830//EST//4.0e-50:255:97//Hs.1 60674:AI2483l 9 . . 

R-MAMMA1002833//EST//1.2e-48:306:88//Hs.1 49580: AI281 881 -j 

R-M AMM A1 002835 ^' - 

R-MAMMA1002838//EST//2.7e-12:161:76//Hs.163252:AA828723 ' ' 
25 R-MAMMA1002842//ESTs//1.7e-41:366:78//Hs.141899:N22395 

R-MAMMA1002843/A/on Hippel-Lindau syndrome//8.8e-38:258;79//Hs.78160:AF010238 

R-MAMMA1002844//ESTs//3.5e-51:250:99//Hs.151445:AA35rp8'l / 

R-MAMM A1002858//H.sapiens ERF-1 mRNA 3' end//9.0e-10i •361:91//Hs.85155:X79067 

R-MAMMA1 00286a//ESTs/y2.1 8-38:301 :80//Hs.1 3271 7:AA1 71 941 
30 R-MAMMA1002871//EST//6.0e-88:413:99//Hs.149057:AI243592." 

R-MAMMA1 002880//ESTs//6.5e-1 00:506:96//Hs.1 63533 :N 521 94 . 

R-MAMMA1002881//EST//1 .1e-40:335:80//Hs.160895:AI365871 ' 

R-MAMMA1002886//Small inducible cytokine A5 (RANTES)//3.4e-36:228:88//Hs.165464:AF088219 
R-M AMM A1 002887//ESTs//4.7e-87:409:99//Hs.1 52I55:AA42481 1 
35 R-MAMMA1002890//ESTS, Weakly similartooodedforbyC.eleganscDNACEESB82F[C.elegans]//4.2e-92:438: 
99//HS.1 55871 :AA533783 

R-MAMMA1002892//Homo sapiens EVI5 homolog mRNA. coinnplete cds//4.9e-62:322:80//Hs.26929:AF008915 
R-MAMMA1002895//ESTs//2.7e-32:330:76//Hs.139132:AA211087 
R-MAMM A1002908//Calcium modulating ligand//4.6e-48:313:86//Hs.13572:AF068179 
40 R-MAMM A1002909//Human mRNA for KIAA0180 gene, partial cds//3.4e-09: 132 :76//Hs.90981:D80002 

R-MAMMA1002930//EST//4.9e-44:260:91//Hs.149580:AI2818dl.:' 
R-M AMM A1 002938 '^}^ 

R-MAMMA1002941//Human Line-1 repeat mRNA with 2 open reading frames//1 .1e-83:556:85//Hs.23094:M 19503 

R-M AMMA1 002947//ESTs//7.0e-22:222:80//Hs.1 03395:179243 ' . 
45 R-MAMMA1002964//Human mRNA for KIAA0355 gene, cornpiete.cds//1 .6e-44:427:77//Hs.153014:AB002353 

R-MAMMA1 002970//Thromb0xane A2 receptor//7.9e-48:300:84//Hs. 89887:038081 

R-MAMMA1002972//ESTS. Weakly similar to KIAA0371 [H.sapiens]//9.6e-104:525:95//Hs.94396:AA399630 

R-MAMMA1002973//ESTs//4.4e-40:257:87//Hs.163580:H15835^;'^^^ [ 

R-MAMMA1002982//EST$//2.5e-28;115:87//Hs.141694:W1K^'|V; ' 
50 R-MAMMA1002987//Homo sapiens DNA fragmentation factor 40 kDa subunit (DFF40) mRNA, complete cds// 

2.1e-41:402:67//Hs.133089:AF064019 . 

R-MAMMA1003003//Calcium modulating ligand//1 .9e-45:380:79//Hs!l3572:AF068179 

R-MAMMA1003004//ESTs//3.0e-07:378:60//Hs.61885:AI12"7857 

R-MAMMA1 003007//ESTs//2.0e-47:404:80//Hs.1 4631 4:R9961 7 
55 R-M AMM A1 00301 1//ESTS. Highly similar to HISTONE MACR0-H2A.1 [Rattus norvegicusl//1 .4e-53:320:90//Hs. 

92023:AI022248 

R-M AMM A1 00301 5//ESTS//1 .56-42:363 :79//Hs.1 551 84:AA5731'89 
R-MAMMA1 00301 9//ESTs//4.8e-1 0:232 :66//Hs.1 1 1 341 :AA251 268 
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R-M AMM A1 003026//ESTs//2.3e-83:394:99//Hs.24668:AA89731 5 ; : 

R-MAMMA1 003031 //ESTs, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//3.5e- 
27:257:77//Hs.96337:AA225358 

R-MAMMA1003035//ESTs//1.3e-94:481:94//Hs.92411 :AA603321 
5 R-MAMMA1 003039//EST//0.56:210:61//Hs.1 62248; AA5521 60 ; • 

R-MAMMA1 003040//ESTS//2.1 e-1 7:261 :70//Hs.46980:W55946 

R-MAMMA1003044//EST//2.4e-18:124:91//Hs.130321 :AI002941 

R-M AMM A1 003047//ESTS//1 .06-20:209 :78//Hs.1 591 6:H 1 2862 

R-MAMMA1 003049//1 4-3-3 PROTEIN SIGMA//0.94:1 84:60//Hs.251 0:X57348 
10 R-MAMMA1003055//EST//1.0e-49:281:92//Hs.149580:AI281881 . 

R-MAMMA1 003056//ESTs//0.99:1 07:66//Hs.30348:A1038559 

R-MAMMA1003057//ESTS, Highly similar to hypothetical protein MD6 [M.musculus]//1.le-102:545:93//Hs.l3755: 
AA878911 

R-MAMMA1003066//H.sapiens mRNA for urea transporter//8.1e^45:322:83//Hs.66710:X96969 
15 R-MAMMA1003089//ESTS, Weakly similar to WW ALU SUBFAMILY SQ WARNING ENTRY III! [H.sapiensl//1 .4e- 

34:421 :70//Hs. 1 61 959:AA493652 , ■ i. 

R-MAMMA1003099//ESTS//1 .1e-43:379:79//Hs.37573:H5965li " 

R-MAMMA1 0031 04//ESTs//2.1e-97:498:96//Hs.9299:T51 283 V;, . 

R-MAMMA1003113//EST//3.7e-29:457:70//Hs.123616:AA815366 
20 R-M AMM A1 003 1 27//ESTs//2.6e-41 :283:86//Hs.1 4681 1 :AA41 0788 

R-MAMMA1 0031 35//ESTs//7.2e-1 01 :504:97//Hs.87729:AA863l 25. 

R-MAMMA1003140//ESTs//4.3e-44:200:89//Hs.152093:AI149537 

R-MAMMA1003146//Wingless-type MMTV integration site ^^A,' human homolog//0.020:413:61//Hs.152213: 
L20861 ' ^?iv: ' 

2S R-nnnnnnnnnnnn 

R-MAMM A1 0031 66//ESTS. Moderately similar to PEANUT PRQTEiN [Drosophila melanogaster]//2.0e-87:524:89// 
Hs.6884:W30736 ^ ^ 

R-NT2RM2002580//Homo sapiens clone 24781 mRNA sequence//1 .6e-111 :587:94//Hs.1 0811 2:AF070640 
R-NT2RM4000024//ESTs//2.9e-98:523:94//Hs.26641:R59312 
30 R-NT2RM4000027 

R-NT2RM4000030//ESTs//1.6e-96:482:96//Hs.90625:T03663 ' 
R-NT2RM4000046//ESTS//1 .66-91 :461 :97//Hs.151237:AI86169 
R-NT2RM4000061//ESTs//4.3e-31 :167:97//Hs.110821 :Z78379 

R-NT2RM4000085//Homo sapiens Clone 24700 unknown niRNA, partial cds/4.0e-113:549:97//Hs.95665: 
35 AF070639 

R-NT2RM4000086//EST//2.7e-1 7:21 2:76//Hs. 1 37041 : AA87781 ' 
R-NT2RM4000104//ESTs//3.0e-85:452:94//Hs.101750:H19708 " " 
R-NT2RM4000139//EST//3.3e-05:156:66//Hs.133228:AI0523i2 • 

R-NT2RM4000155//ESTS, Moderately similar to THREONYL-TRNA SYNTHETASE, CYTOPLASMIC [H.sapiens] 
40 //1.9e-99:536:92//Hs.127810:AI246301 

R-NT2RM4000156//EST//0.89:169:62//Hs.162967:AA676397**''' 
R-nnnnnnnnnnnn//ESTs//1.0:214:61//Hs.119370:W52962 • 
R-NT2RM4000169//ESTs//5.4e-82:440:93//Hs.159379:AI382160 ' 

R-NT2RM4000191//ESTS, Weakly similar to P68 PROTEIN [H:sapiensl//4.1e-99:542:93//Hs.6366:AA614113 
45 R-NT2RM4000197//ESTs//5.4e-113:567:96//Hs.22975:AA1 567:23, • ' 

R-NT2RM40001 9911 ESTsU 0.020:95:651 1 Hs.1 46203:AI254528;- ^ 
R-NT2RM4000200//ESTS//1 .4e-1 00:488:97//Hs.1 26538: AA931 876 

R-NT2RM4000202//Small inducible cytokine A5 (RANTES)//4.3e-37:330:77//Hs.155464:AF088219 
R-NT2RM4000210//Homo sapiens mRNA for KIAA0712 protein, complete cds//1.7e-103:546:94//Hs.1l1l38: 
50 AB018255 

R-NT2RM4000215 

R-nnnnnnnnnnn//ESTs//7.1e-92:457:97//Hs.162074:AA477760 ; 

R-NT2RM4000233//Fms-related tyrosine kinase 1 (vascular endothelial growth factor/vascular permeability factor 
receptor)//0.00020: 1 74:66//Hs.235:X51 602 
55 R-NT2RM4000244//ESTs//6.6e-61 :320:95//Hs. 1 08646: AA61 3031 , 

R-NT2RM4000251//Homo sapiens mRNA for TRIP6 (thyroid receptor interacting protein)//0.63:2l9:62//Hs. 
119498:AF000974 

R-NT2RM4000265//ESTs//8.8e-1 05:489:99//Hs.1 31 001 :AI378742. 
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R-NT2RM4000290//ESTs//4.0e-87:435:96//Hs.162592:AA594128 
R-NT2RM4000324//ESTs//2.2e-80:413:96//Hs.12313:R43673;* 

R-NT2RM4000327//Small inducible cytokine A5 ( R ANTES )//3. 2e-45: 286 :87//Hs.1 55464: AF0882 19 
R-NT2RM4000344//Clathrin. light polypeptide (Lcb)//8.6e-60:452:84//Hs73919:X81637 
5 R-NT2RM4000349//ESTS. Weakly similar to KIAA0005 [H.sapiens]//2.5e-. 117:579:96//Hs.5216:AA534881 

R-NT2RM4000354y/ESTs//2.1 e-85:406:99//Hs. 1 26774: AI224479 
R-NT2RM4000356//ESTs//7.9e-1 09:548:96//Hs.44278: AA41 8063 

R-NT2RM4000366//Homo sapiens mRNA for KIAA0642 protein , partial CdS//2.8e-11 3:577:95//HS.81 52: AB01 4542 
R-NT2RM4000368//ESTs//2.2e-61:310:97//Hs.1 43611 :M781 4 b 
10 R-NT2RM4000386//ESTS, Weakly similar to tenascin-like protein [D.melanogaster]//1 .0e-93:521 :92//Hs.41 793: 

AA775879 

R-NT2RM4000395//ESTS, Highly Similar to HYPOTHETICAL 52.9 KD PROTEIN IN SAP155-YMR31 INTERGEN- 
10 REGION [Saccharomyces cerevisiae]//1.9e-99:524:94//Hs.5249:U55977 
R-NT2RM4000414//EST//2.7e-06:196:64//Hs.136648:AA688285., 
15 R-NT2RM4000421//ESTS, Weakly similar to No definition line found [C.elegans]//5.4e-75:470:90//Hs.69235: 
AA1 92359 

R-NT2RM4000425//H. sapiens mRNA for MACH-alpha-2 protein//0.l7:112:69//Hs.19949:X98173 
R-NT2RM4000433//ESTs//2.7e-1 00:479:98//Hs.24553:A1 150687 • 
R-NT2RM4000457//ESTs//5.1e-107:535:95//Hs.7579:AA775865 . . 
20 R-NT2RM4000471//ESTS, Highly similar to NIFS-LIKE 54.5 KD; PROTEIN [Saccharomyces cerevisiae]//6.0e-99: 

492:96//Hs.21 090:AA41 8587 ^ "i" 

R-NT2RM4000486//ESTS, Moderately similar to unnamed protein product [H.sapiens]//2.2e-102:493:97//Hs. 

111279:W84558 

R-NT2RM4000496 

25 R-NT2RM4000511//EST//5.1e-43:326:81//Hs.157658:AI358465 ' ' 

R-NT2RM4000514//ESTS//1.7e-112:552:96//Hs.6686:AA205496 

R-nnnnnnnnnnnn//ESTs, Weakly similar to HYPOTHETICAL 85.0 KD PROTEIN IN CPA2-ATP2 INTERGENIC 

REGION [Saccharomyces cerevisiaeJ/Zl .4e-60:343:93//Hs.i60l 4:AA074879 

R-NT2RM4000520//ESTs//27e-55:266:100//Hs.99838:AA20473r 
30 R-NT2RM4000531//ESTs//2.0e-88:502:91//Hs.13110:T67461 . ^ 

R-NT2RM4000532//ESTs//0.47:290:58//Hs. 1 48753;T91 777 

R-NT2RM4000534//EST//0.00025:303:60//Hs.1 62809:AA6321 98 

R-NT2RM4000585//EST//0.28:63:77//Hs.150024:AI291981 ^ l\ . 

R-NT2RM4000590//ESTs//5.8e-65;320:98//Hs.116017:AA613437 
35 R-NT2RM4000595//Homo sapiens KIAA0431 mRNA, partial •cjdi//b.99:189:64//Hs.16349:AB007891 

R-NT2RM4000603//ESTs//4.6e-68:356:96//Hs.48855:AA13458^ . 

R-nnnnnnnnnnnn//ESTs//1.5e-89:431:97//Hs.26117:W16697 ' " 

R-NT2RM400061 6//ESTS. Highly Similar to ACETYL-COENZYME' A SYNTHETASE [Escherichia C0lil//1 .46-1 02: 
519:96//Hs.14779:N64822 
40 R-NT2RM4000674//ESTs//5.1e-78:398:97//Hs.8268:N70144 ■ ' 

R-NT2RM4000689//ESTS. Weakly similar to T01G9.4 [C.elegans]//2,9e-115:550:98//Hs.11820:AA205531 

R-NT2RM4000698//ESTs//2.0e-1 7:1 30:87//Hs.86420:AA927510 : : 

R-nnnnnnnnnnnn 

R-NT2RM4000712//EST//0.99:103:65//Hs.114039:AA701128 /' 
45 R-NT2RM400071 7//ESTS, Highly similar to BONE MORPHOGENETIC PROTEIN 1 PRECURSOR [Mus musculus] 

//2.2e-103:519:95//Hs.6823:W18181 \^ 
R-NT2RM4000733//ESTs//8.7e-88:429:98//Hs.72185:AA465311 

R-NT2RM4000734//Homo sapiens mRNA for KIAA0760 protein, partial cds//3.6e-105:536:95//Hs.1 37168: 
AB018303 ■ 

50 R-NT2RM40007.41//ESTs//0.99:266:58//Hs.142718:AA034046 , ' 

R-NT2RM4000751//ESTS//1 .66-20:351 :66//Hs.43145:AA776988 . 
R-NT2RM4000764 

R-NT2RM4000778//EST//0.066:254:61//Hs.148232:AA904174 

R-NT2RM4000779//Homo sapiens mRNA for KIAA0451 protein, complete Cds//9.3e-106:546:94//Hs.18586: 
55 AB007920 

R-NT2RM4000787//Human melanoma antigen recognized, By., T-cells (MART-1) mRNA//6.5e-40:424:73//Hs. 
154069:U06452 '. 4 ' 

R-NT2RM4000790//EST//9,0e-48:259:94//Hs. 1 59694: AI41 7008:. * 
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R-NT2RM4000795//Human mRN A for KIAA0067 gene, complete cds//1 .0:203:63//Hs.20991 :D31 891 
R-NT2RM4000796//ESTs//7.0e-106:506:98//Hs.43559:AI003520 

R-NT2RM400079a//Human polymorphic epithelial mucin core protein mRNA, 3' end//2.5e-28:1 58:96//Hs.1 1 8249: 
M21868 

5 R-NT2RIV)4000813 : . .. 

R-NT2RM4000820//ESTS, Weakly similar to hypothetical^: protein [H.sapiens]//1 .3e-109:539:97//Hs.99636: 
AI219667 ? . 

R-NT2RM4000833//ESTS, Moderately similar to ZK863.3 [C,e!egans]//4.0e-112:448:99//Hs.20223:AA482031 
R-NT2RM4000848//ESTs//8.1e-97:476:97//Hs.16036:AA883864 
10 R-NT2RM4000852//ESTs//6.4e-94:467:97//Hs.11556:AI309597 
R-NT2RM4000855//ESTs//2.9e-95:544:90//Hs.1 06525: AI283343 
R-nnnnnnnnnnnn 

R-NT2RM4000895//ESTS. Moderately similar to !!!! ALU SUBFAMILY SQ WARNING ENTRY III! [H.sapiensl//9.3e- 
96:450:99//Hs.142076:AA604514 
15 R-NT2RM4000950//ESTs//2.6e-91 :438:98//Hs.43827:AA455262 

R-NT2RM4000971//EST//2.9e-96:461 :99//Hs.1 39709 :AA227887 
. R-NT2RM4000979//EST//1.6e-67:329:98//Hs.96927:AA349647' 
R-NT2RM4000996//ESTS, Weakly similarto ZINC FINGER PROTEIN 91 [H.sapiens]//1 .7e-82:414:96//Hs.115342: 
AA650126 

20 R-NT2RM4001002//Homo sapiens mRNA for KIAA0729 protein, partial cds//3.8e-114:545:97//Hs. 19542: 

AB018272 

R-NT2RM4001016//Homo sapiens mRNA for KIAA0639 .'protein, partial cds//2.5e-114:556:97//Hs. 15711: 
AB0 14539 

R-NT2RM4001032//ESTs//7.8e-17:132:84//Hs.138720:N53352 
25 R-NT2RM4001 047//Homo sapiens UKLF mRNA for ubiquitous Kruppel like factor, complete cds//0.42:133:67//Hs. 

32170:AB015132 

R-NT2RM4001 054//ESTs//1 .7e-84:404:99//Hs. 1 1 6407:AA81 5300 

R-nnnnnnnnnny7EST5//3.4e-91:439:99//Hs.103177:W72798v - 

R-NT2RM4001 092//ESTS//1 .46-86:51 7:891 1 Hs.1 32969:Z78324 
30 R-NT2RM4001116//EST//5.2e-57:275:100//Hs.131115:AI016962 '• ■•^ ; 

R-NT2RM4001140//ESTs//5.5e-96:461 :98//Hs. 86965 :AA2 52276 ' ' 

R-NT2RM4001 1 51//ESTs//0.40:263:58//Hs.1 1 31 89:R083 1 1 

R-NT2RM4001 1 55//ESTs//8.3e-1 05:544:94//Hs.29647:W60848 ' . 

R-NT2RM4001160//EST//7.6e-25:380:6a//Hs.147405:AI209p85 / ^ . 
35 R-NT2RM4001187//ESTS, Moderately Similar to nil ALU SUBF;^MILYSC WARNING ENTRY Mil [H.sapiens]//9.2e- 

43:273:91//HS.1 09005:N31 1 74 

R-NT2RM4001191//Cytochrome P450, 51 (lanosterol 14-alpha-demethylase)//3.1e-32:274:70//Hs.2379:U23942 

R-NT2RM4001 200//ESTs//4.5e-1 02:494:97//Hs.31 844:N32849 / 

R-NT2RM4001203 
40 R-NT2RM4001204//ESTs//9.8e-88:468:93//Hs.4990:T65307 

R-NT2RM4001 21 7//ESTS//1 .2e-75:396:94//Hs.25042: R7241 0 

R-NT2RM4001 256//ESTs//1 .0:1 57:62//Hs.65377:AA994677 " ■ 

R-NT2RM4001258//ESTs//9.6e-41 :260:88//Hs.27633:N76184 . 

R-NT2RM4001309 ' 
45 R-NT2RM4001313//EST//0.0022:150:66//Hs.161573:W84857 

R-NT2RM4001316//ESTs//3.5e-26:139:99//Hs.23100:AI128899 . 

R-NT2RM4001320//ESTs//1.6e-97:308:99//Hs.112024:AI042352 

R-NT2RM4001340//ESTS, Highly similar to UTR4 PROTEIN [Sac'charomyces cerevisiaeJ//1.9e-105:522:97//Hs. 
18442:A1 129307 • V^v' 

50 R-NT2RM4001344//EST//1.1e-90:436:99//Hs.95900:AA1 60339^^ 

R-NT2RM4001347//EST//0.1 7:1 86:61//Hs.1 6751 :T90476 [ .\ : 
R-NT2RM4001371//EST//0.0069:270:62//Hs.99239:AA4502lf;. ' 
R-NT2RM4001382 

R-NT2RM4001 384//ESTs//9.6e-91 :445:98//Hs. 55000: AA805507 
55 R-NT2RM4001410//EST//0.13:50:82//Hs.157675:AI358790 . . 

R-NT2RM4001 41 1//ESTS, Weakly similar to lymphocyte specific adaptor protein Lnk [M.musculus]//4,0e-1 02:539: 
94//Hs.15744:AI055859 

R-NT2RM4001412 * , 
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R-NT2RM4001 41 4//ESTs//6.5e-35:226:8a//Hs. 1 21 727: AA775895 
R-NT2RM4001 437//EST//0.01 7:1 69:67//Hs.1 3207:F1 0054 - ' ' 

R-NT2RM4001444//ESTS, Weakly similar to ISOLEUCYL-TRN A SYNTHETASE, MITOCHONDRIAL [S.cerevi- 
siae]//7.4e-108:544:94//Hs.7558:AA526812 
5 R-NT2RM4001 454//ESTs//4.7e-1 08:51 7:98//Hs.32295:N32277 ' • 

R-NT2RM4001455//EST//9.6e-81:395:97//Hs.127978:AA969739 

R-NT2RM4001483//Human mRNA for KIAA0033 gene, partial cdsZ/l .8e-58:324:85//Hs.22271 :D26067 
R-NT2RM4001489//Homo sapiens mRNA for KIAA0685 protein, complete ccls//7.0e-104:547:93//Hs.1 53121: 
AB014585 

10 R-NT2RM4001519//Histatin 1//0.53:340:59//Hs.l19101:M26664 

R-NT2RM40015227/Small inducible cytokine AS (RANTES)//8.4er55:306:80//Hs.155464:AF088219 
R-NT2RM40015577/ESTS. Weakly similar to F11A10.4 [C.eiegans]//6.1e-21:165:83//Hs.29134:H43072 
R-NT2RM4001 565//ESTs//2.0e-1 03:483:99//Hs,121273:AA758027 

R-NT2RM4001 566//Human DNA sequence from clone 1 409 onschromosome Xpl 1 .1 -11 .4. Contains a Inter-Alpha- 
15 Trypsin Inhibitor Heavy Chain LIKE gene, a alternatively spliced Melanoma-Associated Antigen MAGE LIKE gene 

and a 6-Phosphofructo-2-klnase (Fructose-2,6-bisphosphatase) LIKE pseudogene. Contains ESTs, STSs and ge- 
nomic marker DXS8032//2.7e-43:446:72//Hs.4943:Z98046 

R-NT2RM4001 569//ESTs//3.6e-37: 1 86: 1 00//Hs. 86959 :AA888 009 

R-NT2RM4001582//ESTs//1.2e-96:459:9a//Hs.114432:N52946"^' 
20 R-nnnnnnnnnnnn 

R-NT2RM4001 594//ESTS//1 .6e-83:404:98//Hs.134740:AA282171 ' 

R-NT2RM4001 597//ESTs//6.9e-1 1 1 :558:96//Hs. 1 1 408:AI358871 

R-NT2RM4001605//Homo sapiens mRNA for KIAA0791 protein, complete Cds//2.1e-112:565:95//Hs.23255: 
AB018334 

25 R-NT2RM4001 611//EST//5.9e-74:353:99//Hs.125318:AA837079 . 

R-NT2RM4001 629//ESTs//6,1 e-95:453:99//Hs.1 15765:AA485957 
R-NT2RM4001650 '] "^^ 

R-NT2RM4001662 . 

R-NT2RM4001666//Homo sapiens mRNA for KIAA0469' pi'rpteiri. complete cdS//3.6e-36:230:70//Hs.7764: 
30 AB007938 ' • ' ' 

R-NT2RM4001682//EST//4.3e-68:393:90//Hs.157362:AI367496 

R-NT2RM4001710//ESTs//4.3e-48:235:99//Hs.7299:AA2a3440 ' 

R-NT2RM4001714//ESTs//0.0014:568:58//Hs.50458:AA868686V ' 

R-nnnnnnnnnnn//ESTs//6.5e-104:487:99//Hs.153581:AA63046&'; " 
35 R-NT2RM4001731//ESTS. Weakly Similar to No definition line found [C.elegans]//3.1e-108:563:94//Hs.18510: 

AA522887 

R-NT2RM4001741//T3 receptor-associating cofactor-1 [human, fetal liver, mRNA, 2930 nt]//0.083:124:68//Hs. 
120980:583390 

R-NT2RM4001 746//ESTS//6. 1 e-90:420: 1 0O/ZHs. 1 39003: AA948200 
40 R-NT2RM4001 754//Human kpni repeat mrna (cdna clone pcd-kpni-4), 3' end//5.4e-59:504:78//Hs.139107:K00629 

R-NT2RM4001758//ESTs//8.9e-27:140:100//Hs.149973:Al290740 

R-NT2RM4001 776//Homo sapiens mRNA for K1AA0727 protein , partial Cds//6.4e-24:236:80//Hs.39871 : AB01 8270 

R-NT2RM4001 783//ESTs//9.9e-30: 1 56:99//Hs. 1 1 5260: AA3i 4956 

R-NT2RM4001810//ESTS//1 .3e-65:346:95//Hs.131915:W22567 
45 R-NT2RM4001 81 3//ESTs//5.7e-1 02:473: 1 00//HS.87574: AI089920 

R-NT2RM4001823//ESTs//3,8e-62:324:95//Hs.124109:AA888839 

R-NT2RM4001 828//ESTS//1 .3e-1 1 9:563:98//Hs.1 02397:AA706551 ' 

R-NT2RM4001 836//ESTs//5.5e-1 6:92:1 00//HS.26996: AA55 1070' > 

R-NT2RM4001 841//ESTS//1 .3e-99:540:94//Hs.42322:AA0826H a 
50 R-NT2RM4001842//ESTS. Weakly similar to ALU SUBFAMILY SO WARNING ENTRY III! [H.sapiens]//4.1e-10: 

274:62//Hs.161959:AA493652 " '-^f':!.:'' 

R-NT2RM4001856//ESTS, Weakly similar to contains similarity to ATP/GTP-binding site motif [C.elegans]//3.0e- 
43:292:86//Hs.14202:N46000 

R-nnnnnnnnnnnn//ESTs//6.2e-104:495:98//Hs.118686:AA68228p:.^ 
55 R-NT2RM40018657/Homo sapiens mRNA for atopy related ;;iautoahtigen CALC//I.6e-120:592:97//Hs.61628: 
Y17711 

R-NT2RM4001876//ESTs//2.9e-98:532:92//Hs.100734:AA158252.^ 
R-NT2RM4001880//ESTs//2.5e-29:224:86//Hs.6193:AA045149 ' 
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R-NT2RM4001905//ESTs//5.6e-109:565:95//Hs.9536:AA114178 

R-NT2RM4001922//ESTS, Weakly similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//1 .2e-105: 
535:95//Hs.30991 :AA994438 

R-NT2RM4001 930//ESTS//4.1 -84:425:96//Hs.80042:N631 43 
5 R-NT2RM4001 938//EST//0.00040:241 :60//Hs.1 47235: AI205893 

R-NT2RM4001940//Homo sapiens timeless liomolog mRNA;.' complete ccls//2.0e-110:556:95//Hs.1 18631: 
AF098162 

R-NT2RM4001 953//ESTs//5.3e-65:338:96//Hs.3371 8:AA453268 

R-NT2RM4001 965//ESTS. Weakly similar to T1 4B4.2 gene product [C.elegans]//5.7e-62:326:95//Hs.3385:N2591 7 
10 R-nnnnnnnnnnnn//ESTs. Weakly similarto IP63 protein [R.norvegicusl//1.9e-21:121:98//Hs.8772:AA521097 

R-NT2RM4001979//ESTs//1.4e-96:465:98//Hs.157103:W60265 " '* 
R-NT2RM4001984 . . 

R-NT2RM4001987 

R-NT2RM400201 3//EST//2.2e-1 4:11 0:90//Hs. 1 60835: AI345528' . 
15 R-NT2RM4002018 

R-NT2RM4002034//Human mRNA for KIAA0118 gene, partial ccls//9.4e-46:293:87//Hs.154326:D42087 

R-NT2RM4002044//ESTs//2.8e-107:537:96//Hs.24078:W44435 

R-NT2RM4002054//ESTs//3.7e-88:482:94//Hs.4243:T78226 

R-NT2RM4002062//ESTS//1 .4e-55:377:85//Hs.1 52592: AA587887 
20 R-NT2RM4002063//Calcium modulating ligand//1 .8e-43:385:78//Hs.1 3572:AF0681 79 

R-nnnnnnnnnnnn//Homo sapiens OPA-contalning protein mRNA, complete cds//5.5e-42:554:68//Hs.85313: 

AF071309 

R-NT2RM4002067//Human kpni repeat mrna (cdnaclone pccl-kpni-4). 3' end//2.3e-43:468:73//Hs.1 391 07:K00629 

R-NT2RM4002073//ESTS, Weakly similar to very-long-chaih aicyl-CoA synthetase [H.saplens]//6.8e-57:290:96// 
25 Hs. 1 09274:AA1 9341 6 [ , y " 

R-NT2RM4002075//ESTs//0.078:267:61//Hs. 163563 :AA64l'655 

R-NT2RM4002093//ESTS//1 .26-64:31 6:99//Hs.34956:AI052528; : 

R-nnnnnnnnnnnn//ESTs//1.0:95:69//Hs.25897:W65409 ' 

R-NT2RM4002128//Homo sapiens mRNA for BCL9 gene//0.51 :258:60//Hs.122607:Y13620 
30 R-NT2RM4002140//ESTs//5.5e-46:187:94//Hs.8737:W22712 

R-NT2RM4002145//ESTs//4.6e-70:374:94//Hs.141082:H18987' / ; ; 

R-NT2RM40021 46//ESTS//1 .90-93:43 9:99//Hs.1 1 9295:AA4^2090 \ ^ 

R-NT2RM4002161//Homo sapiens laforin (EPM2A) mRNA. partial cds//1 .5e-111 :560:96//Hs.22464:AF084535 
R-NT2RM4002174//Homo sapiens LIM protein mRNA, complete cds//3.2e-46:552:72//Hs.1 541 03:AF06 1258 
35 R-NT2RM4002189//ESTs//9.6e-75:352:100//Hs.98350:H15400 " ' 

R-NT2RM4002194//EST//0.22:68:72//Hs.149104:AI244343 
R-NT2RM4002205//EST//0.00028:103:72//Hs.130032:AA897678 
R-NT2RM400221 3//ESTs//3.3e-1 5:1 60: 78//HS. 63304: W22079 

R-NT2RM4002226//ESTS, Highly similarto GTPASE ACTIVATING PROTEIN ROTUND [Drosophila melanogaster] 
40 //5.1e-112:569:95//Hs,23900:U82984 ; 

R-NT2RM4002251//ESTS, Weakly similar to similar to alpha-1 ,37mannosyl-glycoprotein beta-1 , 2-N-acetylglu- 
cosaminyltransferase [C.elegansl//1 . 1 e-1 00:544:93//Hs.27567:W72 190 

R-NT2RM4002256//Small inducible cytokine A5 (RANTES)//1 .Oe-44:341 :8 1//Hs.1 55464: AF0882 19 

R-NT2RM4002266//ESTs//2.6e-100:539:93//Hs.57976:AA535864 
45 R-NT2RM4002278//ESTs//1.8e-112:569:95//Hs.87281:AA1 28263 .'. . 

R-NT2RM400228 1//ESTs//4.9e-20: 1 87:80//Hs. 1 41 203: H52638^^- ■ : 

R-NT2RM4002287//ESTs//7.9e-84:388:94//Hs.33977:N5246t ' 

R-NT2RM4002294 ' 

R-NT2RM4002301//ESTs//4.5e-111:556:96//Hs.85916:AA194l'64; : 
50 R-NT2RM4002323//ESTs//4.5e-102:498:97//Hs.85782:AA191498 ••. ' 

' R-nnnnnnnnnnnn//ESTs//5.0e-59:283:100//Hs.125048:AA682913' 

R-NT2RM4002344/A/-akt murine thymoma viral oncogene homolog 2//0.29:153:66//Hs.155129:M77198 

R-NT2RM4002373//Homo sapiens mRNA for KIAA0649 :prptein,., complete cds//2.8e-122:593:97//Hs.26163: 

AB014549 ' •' 

55 R-NT2RM4002374//ESTs//3.3e-40:505:70//Hs.95115:AA206594 * 

R-NT2RM4002383//ESTs//2.7e-93:455:97//Hs.134278:AA648884 

R-NT2RM4002390//ESTs//3.3e-93:481 :95//Hs. 48764: AA61 3328 

R-NT2RM4002409//ESTS, Weakly similar to coded for by C. elegans cDNA yk52e1 0.5 [C.elegans]//1 .3e-97:473: 
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98//Hs.16464:W19606 

R-NT2RM4002438//ESTs//0.74:162:61//Hs.65377:AA994677 
R-NT2RM4002446 

R-NT2RM4002452//EST//1 .0:1 64:60//Hs.1 1 6619:AA6681 42 . r. 
5 R-NT2RM4002457 ' 

R-NT2RM4002460//ESTs//3.0e-74:385:96//Hs.6933:R07890 • • ' 

R-NT2RM4002479//Homo sapiens RNA hellcase-related protein mRNA, complete ccls//1.6e-103:507:97//Hs. 
8765:AF083255 ' , 

R-NT2RIV14002482//Homo sapiens mRNA for KIAA0691' protein* complete cds//2.3e-32:172:98//Hs.94781: 
10 AB0 14591 

R-NT2RM4002493//ESTs//6.4e-73:366:97//Hs. 1 571 1 4:T58884 . 
R-NT2RM4002499//ESTs//3.5e-61 :307:97//Hs.1 1 7737:AI088p29 
R-NT2RIVI4002504//ESTs//2.1e-55:306:94//Hs.10949:AA464464 . 

R-nnnnnnnnnnnn//ESTs, Weakly simitar to peroxisome targeting signal 2 receptor [H.sapiens]//1.4e-73:360:91// 
15 Hs.31030:H50467 

R-NT2RM4002532//ESTS//1 .36-21 :1 91 :78//Hs.14681 1 :AA410788 
R-NT2RM4002534//ESTS//1 .8e-99:512:95//Hs.1 3526: AI41 7057 
R-NT2RM4002567//ESTs//7.6e-41:272:87//Hs.7114:R24312 

R-NT2RM4002571//ESTS, Highly Similar to POLYPEPTIDE N-ACETYLGALACTOSAMINYLTRANSFERASE[Bos 
20 taurus]//2.3e-89:435:97//Hs.15830:AA165698 

R-NT2RM4002593//ESTs//2.3e-1 09:552: 96//HS.1 7424: AA1 90569 

R-NT2RM4002623//ESTS, Weakly similar to ASPARTYL-TRNA SYNTHETASE [Thermus aquatfcus thermophilus] 

//9.6e-28:194:87//Hs.59346:AI1 26802 

R-NT2RP2000001//ESTs//2.6e-80:386:99//Hs. 105061 :N45096 
25 R-NT2RP2000006//Thromboxane A2 receptor//7.2e-37:253:84//Hs.89887:D38081 

R-NT2RP2000008//Zinc finger protein 37a (KOX 21 )//5.2e-25:36.6:67//Hs.54488:X69115 
R-NT2RP2000027//ESTs//9.5e-74:377:96//Hs.96557:AA286713 

R-NT2RP2000040//Homo sapiens mRNA for KIAA0747 protein ^.'partial ccls//2.7e-42:223:96//Hs.8309:AB018290 
R-NT2RP2000045//Homo sapiens tumorous imaginal discs prptein Tid56 homolog (TID1) mRNA, complete cds// 
30 4.3e-64:309:98//Hs.6216:AF061749 / . 

R-NT2RP2000054//EST//1.2e-71:375:96//Hs.98835:AA435798 ' •: ' - ' 
R-NT2RP2000056//EST//2.8e-28:342:69//Hs.135526:A!094910 

R-NT2RP2000067//ESTS, Weakly similar to tenascin-like protein [D.meIanogaster]//2.3e-35:199:94//Hs.41793: 
AA775879 ! - 

35 R-NT2RP2000070//ESTS, Weakly similar to proto-cadherin 3 [R.norvegicus]//1 .4e-78:383:98//Hs.58254:W72881 
R-NT2RP2000076//EST//0.0014:227:63//Hs.1 36761 :AA738097 

R-NT2RP2000Q77//Homo sapiens growth arrest specific 11 (GAS11) mRNA, complete cds//1 .1e-78:379:97//Hs. 
54877:AF050078 

R-NT2RP2000079//Homo sapiens RET finger protein-like. 1 antisense transcript, partial//2.9e-21:232:75//Hs. 
40 1 02576: AJO1O230 

R-NT2RP2000088//Homo sapiens mRNA for KIAA0795 protein , partial cds//1 .8e-75:378:96//Hs.22926: AB01 8338 

R-NT2RP2000091//Carcinoembryonic antigen gene family member 6//0. 030:236 :63//Hs. 41 :D90064 

R-NT2RP2000097//ESTs//4.2e-15:92:97//Hs.7432:AA281757 ' . 

R-NT2RP2000098//ESTs//9.0e-53:279:94//Hs.87807:AA813827 . ' 
45 R-NT2RP2000108//EST//1 .5e-75:378:96//Hs.1 621 05:AA524419 

R-NT2RP20001 1 4//Homo sapiens mRNA for GM3 synthasefcomplete cds//5.8e-76:386:95//Hs.1 7706: AB0 1 8356 

R-NT2RP2000120//ESTS, Weakly similar to HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III 

[C.elegans]//1.9e-19:153:86//Hs.5268:W22670 ''^ • - 

R-nnnnnnnnnn//ESTs//1.0e-55:293:95//Hs,14570:AI422099 .. ^ , 
50 R-nnnnnnnnnnnn//EST$//0.24:354:59//Hs.157564:AI356513 ' ' ' 'V ' 

R-NT2RP2000147//ESTS, Highly similar to CLATHRIN COAT ASSEMBLY PROTEIN AP47 [Mus musculus]//3.0e- 

B9:457:95//Hs.3832:AI208601 • 

R-NT2RP2000153//EST//0.0039:93:68//Hs.140386:AA773548 ' " 

R-NT2RP2000157//ESTs//1.1e-53:322:91//Hs.6877:AA040826 
55 R-NT2RP2000161//EST5//1.6e-99:492:97//Hs.21738:AI188l90' 

R-NT2RP2000175//ESTS//1 .4e-98:489:96//Hs.4849: All 43741 

R-NT2RP2000183//ESTs//9.0e-72:358:96//Hs.4856:N51373 

R-NT2RP2000195//ESTs//3.9e-92:439:98//Hs.145091:AA814510 
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R-NT2RP2000205//ESTS, Moderately similar to !!!! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiensl//1 .4e- 
80:41 5:95//Hs. 1 1 807:786897 

R-NT2RP2000224//RNA polymerase II, polypeptide C (33kD)//1.1e-57:306:94//Hs.79402:AC004382 
R-NT2RP2000232 

R-NT2RP2000233//ESTS//1. le-08:63:96//Hs.1 24861 :AI09068.3 . 
R-NT2RP2000239//ESTs//5.3e-87:427:96//Hs.8621 1 :AA604379 ; 

R-NT2RP2000248//ESTS, Weakly similar to 0-linked Glcisi Ac transferase [H.sapiens]//1.3e-95:454:99//Hs. 
1 02057: AA649005 

R-NT2RP2000257//ESTs//5.1e-58:282:99//Hs.122565:AI126840 
R-NT2RP2000258//EST//1.0:67:68//Hs.61812:AA035649 

R-NT2RP2000270//ESTS, Weakly similar to LINE-1 REVERSE TRANSCRIPTASE HOMOLOG [Homo sapiens]// 
8.4e-59:298:96//Hs.16085:AI261382 

R-NT2RP2000274//ESTs//7.5e-61 :296:98//Hs. 86081 :AA1 96635 
R-NT2RP2000288//ESTS//1 .8e-56:305:93//Hs.7579: AA775865 
R-NT2RP2000289 

R-NT2RP2000297//ESTS. Highly similar to MKR2 PROTEIN [Mus muscu lus]//9.8e-1 06:494 :99//Hs. 102951: 
AA574249 

R-NT2RP2000298//ESTs//2.1e-62:256:90//Hs.8737:W22712 

R-NT2RP200031 0//Human proline dehydrogenase/proline oxidase (PRODH) mRNA, complete cds//2.8e-39:222: 
93//Hs.58218:U82381 

R-NT2RP2000327//Homo sapiens DNA sequence from PAC 434014 on chromosome Iq32.3.-41. Contains the 
HSD11B1 gene for Hydroxysteroid (11-beta) Dehydrogenase'-I , the,AD0RA2BP adenosine A2b receptor LIKE 
pseudogene, the IRF6 gene for Interferon Regulatory Factor 6 and two unknown genes. Contains ESTs and GSSs// 
2.9e-71 :342:98//Hs.87684:AL022398 

R-NT2RP2000329//ESTS, Highly similar to GTPrAMP PHOSPHOTRANSFERASE MITOCHONDRIAL [Bos taurus] 
//3.4e-69:371:94//Hs.43436:N32441 

R-NT2RP2000337//ESTs//5.2e-79:411:95//Hs.101799:AI276062 

R-NT2RP2000346//Homo sapiens apoptosis associated protein .(GADD34) mRNA, complete cds//l.le-47:262: 
94//Hs.76556:U83981 * ' 

R-NT2RP2000369//ESTs//4.3e-102:531:94//Hs.15855:H98103 

R-NT2RP2000414//Homo sapiens HnRNP F protein mRNA^cbriiplete Cds//8.4e-09:93:83//Hs.808:L28010 
R-NT2RP2000420//ESTs//8.2e-24:142:94//Hs.144893:AI2223i24 ^ 

R-NT2RP2000422//Homo sapiens N-acetylglucosamine-phosphate'mutase mRNA, complete cds//4.2e-20:140: 
90//Hs.5819:AF1 02265 

R-NT2RP2000438//ESTS, Weakly Similar to misato [D.melanogaster]//1 .3e-65:362:93//Hs.221 97:A1151425 
R-NT2RP2000448//ESTS, Highly similar to HYPOTHETICAL 51 .6 KD PROTEIN IN PAP1-MRPL13 INTERGENIC 
REGION [Saccharomyces cerevisiael/A3.6e-75:435:92//Hs.21938:W81045 
R-NT2RP2Q00459//ESTs//2.8e-95:527:93//Hs.103422:AI3520'13 ' 
R-NT2RP2000498//ESTs//2.3e-1 7: 1 1 9:79//Hs.1 61 71 4:AA229078 
R-NT2RP2000503//ESTs//5.2e-91 :438:98//Hs.152335:AI290215 : 

R-NT2RP2000510//Homo sapiens KIAA0436 mRNA, partial cds//0.13:455:58//Hs.110:AB007896 

R-nnnnnnnnnn//ESTs//9.9e-63:376:89//Hs.47546:AA181348 

R-NT2RP2000523 

R-NT2RP2000603//Homo sapiens mRNA for KIAA0572 protein -partial cds//3.5e-30:167:97//Hs.14409:AB01 1144 
R-NT2RP2000617//ESTs//9.5e-103:493:98//Hs.9412:W72446;; ^ ' 

R-NT2RP2000634//Homo sapiens mRNA for KIAA0614 protein, partial cds//8.1e-66:335:96//Hs.7314:AB014514 

R-NT2RP2000644//ESTs//1.1e-18:372:63//Hs.82419:AA789222 • 

R-NT2RP2000656//ESTS//1 .0e-10:128:80//Hs.23977:AA1 15275 

R-NT2RP2000658//ESTs//0.31:278:59//Hs.15661:W02396 

R-NT2RP2000668//ESTs//8.2e-40:255:88//Hs.113310:R16767 ' i 

R-NT2RP2000678//ESTs//2.6e-53:271 :961 1 Hs.23790:N99347 

R-NT2RP2000710//ESTs//0.49:190:63//Hs.145521 :AI261368,^. 

R-NT2RP200071 5//EST//1 .20-87:41 8:991 1 Hs. 1 39425: AA429279 ' 

R-NT2RP2000731//EST//5.3e-65:322:97//Hs.136754:AA713965 ; 

R-NT2RP2000758//ESTS//1 .0:1 87:61//Hs.1 0545:N62642 

R-NT2RP2000764//ESTs//5.8e-84:485:91 //Hs. 1 21 81 6: AA77541 9 

R-NT2RP2000809 

R-NT2RP200081 2//ESTS//1 .20-45:231 :97//Hs.1 21 028: AA902745 ' 
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R-nnnnnnnnnnnn//ESTs//6.3e-87:433:97//Hs.145479:AA969404 . . 

R-NT2RP2000816//ESTS//0.45:100:69//Hs.147529:AA458918 

R-NT2RP2000819 

R-NT2RP2000841//ESTS//1 .9e-73:351 :99//Hs.116385:AI2245il 
5 R-NT2RP2000842//TUMOR NECROSIS FACTOR-INDUCIBLE PROTEIN TSG-6 

PRECURSOR//4.6e-10:247:66//Hs.29352:M31165 
R-NT2RP2000845//ESTs//2.8e-91 :443:97//Hs.6681 0: AI206552 . 
R-NT2RP2000863//ESTs//4.3e-49:31 0:88//Hs.1 04336:W07345 - 

R-NT2RP2000880//Homo sapiens mRNA for KIAA0741 protein, confiplete cdS//2.8e-43:277:89//Hs,3615: 
10 AB018284 

R-NT2RP2000892//ESTs//2.8e-50:25 8:96//Hs.119238:AA476267 
R-NT2RP2000931//MATRIN3//7.2e-57:290:96//Hs.78825:AB0r8266 

R-NT2RP2000938//ESTS. Highly similar to HYPOTHETICAL 6.3 KD PROTEIN ZK652.2 IN CHROMOSOME III 
[Caenorhabditis elegans]//3.9e-37:l 99:95//Hs.11 231 8:AA1 86477* ■ 
15 R-NT2RP2Q00943//Homo sapiens mRNA for KIAA0755 protein, complete cds//9.8e-98:494:96//Hs.19822: 
AB018298 

R-NT2RP2000965//EST//0.22:223:60//Hs.1 05703: AA487021 
R-NT2RP2000970//EST//8-7e-06:255:62//Hs.1 49202: AI246481 ^ 

R-NT2RP2000985//ESTS, Weakly similar to HYPOTHETICAL 96.8 KD PROTEIN IN SIS2-MTD1 INTERGENIC 
20 REGION [S.cerevisiael//7.8e-92:468:95//Hs.12l24:AA522537 . 

R-NT2RP2000987//ESTs//4.5e-78:41 9:93//Hs.21 968:H9752V' ^ ' . 

R-NT2RP2001 036//EST//2.0e-33:1 48:82//Hs. 1 631 96:AA767643 " • 

R-NT2RP2001044//ESTs//5.6e-95:493:95//Hs.21958:AA453660 ■ 

R-NT2RP2001 065//ESTs//3.6e-28: 1 53:96//Hs. 11 931 4: AA4321 08 
25 R-NT2RP2001070//EST//0.30:94:67//Hs.94289:N73665 . 

R-NT2RP2001094//EST//0.75:101:69//Hs.161040:H82068 . 

R-NT2RP2001119 • 

R-NT2RP2001127//Homa sapiens mRNA for HRIHFB2060, partial Cds//1.5e-56:304:94//Hs. 146282: AB0 15348 
R-NT2RP2001137 

30 R-NT2RP2001149//ESTs//5,1e-66:324:9711Hs.27475:AA704512 
R-NT2RP2001168//ESTs//2.0e-98:539:92//Hs.77870:AI188145 ^ 

R-NT2RP2001173//Homo sapiens mRNA for KIAA0480 protein, complete cds//1.5e-96:490:96//Hs. 26247: 
AB007949 

R-NT2RP2001174//ESTs//2.2e-63:354:93//Hs.24266:R28287 ' 
35 R-NT2RP2001 1 96//ESTS//1 .4e-83:463:93//Hs. 1 24304: AA82551 0 * 

R-NT2RP2001 21 8//ESTS//1 .4e-1 00:506:96//Hs.93391 :AI1 88402 
R-NT2RP2001226//EST//0.0074:154:63//Hs.128612:AA909358 ' ' 

R-NT2RP2001233/TESTS, Highly similar to ZINC FINGER PROTEIN ZFP-36 [Homo sapiens]//3. 76-65:538:80// 

Hs.44014:AA632298 
40 R-NT2RP2001245//ESTs//5.2e-90:447:97//Hs.14559:H92996 

R-NT2RP2001 268//Homo sapiens mRNA for KIAA081 0 protein , partial cds//1 .5e-1 1 2:544:97//Hs.7531 : AB01 8353 

R-NT2RP2001277//ESTs//2.0e-81:387:99//Hs.13751:AA908229 

R-NT2RP2001290//ESTs//2.4e-91:501:92//Hs.12600:AA044775/ . 

R-NT2RP2001 295//ESTs//1 .4e-70:337:99//Hs.1 23854: AA41 2665 
45 R-NT2RP2001312//ESTs//4,6e-53:276:95//Hs.7961:AA401205'' 

R-NT2RP2001327//ESTS, Moderately similar to tumor necrosis factor-alpha-induced protein B12 [H.sapiens]// 

2.3e-43:238:93//Hs.106632:N25679 . v- • 

R-NT2RP2001328//ESTS//5.1 e-99:499:96//Hs.34868:AI341 1 38 i ;v . 

R-NT2RP2001 347//ESTs//6.7e-05:1 00:77//Hs.9536:AA1 1 41 78 ' 
SO R-NT2RP2001378//ESTs//4.2e-83:456:93//Hs.10554:N50028 

R-NT2RP2001 38 1 //ESTS//1 . 1 e-26: 1 48:96//Hs . 1 6 1 859: AA444038 

R-NT2RP2001392//ESTS, Weakly similar to MITOCHONDRIAL LON PROTEASE HOMOLOG PRECURSOR [H. 
sapiens]//3.9e-74:41 1 :93//Hs.47305:AA1 951 53 
R-NT2RP2001394//ESTs//9.5e-54:305:93//Hs.70256:R07875 
55 R-NT2RP2001 397//ESTs, Highly similar to G2/MIT0TIC-SPECIFIC CYCLIN B2 [Mesocricetus auratus]//5.2e-97: 

469:97//Hs.20483:AA522505 

R-NT2RP2001420//ESTS//1 .6e-49:228:88//Hs.163602:N32030 ' 
R-NT2RP2001423//ESTs//2.0e-37:190:99//Hs.101565:R35431' 
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R-NT2RP2001427//EST//1.7e-1 1:107:84//Hs.148584:AI201728 . 

R-NT2RP2001436//ESTS. Weakly similar to F02D8.3 [C.elegans]//2.9e-114:558:97//Hs.7627:AI341556 
R-NT2RP2001440//EST//0.17:192:58//Hs.133442:AI061394 : 
R-NT2RP2001 445//ESTs//1 . 1 e-43:21 5: 1 0O/ZHs. 1 45497: AA501 453 
5 R-NT2RP2001 449//ESTS//4. 1 6-08:234:61 //Hs. 1 34067: AI076765 

R-NT2RP2001450//ESTs//9.5e-65:356:94//Hs.61829:AI079539 - 

R-NT2RP2001467//Small inducible cytokine A5 (RANTES)//1.2e-34:255:83//Hs.1 55464: AF0882 19 
R-NT2RP2001 506//ESTs//2.9e-23: 1 70:88//Hs.71 47:T2351 3 
R-NT2RP2001 51 1//ESTs//2.0e-08:59:1 OO/ZHs. 57660: AA251 1 46 . ' 
10 R-NT2RP2001520ZZHomo sapiens mRNA for mitochondrial carrier; protein ARALAR1ZZ6.7e-106:545:95ZZHs.4277: 

Y14494 ; . 

R-NT2RP2001526ZZESTsZZ3.7e-23:295:72ZZHs.8514:AF039246. 

R-NT2RP2001536ZZHomo sapiens X-ray repair cross-complementing protein 3 (XRCC3) mRNA, complete cdsZZ 
1 .9e-15:99:95ZZHs.99742:AF035586 
15 R-NT2RP2001 560/ZESTsZZ2.2e-58:31 0:94/ZHs.87454:AA73281 6 

R-NT2RP2001569ZZHomo sapiens mRNA, chromosome 1 specific transcript KIAA0488ZZ2.0e-76:387:96ZZHs. 
6761 9:AB007957 

R-NT2RP2001576ZZHuman mRNA for KIAA0105 gene, complete cdsZZO.1 7:1 93:60ZZHs. 119:014661 
R-NT2RP2001 581 ZZESTsZZS. 1 e-08: 1 07:78ZZHs. 1 571 1 4:T58884 " 
20 R-NT2RP2001597ZZESTZZ5.2e-22:151:88Z/Hs.158613:AI369995:\. , . 

R-NT2RP200160lZZESTsZ/1.5e-78:373:99/ZHs.137558:AI393767 
R-NT2RP2001613 

R-NT2RP2001628ZZESTZZ0.99:195:60ZZHs.144238:W52294. 

R-NT2RP2001 663ZZESTsZZ4.0e-37:282:84ZZHs. 1 231 9: W56090^' * 
25 R-NT2RP2001677ZZESTsZZ1.4e-44:232:96ZZHs.159387:AI370845.. 

R-NT2RP2001678ZZESTsZZ0.91:124:60ZZHs.10593:AI201336- >; . 

R-NT2RP2001699/ZESTZZ0.0033:230:61ZZHs.146544:AI125323 / 

R-NT2RP2001 720/ZESTsZZI .8e-52:255:99ZZHs.1 01 064:AA290579 ■ 

R-NT2RP2001 721ZZESTsZZ7.0e-1 01 :479:99Z/Hs. 1 29750:AA987538 
30 R-NT2RP2001740ZZESTsZZ3.3e-76:379:96ZZHs.144704:AI147100 

R-NT2RP2001748ZZESTsZZl.4e-44:352:8lZZHs.142259:AA828840^ 

R-NT2RP2001762Z/Homo sapiens exonuclease la (EX01a) mRNA, complete cdsZZ2.1e-1 05:51 9 :96ZZHs. 47504: 
AF091754 

R-NT2RP2001813ZZESTsZZ6.3e-78:406:95ZZHs.21902:R44037 
35 R-NT2RP2001861 

R-NT2RP2001 869ZZESTZZ2.8e-21 :1 73:82Z/Hs. 130321 :AI002941 ' 
R-NT2RP2001 876ZZESTsZ/6. 1 e-1 02:526 :95ZZHs. 4944: AA53308'8 

R-NT2RP2001883ZZESTS, Weakly similar to No definition"' lih^'-fdund [C.elegans]/Z6.9e-ll0:556:95ZZHs.23l59: 

AA1 13849 v> 
40 R-NT2RP2001 900ZZESTsZZ6.9e-85:442:95ZZHs.1 54220 :AA1 71 7^4'" " 

R-NT2RP2001 907ZZESTsZZ2.1 e-82:432:94ZZHs. 142257: AA1 88423 

R-NT2RP2001 926ZZESTZZ2.3e-24:299:71//Hs. 1 35085:AI09726a 

R-NT2RP2001936ZZESTSZZ1 .1e-45:265:92ZZHs. 11 2482:1660^7" ' 

R-NT2RP2001 943ZZESTZZ1 .4e-05:246:61ZZHs. 1 44096:AI0321 80. • 
45 R-NT2RP2001946ZZESTsZZ3.6e-87:410:99ZZHs.20242:W72594;i:.:Y;:;.^ 

R-NT2RP2001947ZZESTsZZ1.9e-55:338:88ZZHs.58582:T72588 

R-NT2RP2001969 

R-NT2RP2001 976ZZESTsZZ1 .2e-98:499:95ZZHs.121 028:AA9C)2745 

R-NT2RP2001985ZZESTS. Weakly similar to GTPASE-ACTIVAriislG PROTEIN SPA-1 [IVI.musculus]ZZ8.3e-15:118: 
50 89ZZHS.1 8760:AA1 66678 

R-NT2RP2002025ZZESTsZZ2.1e-82:393:98ZZHs.159488:AI378233 
R-NT2RP2002032ZZESTsZZ4.4e-98:531 :91 ZZHs. 93836: AA81 3332 . 
R-NT2RP2002033ZZESTsZZ3.5e-43:229:96ZZHs.30563:AA1 02627' 
R-NT2RP2002041 

55 R-NT2RP2002046ZZESTsZZl .6e-101 :476:99ZZHs.1 01 1 07:AA825938 

R-NT2RP2002047ZZESTSZ/9. 1 0-85:431 :95/ZHs. 1 1 6750: AA629895 
R-NT2RP2002058ZZESTSZ/1 .3e-31 : 1 63:99/ZHs.33085: AA258068 ' 
R-NT2RP2002066ZZESTS/Z1 .9e-87:459:93ZZHs.1 1 8871 :AA846p91 
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R-NT2RP2002070//ESTS//4. 1 e-63:332:96//Hs. 1 56446:T92265 / 

R-NT2RP2002076//Homo sapiens Clone 24804 mRNA sequence//1,7e-26:178:87//Hs.11039:AF052183 
R-NT2RP2002079//ESTS//1 .2e-79:389:97//Hs. 1 3521 4: AI350524 

R-NT2RP2002099//Homo sapiens mRNA for E1 B-55kDa-associatecl protein//1.5e-60:376:89//Hs.155218: 
5 AJ007509 

R-NT2RP20021 05//ESTs//8.4e-54:31 3:90//Hs.98702:AM 23006' 

R-NT2RP20021 24//ESTs//6.6e-81 :431 :93//Hs. 1 27326 :AA5251 34 

R-NT2RP2002137//Deoxycyticllne kinase//0.29:183:62//Hs.709:M60527 

R-NT2RP2002154//ESTs//9.6e-97:539:91//Hs.18624:AA523268 
10 R-NT2RP2002172//EST//0.69:53:75//Hs.156238:AI334495 

R-NT2RP20021 85//ESTs, Weakly similar to F1 5C11 .2 [C.elegans]//1 .4e-54:269:98//Hs.1 07201 :W52859 

R-NT2RP2002192//ESTS. Moderately similar to III! ALU SUBFAMILY J WARNING ENTRY !!ll [H.sapiensl//3.9e- 

15:245:71//HS.87578:AI125363 

R-NT2RP20021 93//ESTs//3 .58-79:45 3:90//Hs.76578:AI290672 
15 R-NT2RP2002208//ESTs//2.0e-72:347:99//Hs.1 64028:AI00394^ ' 

R-NT2RP200221 9//EST//0.039:229:63//Hs.1 49830 :AI287499 
R-NT2RP2002231//ESTs//3.3e-64:337:94//Hs.79828:AA642341 

R-nnnnnnnnnnnn//ESTs, Highly similar to co-repressor protein [M.musculusl//5.4e-48:238:99//Hs.22583: 
AA188168 ■< 
20 R-NT2RP2002256//Homo sapiens retinoic acid hydroxylase mRNA, complete cds//1.6e-1 5:1 31 :83//Hs. 150595: 

AF005418 

R-NT2RP2002259//Human L-myc protein gene, complete cd$//5.3e-99 :548: 91 //Hs.92137:M 19720 
R-NT2RP2002270//ESTS. Weakly similar to AF-9 PROTEIN' [H.sapiens]//4.8e-100:550:91//Hs.4029:278373 
R-NT2RP2002292//ESTS, Weakly similar to F13B12.1 [C.elegahs]//3:2e-92:482:93//Hs.5570:AI377863 
25 R-NT2RP2002312//Homo sapiens CDP-diacylglycerol synthase 2 (CDS2) mRNA, partial cds//4.1e-1 03:527:94// 
Hs.24812:AF069532 

R-NT2RP2002316//ESTs//4.2e-91 :425:1 00//Hs.3350:AI36801.5 

R-NT2RP2002325//Homo sapiens peroxisomal biogenesis factor (PEXlla) mRNA, complete cds//1 .2e-1 12:567: 
95//Hs.31034:AB015594 
30 R-NT2RP2002333//ESTS//1 .90-86:483:91 //Hs. 1 551 98:/VA767372 ' ' ' 

R-NT2RP2002385//Homo sapiens synaptic glycoprotein SC2 spliced variant mRNA, complete cds//l .2e-1 03:600: 
89//HS.1 09051 :AF038958 

R-NT2RP2002394//ESTS//0.11 :1 58:65//Hs.28792:AI343467 
R-NT2RP2002408//ESTs//1.5e-51:278:93//Hs.6044:W22815 '/ 
35 R-NT2RP2002426//Homo sapiens mRNA for KI/VA0563 pfi'Olein,' complete cds//1 .7e-33:285:80//Hs.1 5731 : 

AB011135 

R-NT2RP2002439//ESTS//3.2e-1 2:1 34:76//Hs.32246:AA464026 

R-NT2RP2002457//ESTs//4.7e-52:282:94//Hs.21968:H9752i 

R-NT2RP2002464//ESTs//5.3e-27: 1 48:98//Hs. 1 1 5660: AI362230 
40 R-NT2RP2002475//ESTs//3.9e-85:439:94//Hs.9873:W27233 ' 

R-nnnnnnnnnnnn//Homo sapiens mRNA for ABC transporter 7 protein, complete cds//9.9e-115:605:92//Hs. 

1 25856: AB005289 ' r;; • 

R-NT2RP2002498//ESTs//6.3e-37:227:93//Hs.108779:N73180 

R-NT2RP2002503//ESTs//1.9e-54:358:86//Hs.57800:W60838 . • * 
45 R-NT2RP2002504//Homo sapiens mRNA for KI/VA0791 prjotein. corinplete cds//8.5e-l07:583:9l//Hs.23255: 

AB0 18334 " - ■' 

R-NT2RP2002520//ESTs//4.2e-99:509:94//Hs.32368:AA205305 

R-NT2RP2002537//ESTs//4.2e-105:552:93//Hs.154363:AA533090 

R-NT2RP2002546//Homo sapiens Clone TUA8 Cri-du-chat region mRN/\//2.6e-1 09:570:93//Hs.49476:AF00931 4 
50 R-NT2RP2002549//DNA polymerase gamma//1 .1e-35:189:86//Hs:80961 :U60325 

R-NT2RP2002591//ESTS, Weakly similar to ZINC FINGER PROTEIN 84 [H.sapiensl//7.5e-11 8:564:97//Hs.94549: 

AA1 49547 ? * 

R-NT2RP2002595//EST//1 .4e-15:101 :95//Hs.129528:/VA994783 

R-NT2RP2002606//ESTs//4.5e-99:475:98//Hs.45046:N40170 • ... 
55 R-NT2RP2002609//ESTS//1 .9e-1 04:568:92//Hs.91 75: Ah 84220, . . 

R-NT2RP200261 8//ESTS//0.01 4:493:57//HS.96322:AA541 61 5 / - ■ 

R-NT2RP2002621//EST//4.4e-36:252:84//Hs.149580:AI28188r ' 

R-NT2RP2002643//ESTs//6.9e-32:247:74//Hs.33354:AA1 79944. ■ 
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R-NT2RP2002672 

R-NT2RP2002701//N-acetylglucosaminlclase. alpha- (Sanfilippo disease IIIB//0.99:184:63//Hs.50727:U43572 
R-NT2RP2002706//EST//2.8e-41:148:86//Hs.161917:AA483223 
R-NT2RP2002710//EST//0.34:105:71//Hs.136747:AA749210 
5 R-NT2RP2002727//ESTs//8.7e-68:368:94//Hs. 14366:778626 

R-NT2RP2002736//ESTs//9.7e-98:457:99//Hs.74899:AA993300 

R-NT2RP2002740//Homo sapiens mRNA for KIAA0536 protein, partial cds//0.66:360:59//Hs.119139:AB011108 
R-NT2RP2002741//ESTs//3.1e-102:489:98//Hs.112024:AI042352 
R-NT2RP2002750//EST//3.6e-43:166:86//Hs.162404:AA57313r 
10 R-NT2RP2002752//ESTs//5.0e-56:355:89//Hs.95867:M62042. . 

R-NT2RP2002753//ESTS//1 .7e-49:262:96//Hs.49005:W89124. ,, 
R-NT2RP2002769//ESTS//1 .3e-59:376:88//Hs.4046:H03587 

R-NT2RP2002778//Homo sapiens clone 24606 mRNA sequence//4.0e-65:341 :94//Hs.17481 :AF070537 
R-NT2RP2002800//ESTs//6.5e-08:79:84//Hs.1 53262:AA551 1 24 
15 R-NT2RP2002839//ESTS, Moderately similar to III! ALU SUBFAMILY J WARNING ENTRY llll [H.sapiens]//1 .6e- 

100:501 :97//Hs.136202:AA206578 

R-NT2RP2002857//ESTs//4.3e-94:463:97//Hs. 1 34292 :AA663031 

R-NT2RP2002862//ESTs//2.3e-42:302:82//Hs. 1 1 7969:H94870 

R-NT2RP2002880 
20 R-NT2RP2002891 

R-NT2RP2002925//ESTS//1 .3e-103:564:92//Hs.142079:AA1 82894 

R-NT2RP2002928//ESTs//3.9e-1 08:502:99//Hs.291 05:AA5741 43 

R-NT2RP2002929//ESTS//4.1 e-1 06:499:99//Hs.44743:AA837096 

R-NT2RP2002954//ESTs//2.6e-88:417:99//Hs.100824:Al308771 
25 R-NT2RP2002959//ESTs//7.5e-101:489:97//Hs.32690:N57480 ' 

R-NT2RP2002979//ESTs//5.4e-a6:197:65//Hs.146726:Ai147060 

R-NT2RP2002980//ESTs//1.0e-110:562:96//Hs.28444:AA083213 

R-NT2RP2002986//ESTS. Highly similar to RING CANAL PROTEIN [Drosophila melanogaster]//3.1 e-1 1 9:578:97// 
Hs.106290:AI125291 

30 R-NT2RP2002987//Human mRNA for KIAA0331 gene, complete cds//1 .0:78:74//Hs.1 46395: AB002329 

R-NT2RP20Q2993//ESTS, Weakly Similar to DNA-DIRECTED'RNA POLYMERASE I1 140 KD POLYPEPTIDE [H. 

sapiens]//2.4e-98:467:98//Hs.86337:AA1 49311 ' 

R-NT2RP2003000//ESTs//0.0070:400:61//Hs.138506:U85642 

R-NT2RP2003034//ESTs//9.3e-87:408:96//Hs.164042:H12594 ' 
35 R-NT2RP2003073//Human transporter protein (gl7) mRNA, cdrnplete cds//0.95:259:61//Hs.76460:U49082 

R-NT2RP2003099//Thromboxane/V2 receptor//2.6e-42:328:81//Hs.89887:D38081 

R-NT2RP20031 08//ESTs//2.3e-82:398:98//Hs.51 05: AA11 551 2 

R-NT2RP2003117//Human mRNA for KIAA0347 gene, complete cdS//2.4e-49:336:86//Hs.101996:AB002345 

R-NT2RP2003121//ESTs//2.0e-75:380:96//Hs.133127:AA133355 
40 R-NT2RP2003125 

R-NT2RP20031 29//EST//0.68:1 1 5:69//Hs.1 221 96:AA780986 .. 

R-NT2RP2003137//ESTs//2.le-37:259:85//Hs.63169:N78506 / 

R-NT2RP20031 61//ESTs//2.5e-88:451 :96//Hs.29041 :W37379 

R-NT2RP20031 64//ESTs//4.3e-1 1 3:543:97//Hs.8980: AA629067 
45 R-NT2RP2003165//ESTs//6.9e-83:486:89//Hs.138632:H97952 , 

R-NT2RP2003177//ESTs//0.47:38:100//Hs.61790:AA421156 ' 

R-NT2RP2003194//ESTs//4.7e-118:582:96//Hs.27266:AA053816 

R-NT2RP2003206//ESTs//0.032:388:58//Hs.122148:AA442074 * 

R-NT2RP2003230//ESTs//8.8e-1 03:478 :99//Hs .401 40: AI079253 
50 R-NT2RP2003237//ESTs//2.7e-76:392:96//Hs.106278:R37661 

R-NT2RP2003243//ESTs//3.6e-53:300:92//Rs.1 8793: AA1 92438 ' 

R-NT2RP2003265//ESTS, Highly similar to protein NGD5 [M.m'usculus]//3.3e-110:557:96//Hs.24994:AA236937 
R-NT2RP2003272//ESTS, Weakly similar to F15C11 .2 [C..elegans]//1.2e-34:228:89//Hs. 107201 :W52859 
R-NT2RP2003277//Homo sapiens mRNA for KI/\A0625 protein, partial cds//1.4e-111:565:95//Hs. 154919: 
55 AB014525 

R-NT2RP2003280//ESTs//2.6e-1 01 :541 :94//Hs.6982: AA622427 
R-NT2RP2003286//ESTs//1.2e-104:497:98//Hs.113052:AI22210~6 • ' 

R-NT2RP2003293//Human mRNA for KIAA0118 gene. partiarcds//9.1e-44:458:74//Hs.1 54326:042087 
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R-NT2RP2003295//Protein serine/threonine kinase stk2//0.3r:32l":57//Hs,1087:L20321 
R-NT2RP2003297//ESTs//3.0e-15:118:87//Hs.16621:AA098874 

R-NT2RP2003308//ESTS. Moderately similar to CROOKED NECK PROTEIN [Drosophila melanogaster]//4.8e- 

1 09:553:96//Hs.26089:AAl 951 26 
5 R-NT2RP2003329//ESTS//0.99:208:62//HS.143607:AI424948 -i " ' 

R-NT2RP2003339//ESTS//1 .36-85:441 :96//Rs.241 1 5:N3261 8 ■ ■ 

R-NT2RP2003347//ESTs//1.5e-70:365:96//Hs.155773:AI312825 

R-NT2RP2003367//EST//5.8e-80:376:100//HsJ12500:AA599014*' 

R-NT2RP2003391//ESTs//2.8e-98:484:97//Hs.5842:AA534476"' 
10 R-NT2RP2003393//ESTs//2.0e-96:510:93//Hs.75844:AA115502 ' 

R-NT2RP2003394//EST//5.2e-06:264:63//Hs.144234:W52249' 

R-NT2RP2003401//ESTs//6.1e-25:161:90//Hs.155360:AA984683; * 

R-NT2RP2003433//ESTS. Highly similar to PROTEIN TRANSPORT PROTEIN SEC61 ALPHA SUBUNIT [Canis 
familiaris]//1 .2e-1 06:508:g8//Hs.1 31 840:AI01 6073 
15 R-NT2RP2003445//ESTS, Moderately similar to III! ALU SUBFAMILY J WARNING ENTRY !!!! [H.sapiens]//5.6e- 

21:161:70//Hs.43153:N22360 

R-NT2RP2003446//ESTS, Weakly similar to C27H6.4 [C.ele'gans]//6.0e-105:529:96//Hs.8055:W60903 
R-NT2RP2003456//ESTs//7.5e-96:449:99//Hs.25362:AI277332 
R-NT2RP2003480//ESTS//1 .6e-11 6:583:96//Hs.59757:AA1 76121 
20 R-NT2RP2003499//ESTS, Weakly similar to elastin like protein: [D.melanogaster]//7.0e-71:365:g5//Hs.1 01 056: 
R52777 "i' : 

R-NT2RP2003506//ESTS, Weakly similar to ORF YPL207w|s:derevisiae]//2.3e-1^ 
R-NT2RP200351 1//ESTS//1 .6e-22:1 82:85//Hs.28249:AA203733';^' " 

R-NT2RP2003513//Human mRNA for KIAA0270 gene, partiarcdsJyi.3e-108:566:94//Hs.78482:Y16270 
25 R-NT2RP20035i7//Platelet-derived growth factor beta polypeptide (simian sarcoma viral (v-sis) oncogene ho- 

molog)//4.9e-62:518:79//Hs.1976:M12783 \; > . 

R-NT2RP2003522//ESTs//2.0e-97:462:99//Hs.2451 2:060170 \ - 

R-NT2RP2003533//ESTs//4.4e-45:273:78//Hs. 1 40225: AA7041 01 ' ' 

R-NT2RP2003543//EST//1.0:80:68//Hs.65646:F13684 ' 
30 R-NT2RP2003559//ESTS. Moderately similar to !!!! ALU SUBF>?(mILY J WARNING ENTRY III! [H.sapiens]//1 .8e- 

58:31 6:94//Hs.28891 :W72439 

R-NT2RP2a03564//ESTs//3.2e-l12:528:99//Hs.53940:N46696 ' 
R-NT2RP2003581//ESTS//1 .3e-88:506;93//Hs.1 61 57:AA20371 9^ . 

R-NT2RP2003596//ESTS. Weakly similar to No definition 'line found [C.elegans]//4.7e-101:495:98//Hs.34627: 
35 AA1 26463 

R-NT2RP2003604//Homo sapiens alpha-catenin related protein (ACRP) mRNA, complete Cds//1 .7e-l 03:501 :97// 
Hs.58488:U97067 

R-NT2RP2003629//EST//0.032:440:59//Hs.1 35297: AI038981 ' ' 

R-NT2RP2003643//ESTS, Weakly similar to HYP0THETICALj4.i;KD PROTEIN IN MURZ-RPON INTERGENIC 
40 REGION [E.coli]//9.1e-62:359:92//Hs.12492:AA203188 • • 

R-NT2RP2003668//EST//9.4e-1 1 0:535:97//Hs.1 1 6279:AA628951 
R-NT2RP2003687//EST//5.9e-05:196:65//Hs.139064:AA135523 

R-NT2RP2003691//ESTS. Weakly Similar to F59C6.9 [C.elegansV/1.p:202:62//Hs.65539: All 48540 
R-NT2RP2003702//ESTS, Moderately similar to ovarian-specific protein [R.norveglcus]//4.3e-99:492:96//Hs. 
45 93332:AA811920 ' 

R-NT2RP2003704//ESTS//1 .0:155:63//Hs.104166:AA740246 ' ' 

R-NT2RP2003706//Homo sapiens mRNA for K1AA0525 protein, partial cds//8.4e-47:265:93//Hs.78494:AB01 1 097 

R-NT2RP20037l3//EST//0.81:210:59//Hs.14551:T79401 ' • 

R-NT2RP200371 4//ESTs//1 .7e-99:495:96//Hs. 1 581 01 lAISeSpOS . ; 
50 R-nnnnnnnnnnnnn//Human 19.8 kDa protein mRNA, complete cds//a84:221 :60//Hs.2384:U18914 

R-NT2RP2003737//ESTS, Highly similar to UBIQUITIN-CONJUG.ATING* ENZYME E2-17 KD [Caenorhabditis el- 

egans]//2.4e-50:302:90//Hs.19196:W74577 • Vk- 

R-NT2RP2003751 " ' . 

R-NT2RP2003760//ESTs//2.6e-101 :548:93//Hs.115987:AA483808 . . 
55 R-NT2RP2003764//ESTs//8.2e-25:134:98//Hs. 64036; AA12Z709 • - 

R-NT2RP2003769//ESTS//1 .7e-1 08:545:95//Hs.56847:AA541 606 ■ " 

R-NT2RP2003770//Homo sapiens sperm acrosomal protein mRNA, complete cds//6.0e-1 06:531 :96//Hs.90436: 
AF047437 
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R-NT2RP2003777//ESTs/y2.6e-59:323:94//Hs. 1 01 01 : AI381 81 1 

R-NT2RP2003781//ESTs/y2.0e-25:269:75//Hs.144951:N34836 

R-NT2RP2003793//ESTs//8.7e-94:466:97//Hs.93949:AA782955 

R-NT2RP2003840//ESTs//3.4e-97:533:93//Hs.1 61 30:AA1 95077 
5 R-NT2RP2003857//H.sapiens mRNA for G9a//2.8e-23:351 :65//Hs.75196:X69838 

R-NT2RP2003859//ESTs//3.0e-07:96:81//Hs. 1 53262: AA551 1 24 

R-NT2RP2003871//ESTS//1 .9e-1 02:509:97//Hs.25726:AA4301 67 

R-NT2RP2003885//ESTS//1 .Oe-1 02:502:97//Hs.36353:AA702341 

R-NT2RP2003912//EST//1.2e-38:336:76//Hs.134975:AI094611 
10 R-NT2RP2003952//Homo sapiens DNA-binding protein (CR0C-1B) mRNA. complete cds//0.9C:190:60//Hs. 

75875:U49278 

R-NT2RP2003968//Homo sapiens liUBP mRNA for ubiqultin specific protease, complete cds//7.6e-l 16:568:97// 
Hs.35086:AB014458 

R-NT2RP2003976//Homo sapiens mRNA for KIAA0447 protein, complete cds//3.6e-109:540:97//Hs.7302: 
15 AB007916 

R-NT2RP2003981//Homo sapiens mRNAforKIAA0804 protein, partial cds//2.5e-115:568:96//Hs.7316:AB01 8347 
R-NT2RP2003984 

R-NT2RP2003986//ESTs//4.9e-36:272:82//Hs.1 58268: AA738087 

R-NT2RP2003988//ESTS, Weakly similar to reverse transcriptase [H.sapiens]//3.2e-11 0:51 9:99//Hs. 36093: 
20 All 49968 ^ ; 

R-NT2RP2004014//ESTs//8.4e-1 02:483:99//Hs.22867:AI41 7478 
R-NT2RP2004041 

R-NT2RP2004042//ESTS//1 .5e-105:466:97//Hs.7296:N297d6 J 

R-nnnnnnnnnnnn//ESTs//1 .4e-11 0:559:96//Hs.71 91 6:AA21 9699 
25 R-NT2RP2004081//ESTs//3.7e-105:503:98//Hs.27542:AA9772b4 ' 

R-NT2RP2004098//EST//7.3e-26:203:87//Hs.21897:R41461 

R-NT2RP2004124//ESTs//1.1e-83:435:95//Hs.43299:N23036 ' 

R-NT2RP2004142//EST//1 .3e-06:1 65:65//Hs.1 46742: AI1475Q0\ . 

R-NT2RP2004152//ESTs//7.0e-98:455:1 00//HS.17731 :AI34224l'' 
30 R-NT2RP2004165//ESTS. Highly similar to DYNEIN BETA CHAIN, CILIARY [Anthocidariscrassispina]//1.0e-1 18: 

583:97//Hs.1 6520:AI224533 

R-NT2RP2004170//ESTs//6.7e-66:407:88//Hs.157138:AI348544 - < ' ' 
R-NT2RP20041 72//ESTS//1 .5e-1 09:567:95//Hs.1 59091 :AA033974 
R-NT2RP2004187//ESTs//3.6e-92:488:93//Hs.22954:W26589 
35 R-NT2RP20041 94//ESTs//6.2e- 1 1 4:585:95//Hs. 1 8778: AA2031 67 

R-NT2RP2004196 

R-NT2RP2004207//ESTs//6.3e-102:488:98//Hs.22678:AA604756 
R-NT2RP2004226//ESTs//8.8e-18:252:71//Hs.11924:W26972 ' 

R-NT2RP2004232//ESTS, Highly similar to protein kinase C mu [H.saptens]//5.2e-105:499:98//Hs.143460: 
40 AA483305 

R-NT2RP2004239//ESTS//1 .2e-16:171 :80//Hs.16134:AA203'l16 ' 

R-NT2RP2004240//Homo Sapiens antigen NY-CO-1 (NY-COdl).mRNA, complete Cds//3.4e-103:530:93//Hs. 
54900:AF039687 

R-NT2RP2004242//ESTS//1 .3e-85:460:93//Hs.104535:AA211483 
45 R-NT2RP2004245//ESTs//6.4e-117:575:97//Hs.23744:AA035744 
R-NT2RP2004270//ESTs//1.0:95:69//Hs.141371:H92187 ' 
R-NT2RP2004300//ESTs//4.4e-80:379:99//Hs.1 30874: AA905056 

R-NT2RP2004316//Homo sapiens EXT-like protein 2 (EXTL2) mRNA. complete cds//4.7e-110:544:96//Hs.61 152: 
AF000416 

50 R-NT2RP2004321//ESTs//2.1e-18:104:99//Hs.107207:AA044788 

R-NT2RP2004339//EST//1 .4e-47:309:86//Hs. 1 61 91 7: AA483223 

R-NT2RP2004347 / ' " 

R-NT2RP2004364//ESTs//1.1e-113:566:96//Hs.25880:AI268173 

R-NT2RP2004365//ESTs//0.022:271:62//Hs.38897:AI1293lb ' ; ' 
55 R-NT2RP2004366//ESTs//9.5e-71:335:100//Hs.91 867: AI21 8624 * 

R-NT2RP2004373//ESTs//4.2e-25:1 72:87//Hs.83243:N321 92 

R-NT2RP2004389//ESTS, Highly similar to HYPOTHETICAL 70.7 KD PROTEIN F09G8.3 IN CHROMOSOME III 
[Caenorhabditis elegans]//1 .4e-1 1 : 1 08:82//Hs.30490: AAl 4691 6 
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R-NT2RP2004392//ESTs//3.4e-81 :427:94//Hs.5827:AA581646 * 
R-NT2RP2004396//EST//5.6e-06:100:77//Hs.138623:H92473 
R-NT2RP2004399//EST//0.98:337:59//Hs.118446:N67900 
R-NT2RP2004400//ESTS//2.1 6-90:422:1 00//Hs.152460:AA602921 
5 R-NT2RP2004412//ESTS//1.4e-105:503:98//Hs.15929:AA403121 
R-NT2RP2004425//EST//0.00017:225:60//Hs.146935:AI168124 
R-NT2RP2004476//ESTs//1.4e-88:477:94//Hs.4859:N29695 

R-NT2RP2004490//Homo sapiens 3-phosphoinositicle dependent protein kinase-l (PDKl ) mRNA, complete cds// 

8.66-34:1 43:98//Hs.1 54729:AF01 7995 
10 R-NT2RP2004512//ESTs//2.6e-91:426:100//Hs.94133:AI270700 

R-NT2RP2004523//ESTS//1 .6e-74:377:97//Hs.14217:R61320 

R-NT2RP2004538/n"hromboxane A2 receptor//1 .4e-45:279:89//Hs.89887:D38081 

R-NT2RP2004551//ESTS//0.47: 1 47:66//Hs. 13151 9: AI024347 

R-NT2RP2004568//ESTS//1 .3e-1 07:567:94//Hs.65234:AA1 95470 
15 R-NT2RP2004580//ESTs//5.9e-29:156:98//Hs.147801 :AI221661 

R-NT2RP2004587//ESTS//1 .Oe-1 02:495:97//Hs.91 662: AA781 1 26 

R-NT2RP2004594//ESTS//4.1 e-56:298:95//Hs.24641 :AA954666 

R-NT2RP20a4600//ESTs//4.8e-67:374:93//Hs.49762:N69862 

R-NT2RP2004602//ESTS. Weakly similar to III! ALU SUBFAMILY J WARNING ENTRY II!! [H.sapiens]//4.5e-07: 
20 149:76//Hs.12845:N28835 

R-NT2RP200461 4//ESTS//1 .06-1 1 1 ;557:96//Hs.37892:N53497 ' 

R-NT2RP2004655//Homo sapiens mRNA for leucine rich protein//2.4e-118:587:96//Hs.5198:AJ006291 
R-NT2RP2004664//Homo sapiens mRNA for KIAA046d protein, partial cds//5.9e-107:520:96//Hs.29956: 
AB007929 

25 R-NT2RP2004675//ESTs//2.7e-82:407:97//Hs. 1 1 611 3: F1 8930 

R-NT2RP2004681//NUCLEOLIN//0.34:387:58//Hs.79110:M60858' 

R-NT2RP2004689//Homo sapiens mRNA for KIAA0625i protein, partial cds//5.0e-120:600:96//Hs.154919: 
AB014525 

R-NT2RP2004709//ESTS//1 .1 6-1 06:51 1 :98//Hs.38034:A1 1 49793 
30 R-NT2RP2004710//ESTs//9.9e-87:477:93//Hs.6834:AA203433; " ' 

R-NT2RP2004736//Homo Sapiens mRNA for KIAA0478 protein, complete cds//1.3e-l18:594:96//Hs.4236: 
ABa07947 

R-NT2RP2004743//ESTs//2.1e-48:327:88//Hs.43635:AA447015 
R-NT2RP2004767//EST//4.0e-57:328:81//Hs.142796:N51423 -'^ 
35 R-NT2RP2004775//ESTs//9.46-60:326:94//Hs.115339:AA136774 
R-NT2RP2004791//ESTs//3.26-82:367:96//Hs.1 41 91 1 :N64dl 3 ' 

R-NT2RP2004799//Homo sapiens ATP-specific succinyl-CoA synthetase beta subunit (SCS) mRNA, partial cds// 
8.0e-1 1 6:564:96//Hs.40820: AF058953 

R-NT2RP2004802//ESTs//6.5e-11 1 :586:94//Hs. 90375 :W74579 " 
40 R-NT2RP2004816//Homo sapiens H beta 58 homolog mRNA, complete cds//8.7e-120:584:97//Hs.67052: 
AF054179 

R-NT2RP2004841//EST//3.8e-31:323:74//Hs.147714:AI219906 
R-NT2RP2004861//EST//0.92:147:63//Hs.23064:R20803 
R-NT2RP2004897//ESTS//1 .7e-46:390:80//Hs.139225:H96567. " 
45 R-NT2RP2004936//EST//0.97:176:63//Hs.1 37436: AA280529 

R-nnnnnnnnnnn//ESTs//0.059:137:64//Hs.144109:AI345543 
R-NT2RP2004961//ESTS//1 .86-87:409:1 00//Hs.138297:/JiA78 19.41 
R-NT2RP2004962//ESTS//0.0021 :292:59//Hs.145917:AI275fl58 . 

R-NT2RP2004967//Human mRNA for KIAA0118 gene, partial Cds//7:4e*-51 :506:75//Hs.1 54326:042087 
50 R-NT2RP2004978//ESTs//0.95:138:63//Hs.13619:W93496 

R-NT2RP2004982//ESTs//7.8e-95:468:97//Hs.22545: R4391 0 - - - 
R-NT2RP2004985 

R-NT2RP2004999//ESTs//2.9e-94:450:98//Hs.128766:AI419902 
R-NT2RP2005000 

55 R-NT2RP2005001//Homo sapiens mRNA for KIAA0615 protein, complete cds//9.6e-113:577:95//Hs.1 55972: 

AB014515 

R-NT2RP2005003//EST//1 .3e-75:387:96//Hs.1 40843: R42235 

R-nnnnnnnnnnnn//Homo sapiens SEC63 (SEC63) mRNA, complete cds//3.1e-116:568:97//Hs.31575:AF100141 
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R-NT2RP200501 8//ESTs//7.5e-46:280:90//Hs.1 26857: AA9321 61 
R-NT2RP2005020//ESTs//1.6e-105:554:94//Hs.14846:AA148507 

R-NT2RP2005031//EST//3.1e-79:379:99//Hs.139709:AA227887 
R-NT2RP2005037//ESTs//5.3e-l 02:551 :93//Hs.26516:AA195220 . 
5 R-NT2RP2005038//ESTs//5.8e-101 :566:92//Hs.46964:N49757 ' 

R-NT2RP2005108 

R-NT2RP2005116//Homo sapiens mRNA for KIAA0664 protein, partial cds//2.7e-105:518:97//Hs.22616: 
AB014564 

R-NT2RP2005126//H.sapien$ mRNA for RNA helicase (Myc-regulated dead box protein)//4.6e-69:464:85//Hs. 
10 100555:X98743 

R-NT2RP2005139//ESTs//1.0e-10B:545:95//Hs.21006:AA523383 

R-NT2RP2005140//ESTs//4.3e-90:422:99//Hs.62180AI341261 

R-NT2RP20051 44//ESTs//0.91 :1 62:62//Hs.52399:AI075744. 

R-NT2RP2005147//ESTs//4.6e-100:502:96//Hs.27931 :AA633438 " ' 
15 R.NT2RP20051 59//ESTs//7.5e-105:533:95//Hs.1 0981 9:AI357582 

R-NT2RP20051 62//ESTs//6. 68-83:41 9:96//Hs.11 3998:H50648 

R-NT2RP2005168//Homo sapiens mRNA for EIB-55l<Da-associated protein//2.4e-101:513:95//Hs.155218: 
AJ007509 

R-NT2RP2005204//ESTS. Weakly similarto UBIQUITIN-ACTIVATING ENZYME El HOMOLOG [H.sapiens]//1 .9e- 
20 115:577:96//Hs.7600:H98166 

R-NT2RP2005227//Homo sapiens UM protein mRNA. complete Cds//1.0e-45:359:82//Hs.154103:AF061258 
R-NT2RP2005239//ESTS, Highly Similar to NIFS-LIKE 54.5 KD PROTEIN [Saccharomyces cerevisiae]//1 .Oe-47: 
245:97//Hs.21 090: AA41 8587 

R-NT2RP2005254//ESTs//3.3e-111 :581 :94//Hs.22549:AA524503 
25 R-NT2RP2005270//ESTS, Highly similar to HYPOTHETICAL 67.6 KD PROTEIN ZK637.3 IN CHROMOSOIVIE III 

[Caenorhabditis elegans]//1.1e-79:412:95//Hs.23047:N66596 • 
R-NT2RP2005276//ESTs//4.6e-85:426:96//Hs.24550:AA316272 
R-NT2RP2005287//ESTS//1 .7e-1 09:565:94//Hs.61 976: AI279001 

R-NT2RP2005288//Homo sapiens RCCI-like G exchanging factor RLG rriRNA, complete cds//2.4e- 125:594:98// 
30 Hs.27007:AF060219 

R-NT2RP2005289//Homo sapiens mRNA forXPR2 protein//4.9e-112:545:96//Hs.44766:AJ007590 
R-NT2RP2005293//ESTS//5. 1 e-11 6:538:99//Hs.621 80:AI341 261 
R-NT2RP200531 5//ESTS//1 .4e-82:41 5:97//Hs. 1 55829:AA01 8338 

R-NT2RP2005325//Human LIM-homeobox domain protein (hLH-2) mRNA, complete cds//2.5e-45:272:91//Hs. 
35 1569:1111701 \ , ■ 

R-NT2RP2005336//ESTS//1 .9e-93:444:99//Hs. 1 1 0966: AA1 51 699 

R-NT2RP2005 344//Homo sapiens GDP-L-fucose pyrophosphorylase (GFPP) mRNA, complete cds//0. 011:463: 
58//H$ . 1 50926 :AF0 1 7445 

R-NT2RP2005354//ESTs//7.2e-22:148:91//Hs.153783:H14544: 
40 R-NT2RP2005360//ESTs//0.048:225:60//Hs.7602:AA099247 V 

R-NT2RP2005393//Homo sapiens mRNA for KIAA0761 protein; partial cds//2.9e-41:248:82//Hs.931 21 :AB01 8304 
R-NT2RP2005407//ESTS, Weakly similar to OSHi PROTEIN [Saccharomyces cerevisiae]//2.5e-75:46l:88//Hs. 
70849:AA121697 

R-NT2RP2005436//ESTS, Weakly similarto HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II 
45 [C.elegans]//8. 1 e-96:491 :95//Hs.71 94:AI1 85631 

R-NT2RP2005441//ESTS//1 .1 e-110:548:96//Hs.5209:AA780068.' 

R-NT2RP2005453//ESTs//0.94:352:58//Hs.25870:H14423 1 

R-NT2RP2005457//ESTS//2.1 e-46:236:97//Hs.1 9522:AA975096-* 

R-NT2RP2005464//ESTS//1 .8e-72:349:99//Hs,44045:N51 307 
50 R-NT2RP2005465//ESTs//0.0058:322:58//Hs.127009:AI378936 

R-NT2RP2005472//ESTs//0.47:309:60//Hs.144838:AI222019 - 

R-NT2RP2005476//ESTS//5.1 6-40:205:9811 Hs.1 01 577: All 68526 

R-NT2RP2005490//ESTs//L3e-70:364:96//Hs.134382:AAa83573 

R-NT2RP2005491//EST//0.012:220:60//Hs.144448:AA812455,. 
55 R-NT2RP2005495//ESTs//1,2e-86:501:91//Hs.99445:R93540 

R-NT2RP2005496//ESTs//3.2e-34:263:81//Hs.70279:AA757426^ 

R-NT2RP2005498//ESTS, Highly similar to PROTEIN PHOSPHATASE PP2A, 55 KD REGULATORY SUBUNIT, 
NEURONAL ISOFORM [Oryctolagus cuniculus]//2.3e-45:284:88//Hs.85752: All 38993 
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R-NT2RP2005501//ESTs//2.5e-84:404:98//Hs.143812:AI141 755 . 

R-NT2RP2005509//ESTS, Highly similar to HYPOTHETICAL 37.2 KD PROTEIN C12C2.09C IN CHROMOSOME 

I [Schizosaccharomyces pombel//8.2e-36:215:92//Hs.5298:AA725071 

R-NT2RP2005520//Homo sapiens chromosome-associatedprptein-E (hCAP-E) mRNA, complete ccls//3.2e-110: 
5 570:9411Hs.119023:AF092563 

R-NT2RP2005525//ESTS. Weakly similar to !!!! ALU SUBFAMILY SO WARNING ENTRY I!!! [H. sapiens]//! .3e-84: 
433:95//Hs.36942:AA524535 

R-NT2RP200553 1 //EST//0.98:64: 70//HS. 1 46573 : Al 1 39856 

R-NT2RP2005539//Homo sapiens mRNA for NS1 -binding 'protein (NS1-BP)//8.8e-108:560:94//Hs.1 59597: 
10 AJ012449 

R-NT2RP2005540//Homo sapiens mRNA for KIAA0494 protein, complete cds//1 .7e'115:583:96//Hs.62515: 

AB0a7963 . 

R-NT2RP2005549//EST//0.61 : 1 1 1 :62//Hs. 1 47482:AI21 5572 

R-NT2RP2005555//ESTs//6.6e-108:507:99//Hs.68613:AI357567 
15 R-NT2RP2005557//ESTs//3.1e-105:495:99//Hs.105985:AA885169 

R-NT2RP2005581//ESTs//1.7e-79:445:92//Hs.138152:H03240 

R-NT2RP2005600//ESTS//1 .3e-38: 1 92:1 00//Hs.48329:W92733 

R-NT2RP2005605//ESTs//7.6e-87:409:99//Hs.45005:AA975060 

R-NT2RP2005620//ESTs//2.9e-96:463:97//Hs.7407:AI376788 
20 R-NT2RP2005622//ESTS//1 .8e-104:497:98//Hs.22595:AA394229: . 

R-NT2RP2005637//EST//2.5e-20:1 63:71//HS.1 61 1 64:AI41 821 1' 

R-NT2RP200564Q//ESTs//5.0e-99:473:98//Hs.23467:AA70874g; 

R-NT2RP2005645//ESTs//9.5e-23:231 :77//Hs.5534:AA1 951 7a • 

R-NT2RP2005651//ESTS, Highly similar to XFIN PROTEiNi'[^k(B'nopus laevis]//2.9e-1 03:525 :96//Hs.70589: 
25 AA868470 

R-NT2RP2005654//lnsulin-like growth factor binding protein 2//0.94:223:60//Hs.162:X1 6302 
R-NT2RP2005669//Homo sapiens nitrilase 1 (VIII) mRNA. complete cds//2.7e-1 4:87:1 00//Hs. 146406: AF069987 
R-NT2RP2005675//Homo sapiens growth suppressor related (DOC-1 R)'mRNA, complete cds//5.8e-91 :434:9a// 
Hs.25664:AF089814 
30 R-NT2RP2005683//ESTs//1.5e-98:494:96//Hs.22595:AA394229 

R-NT2RP2005690//ESTs//4.8e-43:286:86//Hs.1 50727:AI292236 ' 
R-NT2RP2005694//EST//3.1e-82:386:100//Hs.149391:AI273643 • 

R-NT2RP2005701//ESTS. Highly Similar to BUTYROPHIUN. PRECURSOR [Bos tauros]//2.8e-68:376:93//Hs. 
9095:AA532630 

35 R-NT2RP2005712//Homo sapiens mRNA for KI/U0799 protein, partial cds//1.3e-105:503:98//Hs.61638: 

AB018342 

R-NT2RP200571 9//ESTS, Weakly similar to GPI-anchored protein pi 37 precursor [H.saprens]//5.4e-1 05:500:98// 
Hs.14298:AI417523 ' 
R-NT2RP2005722//EST//6.5e-76:395:94//Hs.142150:AA223982 
40 R-NT2RP2005723//ESTs//1.5e-84:452:93//Hs.91753:R44455 ■ 

R-NT2RP2005726//ESTs//3.5e-64:500:82//Hs.1 00526: AI2231 53 
R-NT2RP2005741//ESTs//4.7e-60:333:93//Hs.107242:R40258r' ' 
R-NT2RP2005748//ESTs//3.4e-102:498:97//Hs.82660:N78064 

R-NT2RP2005752//Homo sapiens TNFR-related death receptor-6 (DR6) mRNA, complete cds//4.3e-42:223:96// 
45 Hs. 1 59651 :AF068868 ^ 

R-NT2RP2005753//Homo sapiens 1-1 receptor candidate protein niRNA, complete cds//1.2e-104:494:98//Hs. 
26285:AF082516 

R-NT2RP2005763//ESTs//1.1e-97:456:99//Hs.65412:AI362163^' " • 
R-NT2RP2005767//ESTs//8.0e-38:204:96//Hs.18460:AA193463 \\ ^ 
50 R-NT2RP2005773//ESTS. Highly similar to PYRROLINE-5-CARBOXYLATE REDUCTASE [Homo sapiens]//5.4e- 

1 1 2:559:96//Hs.1421 4:AI1 89379 

R-NT2RP2005775//ESTS, Highly similar to NEUROLYSIN PRECURSOR [Sus scrofa]//3.0e-108:544:96//Hs. 
22151:Ai214321 

R-NT2RP2005781//ESTS//1 .76-43:21 7:99//Hs.144391:AA365664 , ^ 
55 R-NT2RP2005784//EST//0.0071:217:60//Hs.117332:AA699724' ' ' 

R-NT2RP2005804//ESTs//8.8e-107:512:98//Hs.15496:W44398 
R-NT2RP2005812//ESTs//9.0e-76:359:99//Hs.113937:AI298746 ' ' 
R-NT2RP2005815//ESTs//5,5e-76:363:99//Hs.136230:/^A594981 
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R-NT2RP2005835//ESTS//1 .5e-1 00:541 :94//Hs.86813:N25122 
R-NT2RP2005841//ESTs/y2.8e-105:556:92//Hs.69993:AA628403 
R-NT2RP2005853//EST//2.0e-1 3:21 9:70//Hs.1 3401 6:AI076062 
R-NT2RP2005857//ESTS//1.0e-115:576:96//Hs.30663:AI33'8462 i 
5 R-NT2RP2005859//ESTs//7.3e-11 6:571 :97//Hs.85986:AA1 951 05 

R-NT2RP2005868//EST//0.00023:320:61//Hs.149689:A1284133 
R-NT2RP2005890//ESTS//1 .0e-96:466:98//Hs. 1 22579: AA76631 5 
R-NT2RP2005901//ESTs//8.3e-11 6:548:98//Hs.66296:AI1 25268 

R-NT2RP2005908//ESTS, Weakly similar to weakly similar to gastrula zinc finger protein [C.elegan$]//2.4e-73:397: 
10 94//HS. 16667:192427 

R-NT2RP2005933//ESTS, Highly similarto nucleoporin p54 [R.norvegicus]//2.8e-114:560:97//Hs.9082:AA873170 

R-NT2RP2005942//ESTs//5.6e-117:582:96//Hs.146123:AI338419 

R-NT2RP2005980//ESTs//6.9e-1 01 :478:98//Hs.431 45: AA776988 

R-NT2RP2006023//Homo sapiens PYRIN (MEFV) mRNA. complete cds//8.5e-51:398:80//Hs.113283:AF018080 
15 R-NT2RP2006038//ESTs//0.025:284:59//Hs.97852:AA404347 

R-NT2RP2006043//ESTS. Weakly similarto HYPOTHETICAL 37.0 KD PROTEIN B0495.8 IN CHROMOSOME II 

[C.elegans]//1.2e-50:278:94//Hs.7194:AI185631 

R-NT2RP2006052//ESTs//5.0e-52:272:95//Hs.99545:AA461492 

R-NT2RP2006069//ESTS//1 .8e-90:495:93//Hs.43654:AA522714 
20 R-NT2RP2006071//ESTs//1.5e-38:218:94//Hs.107882:W72093 . 

R-NT2RP2006098//ESTs//2.9e-1 05:540:95//Hs.26860:N5691 3/ 

R-NT2RP2006100//Human organic anion transporting polypeptide (OATP) mRNA, complete cds//0.031:254:62// 
Hs.46440:U21943 

R-NT2RP20061 03//ESTs//1 .56-86:41 6:98//Hs. 1 521 1 4:AA401 365 
25 R-NT2RP2006141//ESTs//5.3e-88:432:98//Hs.77480:AA1 00522 

R-NT2RP2006166//Homo sapiens LIM protein mRNA. complete cds//2.8e-17:255:72//Hs. 1541 03: AF061 258 
R-NT2RP20061 84//ESTs//8.4e-1 01 :487:98//Hs.58009:W69435 

R-NT2RP2006186//Homo sapiens mRNA for KIAA0654 protein, partial cds//6.1e-110:553:95//Hs. 109299: 
AB014554 

30 R-NT2RP2006196//Human clone 23960 mRNA sequence//0.0037:48:100//Hs.151293:U79276 

R-NT2RP2006200//ESTs//6.5e-77:398:96//Hs.163953:R01398 ' • 

R-NT2RP200621 9//H.sap(ens mRNA for DGCR6 protein//1 .2e-94:532:90//Hs.1 5391 0:X96484 
R-NT2RP2006237//ESTs//1.2e-57:305:95//Hs.86149:AI341312 

R-NT2RP2006238//ESTS, Highly similar to rA8 [R.norvegicUs]//1 .5e-29: 1 83:91//Hs.4048:AA404253 
35 R-NT2RP2006258//ESTs//3.2e-87:462:94//Hs.141556:N49928"' . 

R-NT2RP2006261//ESTs//3.4e-57:3 26 :92//Hs. 22523 :W02999 '^^ ' 

R-NT2RP2006312//Homo sapiens BAF57 (BAF57) gene, complete cds//4.7e-96:481 :97//Hs.3404:AF035262 
R-NT2RP2006320//EST//3.4e-21:335:65//Hs.141603:N66015 

R-NT2RP2006321//ESTS, Moderately similar to karyopherin beta 3 [H.sapiens]//1.9e-89:460:96//Hs.21889: 
40 N78664 

R-NT2RP2006323//ESTs//3.5e-91:439:98//Hs.61697:AI081771 

R-NT2RP2006333//ESTs//4.9e-38:301:82//Hs.155999:AA196412 

R-NT2RP2006334//EST//3.1e-45:264:91//Hs.149599:AI282321 • ■ 

R-NT2RP2006365//ESTs//2.9e-81:417:95//Hs.11814:W44411 
45 R-NT2RP2006393//Cytochrome P450, subfamily I (aromatic compound-inducible), polypeptide 2//3.9e-48:403: 

77//Hs.1361:M55053 ; ' 

R-NT2RP2006436//Homo sapiens mRNA for small GTP-blhding protein, complete cds//1.4e-27:155:76//Hs. 
115325:084488 

R-NT2RP2006441//ESTs//6.0e-108:529:97//Hs.101282:N45092 

50 R-NT2RP2006454//ESTs//9.2e-20: 1 1 0:99//Hs. 1 44687:AI341 1 46 , ' 

R-NT2RP2006456//ESTs//7.1e-91:508:92//Hs.12488:W63595 . 

R-NT2RP2006464//Homo sapiens mRNA for AND-1 protein//2:ie-109:524:97//Hs.72160:AJ006266 
R-NT2RP2006467//EST//0.99:140:61//Hs.146958:AI174478' ^ 
R-NT2RP2006472//ESTs//3.3e-92:473:95//Hs.2921 6: AA91 6679 
55 R-NT2RP2006534//ESTS//1 ,2e-83:394:99//Hs.1 621 1 6:AA524947 

R-NT2RP2006554//ESTS//1 .0e-87:460 :95//Hs. 47095: AA1 81 474 
R-NT2RP2006565//ESTs//3.2e-24:129:100//Hs.13499:AI2d9886 
R-NT2RP2006571//ESTs//2.6e-56:306:94//H$.98370:AA316622 
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R-nnnnnnnnnnn//ESTs//2.0e-ll2:533:98//Hs.18685:AI393829 ^ ' 

R-NT2RP2006598//ESTS, Weakly similar to retinoid X receptor interacting protein [IVI.musculus]//4.1e- 109:542: 
97//Hs.7889:AI337112 

. R-NT2RP3000002//ESTS//1 .3e-08:399:59//Hs.126044:AI301598 
5 R-NT2RP3000031//Homo sapiens mRNA for histone deacetylase-like protein (JM21 )//1 .9e-1 1 6:560:97//Hs.6764: 

AJ011972 

R-NT2RP3000046//Sman Inducible cytokine A5 (RANTES)//1.9e-57:312:85//Hs.155464:AF088219 
R-NT2RP3000047//EST//0.91 :1 30:66//Hs.1 40208: AA7022 13.' . 

R-NT2RP3000050//ESTS, Weakly Simitar to putative p150 [H.sapiensl//3.1e-41 :249:90//Hs.156155:AI222202 
10 R-NT2RP3000055//EST//2.4e-1 9: 1 46:86//Hs. 1 60497:AI255695 

R-NT2RP3000a72//ESTs//2.2e-82:424:96//Hs.21542:N49574 ' 

R-NT2RP3000080//ESTs//2.1e-29:186:89//Hs.1 53372: AA42'4029 

R-NT2RP3000085//ESTs//4.5e-1 01 :482:98//Hs. 47649: AA83871 5 

R-NT2RP30001 09//ESTs//9.5e-97:455:99//Hs.1 7731 : AI342241 
15 R-NT2RP30001 34//EST//4.7e-1 06:497:99//Hs. 1 25531 :AA884000 

R-NT2RP3000142//Homo sapiens mRNA for K I AA0592 protein, partial cdS//1.2e-116:578:96//Hs. 13273: 

AB011164 

R-NT2RP3000149//ESTs//7.7e-62:361:90//Hs.6649:N93418 

R-NT2RP3000186 
20 R-NT2RP3000197//ESTs//1.5e-75:436:91//Hs.140931:R51882 

R-NT2RP3000207//ESTS//1 .3e-98:468:98//Hs.1 26908 :AA933091 

R-NT2RP3000220//ESTs//2.2e-27:144:99//Hs.106861:R61306 

R-NT2RP3000233//EST//7.8e-77:368:99//Hs,49075:N64817 

R-NT2RP3000235//ESTs//0.43:82:74//Hs.132828:AI032819 
25 R-NT2RP3000247//EST//2.2e-97:459:99//Hs.1 27928: AA969239 

R-NT2RP3000251 •' 

R-NT2RP3000252//ESTS, Weakly similar to LpgISp [S.cerevisiae]//2.0e-108:532:97//Hs.111086:AI379177 
R-NT2RP3000255//EST//0.67:93:67//Hs.120579:AA743073' 
R-NT2RP3000267//ESTs//8.5e-1 08:542:95//Hs.24984:AA534446 • 
30 R-NT2RP3000299//ESTS, Weakly similar to enhancer of filmentation 1 [H.sapiens]//3.6e-1 03:51 6:96//Hs.4894: 

AI191323 ' 
R-NT2RP3000312//ESTs//1.3e-100:493:97//Hs.29379:AI094li7 . 
R-NT2RP3000320//ESTs//3.2e-95:538:91//Hs.118793:AA192438 " 
R-NT2RP3000324 

35 R-NT2RP3000333//ESTs//6.0e-39:1 94:1 00//HS.1 1 9238:AA476267 

R-NT2RP3000341//ESTS//0.51 :251 :61//Hs.94090:AA777689 
R-NT2RP3000348//EST//1 .8e-80:389:98//Hs. 1 45944: AI27622'5' 

R-NT2RP3000350//ESTS, Weakly similar to LpgISp [Sxerevisiae]//3.le-110:556:96//Hs.111086:AI379177 
R-NT2RP3000359//EST//4.9e-61:340:92//Hs.126495:AA913741 
40 R-NT2RP3000361//ESTS. Weakly similar to PRE-MRNA SPLICING FACTOR PRP6 [S.cerevlsiael//4.8e-91 :439: 

97//Hs.31334:AI1 44423 

R-NT2RP3000366//EST//0.20:392:57//Hs.149652:AI283303 
R-NT2RP3000397//EST//8.7e-26:1 50:94//Hs.1 2461 7:AA8551 06 

R-NT2RP3000403//Homo sapiens formin binding protein 21 mRNA, complete cds//4.2e-111;529:98//Hs.28307: 
45 AF071185 

R-NT2RP300041 8//EST//3.3e-09:202:67//Hs.1 1 71 89:AA682947 
R-NT2RP3000433 

R-NT2RP3000439//ESTS//3.1 e-79:426:92//Hs.26548:W26340 ' 
R-NT2RP3000441//ESTs//6.3e-84:420:97//Hs.137482:AA421254 
50 R-NT2RP3000449//ESTs//4.9e-93:435:99//Hs.54617:AI379102 . . 

R-NT2RP3000451//ESTs//2.3e-89:439:97//Hs.9196:AA748492 ; ' 

R"NT2RP3000456//Homo Sapiens (done B3B3E13) chrombsome '4pl6.3 DNA fragment//1 .8e-23:347:70//Hs. 
114963:L34408 " ; , ' 

R-NT2RP3000484//Heparin cofactor ll//0.98:166:62//Hs.1478:iyi58600 
55 R-NT2RP3000487//ESTs//0.012:384:60//Hs.88684:AA88514l' 

R-NT2RP3000512//Homeo box B3//2.0e-69:377:93//Hs.49931:X16667 
R-NT2RP3000526//ESTS//1 .6e-91 :432:99//Hs.38042:AA1 871 51 ' 
R-NT2RP3000527//ESTS//1 ,2e-1 00:51 8:94//Hs. 1 04557:AI0781 61 
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R-NT2RP3000531//ESTS. Weakly similar to TH1 protein [D.melanogaster]//0.95:85:71//Hs.5184:AA709151 
R-NT2RP3000542//ESTs//2.6e-53:375:84//Hs.441 58:N301 80 ' 
R-NT2RP3000561//EST//1.1e-13:170:75//Hs. 148421 :AI198036 

R-NT2RP3000562//Human mRNA for KIAA0233 gene, complete ccls//0.97:141:68//Hs.79077:D87071 
5 R-NT2RP30Q0578//ESTs//2.6e-68:324:100//Hs.5445:AA779447 

R-NT2RP3000582//ESTS//2.1 e-25: 1 31 :80//Hs. 152465: AA563785. . . 

R-NT2RP3000584//ESTS//1 .8e-97:460:99//Hs.1 20698: AI241 511 

R-NT2RP3000590//ESTs//2.0e-97:453:100//Hs.105355:AA953817 . . 

R-NT2RP3000592//ESTs/y2.8e-91:432:99//Hs.144304:AI190916 ' 
10 R-nnnnnnnnnnnn//Human mRNA for KIAA0314 gene, partial cds//1 .5e-09:447:58//HsJ 55045: AB0023 12 

R-NT2RP3000599//ESTs//3.8e-93:437:99//Hs.23971:AA829880 

R-NT2RP3000605//ESTs//4.2e-111 :554:96//Hs.40780:AA422049 

R-NT2RP3000622//ESTs//2.0e-1 00:473:99//Hs. 1 1 387:AI1 27394 

R-NT2RP3000624//ESTS, Weakly similar to KIAA0256 [H.sapiens]//5.4e-115:545:98//Hs.4857:AI090739 
15 R-NT2RP3000628//Homo sapiens mRNA for KIAA0772 protein, complete cds//4.3e-49:397:80//Hs.15519: 
AB018315 

R-NT2RP3000632//ESTS, Moderately similar to cyclln-selective ubiquitin earner protein [H.sapiens]//6.3e-92:434: 
99//HS.1 5251 7:AA71 9022 

R-NT2RP3000644//ESTs//1.0e-44:306:84//Hs.155498:W27084 
20 R-NT2RP3000661//ESTs//3.1e-95:470:97//Hs.126069:W76185 
R-NT2RP3000665//ESTs//3.3e-95:503:94//Hs.34313:W81 1 85 - 
R-NT2RP3000685//ESTs//2.7e-99:51 5:94//Hs.971 1 :R60873 
R-NT2RP3000690//ESTs//3.3e-88:414:99//Hs.1465 89:AI085578 ' 
R-NT2RP3000736 

25 R-NT2RP3000742//ESTS, Highly similar to 1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODI- 

ESTERASE DELTA 1 [Rattus norvegicus]//1.8e-07:114:75//Hs.136065:W21960 

R-NT2RP3000753//ESTs//3.1e-99:461 :100//Hs. 150901 :AI31.0447. 

R-NT2RP3000759//ESTs/y2.0e-74:384:95//Hs.1 04222:AA267243i 

R-NT2RP3000815//ESTs//8.5e-97:455:99//Hs.158897:AI378583 
30 R.NT2RP3000825//EST//0.0089:343:59//Hs.42897:N20810* ' 

R-NT2RP3000826//EST//3.4e-33:342:74//Hs.162236:AA55l582 

R-NT2RP3000836//ESTs//6.8e-24:181:84//Hs.134464:AI15108r " - 

R-NT2RP3000841//ESTs//4.5e-93:491:93//Hs.23618:H98082 ' 

R-NT2RP3000845//ESTs//2.4e-88:473:93//Hs.831 2: AA81 3022;; 
35 R-NT2RP3000847//ESTs//9.3e-89:460:95//Hs.1541 06:AI051 657 

R-NT2RP3000850 • ' • ' ' 

R-NT2RP3000852//Fibrillin 2//0.55:237:63//Hs. 79432: U03272 

R-NT2RP3000859//ESTS//1 .4e-96:509:94//Hs.71 87: AA576895> 

R-NT2RP3000865//EST//4.8e-23:461 :66//Hs.162088:AA50574l' ' ' 
40 R-NT2RP3000868//ESTs//5.4e-78:430:93//Hs.1 02796 :N70837 

R-NT2RP3000869//ESTs//8.5e-77:397:94//Hs.84484:AI014673 

R-NT2RP3000875//Mevalonate kinase//3.8e-78:531 :84//Hs.75138:M88468 

R-NT2RP3000901//ESTS//2. 1 e-95:466:97//Hs. 1 0647: AA42821 7 

R-NT2RP3000904//ESTS//1 .6e-79:380:99//Hs.1 00850: AA479385 
45 R-NT2RP3000917//ESTS, Highly similar to mouse Dhml. protein [M.musculus]//9.5e-113:566:96//Hs.5900: 

AA035728 

R-NT2RP3000919 

R-NT2RP3000968//40S RIBOSOMAL PROTEIN S15A/1 .5e-25:375:71//Hs.2953:X84407 
R-NT2RP3000980//ESTs/y3.3e-72:364:96//Hs.9536:AA1 1 4178/- 
50 R-NT2RP3000994//ESTs//3.5e 111:537:97//Hs.21146:AA6835427 

R-NT2RP3001 004//ESTs//9.6e-91 :456:96//Hs.58974:W874b'5*:^; 
R-NT2RP3001007//ESTs//6.7e-99:482:97//Hs.117737:AI088029 " 
R-NT2RP3001 055//ESTs//0.0012:294:60//Hs.66479:AA863644 , 

R-NT2RP3001 057//ESTS, Highly similar to ZINC FINGER PROTEIN l-iF.12 [Homo sapiens]//5.6e-1 02:486 :99//Hs. 
55 1 45956: AA007349 

R-NT2RP3001081//Retinal pigment epithelium-specific protein (65kD)//0.0012:447:5a//Hs.2l33:U18991 
R-NT2RP3001084//ESTs//4.3e-102:528:96//Hs.25277:W87874 .. . 
R-NT2RP3001 096//ESTS//1 .1 e-1 1 0:540:96//Hs.42824:AA873i 82' ' 
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R-NT2RP3001 1 07//ESTs//7.6e-1 00:478 :98//Hs. 99669 :AA287832 
R-nnnnnnnnnnnn//DNA polymerase gamma//0.001 4:50:1 00//Hs.80961:U60325 

R-NT2RP3001111//ESTS. Weakly Similar to Trf-proximal protein [D.melanogaster]//3.2e-1 04:543 :95//Hs. 93796: 

C06063 ; * 

5 R-NT2RP3001 1 1 3//ESTs//3.3e-1 00:467:99//Hs.97757:AA401 575 

R-NT2RP3001 1 1 5//0xytocin receptor//7.9e-30:505:67//Hs.2820:X64878 

R-NT2RP3001 1 1 6//ESTs//4.6e-41 :229:96//Hs.5841 2:W74779 . 

R-NT2RP3001 119//ESTs//6.9e-88:478:92//Hs.1 9469:AA2031 80- . 

R-NT2RP30011 20//ESTS//3.1 e-82:430:93//Hs.1 10956: Al 1901 66 
^0 R-NT2RP30011 26//ESTs//4.4e-52:264:96//Hs.25264:R781 88 , 

R-NT2RP30011 33//ESTs//4.7e-1 05:541 :94//Hs.73239:AA573761 

R-NT2RP3001140//Homo sapiens mRNA for KIAA0762 protein, partial cds//2.6e-115:549:97//Hs.5378:AB01 83^^ 

R-NT2RP3001147//ESTS. Highly similar to GTPASE ACTIVATING PROTEIN ROTUND [Drosophila melanogaster] 

//9.6e-113:552:97//Hs.23900:U82984 
15 R-NT2RP30011 50//ESTs//2.9e-90:444:97//Hs.99601 :AA76071 7 

R-NT2RP3001155//Homo sapiens mRNA for AND-1 protein//9.4e-118:563:98//Hs.72160:AJ006266 

R-NT2RP30011 76//ESTS//1 .8e-11 0:534: 98//HS. 58650: Al 074460 

R-NT2RP3001214//ESTS//1 .7e-109:545:96//Hs.24481 :AA573139 

R-NT2RP3001 21 6//EST//0.00098:128:66//Hs.1 60493:AI254963 
20 R-NT2RP3001 221//EST//0.01 0:1 06: 66//HS.1 47774: AI221 1 96 ; 

R-NT2RP3001 232//ESTS//1 .56-1 01 :5I8:94//Hs.21 630: AA778399 

R-NT2RP3001236//ESTS, Highly similar to KIAA0377 [H.sapiensl//2.8e-89:462:95//Hs.116793:AA779588 
R-NT2RP3001239//ESTS, Moderately similar to NEURAXIN [Rattus norvegicus]//5.2e-82:466:91//Hs.66048: 
AA524416 

25 R-NT2RP3001245//EST//0.53:237:62//Hs.161131:AI417631. • : ' 

R-NT2RP3001253//ESTS//1 .7e-105:535:96//Hs.42315:AI222997' 
R-NT2RP3001260//EST//0.16:144:62//Hs.126856:AA932135 ^ ' 

R-NT2RP3001268//Human Aac11(aac11)mRNA, complete cdsZ/O'l 2:494:59//Hs. 151 031: U83857 

R-NT2RP3001272//ESTS//1 .4e-92:436:99//Hs.1 49831 :AI383965 
30 R-NT2RP3001 274//ESTs//3.9e-81 :424:95//Hs. 11131 84:N25651 

R-NT2RP3001281//EST//3.1e-60:298:98//Hs.149230:AI247332 

R-NT2RP3001307//EST//0.42:215:62//Hs.126165:AA868691 - ' 

R-NT2RP3001 31 8//ESTS//4.1 e-74:363:97//Hs.130832:H9257Tf '\ 

R-NT2RP3001325//ESTs//1.7e-106:534:96//Hs.21214:H98989 ' ' 
35 R-NT2RP3001338//Human protein tyrosine phosphatase sIgma mRNA/complete cds//0.22:l99:63//Hs. 159534: 

U35234 

R-NT2RP3001339//Homo sapiens mRNA for KIAA0451 protein, complete cds//3.9e-l14:566:96//Hs. 18586: 
AB007920 ' 
R-NT2RP3001 340//ESTs//1 . 1 e-72:41 1 :92//Hs.21 1 35:W81 653 
40 R-NT2RP3001 355//ESTs//9.0e-1 03:521 :95//Hs. 99486 :AA776798 

R-NT2RP3001 374//ESTs//2.7e-82:395:98//Hs.1 1 71 02:AA993090 
R-NT2RP3001 383//ESTs//3.6e-1 0:1 1 8:78//Hs.1 1 1 055: AA1 69778 

R-NT2RP3001384//ESTS, Weakly similar to A-kinase anchorprotein 95. AKAP95[R.norvegicus]//5.7e-92:522:90// 

Hs.96200:AA218942 
45 R-NT2RP3001392//ESTs//5.9e-62:296:100//Hs.125a34:AA907375 

R-NT2RP3001396//ESTS//3.7e-111:528:98//Hs.22612:AA1 52232 ' 

R-NT2RP3001 398//ESTs//2.6e-94:449:99//Hs.1 46332 :AI276628 , . 

R-NT2RP3001 399//ESTs//2.6e-82:401 :97//Hs.7932:AI0411 86 ■< 

R-NT2RP3001 407//ESTs//2.2e-1 01 :488:97//Hs.71 573: AA496898 - . . 
50 R-NT2RP3001420//EST//7.4e-44:394:79//Hs.137041:AA877817 ' ' 

R-NT2RP3001426//Homo sapiens clone 24616 mRNA sequence//3.6e-1 06:550 :94//Hs.6957:AF0521 58 

R-NT2RP3001427//ESTs//1.3e-87:374:97//Hs.5457:H05692 

R-nnnnnnnnnnnn//Neurotrophic tyrosine kinase, receptor, type l//4.7e-96:533:9l//Hs.85844:X66397 
R-NT2RP3001 432//ESTs//1 .9e-1 02:523 :95//Hs. 1 32978:AI041 374 
55 R-NT2RP3001447//ESTS, Moderately similar to III! ALU SUBFAMjLY J WARNING ENTRY Ml! [H.sapiens]//5.1e- 

1 01 :482:98//Hs.1 241 35: AA91 0560 

R-NT2RP3001449//ESTs//2.2e-99:502:96//Hs.7834:N45994 

R-NT2RP3001453//Small inducible cytokine A5 (RANTES)//8.1e-45:295:85//Hs.155464:AF088219 



2233 



